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Vv TN ORERERT,

6 1%, MIREEMFIEEEZRET ST v EAIZBITF 5. HCT116-C9.
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IZ—N (R3) — (CHyg) x—%. kiZl1l~50EHHE, R IABRTFELIIK
BT NFENEE, bIF—CHe—d (FF, diIMERTAFAETERINALTNT
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g—h [Rf, alFFTRLALCERTHY. gix—C (O) —FX&iF—C (8)
—%, hiMERTAFAETERENTHTO WS I /&, KBRE, EHRTV
e VE BRTVaxvE, — (CHy) «»—bEXZIE—N (R5) — (CH2) n—
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B Forvial et p— w002/ JP2004— vitro . . vivo
=S BE Gene Symbol BfzF% 286250 2/ InVivO
1 AA205444 —- adaptor-related protein complex 1, sigma 2 O
subunit
2 AB014766 —— DERP12 (dermal papilla derived protein 12) O
3 AKO024117 — enhancer of polycomb 1 O
4 AA001052 — ESTs O
5 AA044705 —- ESTs O
6 AA165136 —— ESTs O
7 AA504346 — ESTs O
8 AA521018 — ESTs O
9 AA565051 —- ESTs O
10 AA579047 —- ESTs O
11 AAG83602 —- ESTs O
12 AA703326 —-— ESTs (@)
13 AA805653 —- ESTs O
14 AA922154 —- ESTs O
15 AA931284 — ESTs O
16 AI139990  —- ESTs O
17 AI335004 —_— ESTs (O
18 AI356405 - ESTs —
19 AI651679 —— ESTs O
20 AI733801 — ESTs O
21  Al765607 —_— ESTs O
22 Al767751 — ESTs O
23 AlI769559 — ESTs C e
24 Al797163 - ESTs —
25 AlI797788 — ESTs O
26 AI801666° —— ESTs O
27 AI872374 — ESTs @)
28 AI927605 e ESTs (@)
29 AL521786 —- ESTs. -
30 AL559202 — ESTs ~
31 AW206440 —— ESTs O
32 AW207701 —- ESTs (@)
33 Aw298119 -— ESTs O
34 AW450675 —— ESTs O
35 AW665509 ——— ESTs @)
36 AW770087 —— ESTs O
37 AW954842 -— ESTs O
38 AW967092 —— ESTs O
39 BE465877 — ESTs O
40 BE972639 — ESTs O
41 BF055352 — ESTs O
42 BF109197 - ESTs -
43 BF115786 —- ESTs O
44 BF115815 —— ESTs O
45 BF433570 — ESTs —
46 BF514975 — ESTs O
47 BF589232 — ESTs O
48 - BF844863 — ESTs 0]
49 BG403162 —— ESTs -
50 AI090487 - ESTs, Moderately similar to ALUT_HUMAN —
ALU SUBFAMILY J SEQUENGE
CONTAMINATION WARNING ENTRY
51 BF691045 -—— ESTs, Moderately similar to ALUS_HUMAN O
ALU SUBFAMILY SC SEQUENCE
CONTAMINATION WARNING ENTRY -
52 AW167424 —— ESTs, Moderately similar to ALUS_HUMAN O
ALU SUBFAMILY SX SEQUENCE
CONTAMINATION WARNING ENTRY
53 AI535737 — ESTs, Weakly similar to 1901303A Leu zipper O
protein p40 .
54 AW963634 —-— ESTs, Weakly similar to AF161356 1 -
HSPC093
55 AA355403 —- ESTs, Weakly similar to ALUT_HUMAN ALLU O
SUBFAMILY J SEQUENCE
CONTAMINATION WARNING ENTRY A
56 AlI734258  —- O

ESTs, Weakly similar to ALUT_HUMAN ALLU
SUBFAMILY J SEQUENCE :
CONTAMINATION WARNING ENTRY
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57 AI859463 — ESTs, Weakly similar to ALU1_HUMAN ALU O
SUBFAMILY J SEQUENCE
CONTAMINATION WARNING ENTRY
58 AW103300 -_ ESTs, Weakly similar to ALU4_HUMAN ALU O
SUBFAMILY SB2 SEQUENCE
CONTAMINATION WARNING ENTRY
59 AI791828 — ESTs, Weakly similar to ALUF_HUMAN, ALU —
CLASS F WARNING ENTRY
60 N79601 - ESTs, Weakly similar to similar to KIAA0766 O
61 AA069120 —_— ESTs, Weakly similar to T08725 probable O
finger protein DKFZp566F123.1
62 AI357655 — ESTs, Weakly similar to unnamed protein O
product
63 AA012917 —— glucose phosphate isomerase O
64 AK021960 — Homo sapiens ¢cDNA FLJ11898 fis, clone —
HEMBA1007322
65 AA173223 —_— Homo sapiens ¢cDNA FLJ12048 fis, clone O
HEMBB1001990
66 AAB827892 _— Homeo sapiens cDNA FLJ12683 fis, clone O
NT2RM4002457
67 R17062 — Homo sapiens cDNA FLJ35328 fis, clone O
PROST2013531.
68 T86159 —_— Homo sapiens ¢DNA: FLJ22063 fis, clone O
HEP10326
69 BF507383 -— Homo sapiens cDNA: FLJ23190 fis, clone -
LNG12190
70 AA573%01 - Homo sapiens cDNA: FLJ23270 fis, clone O
COL10309, highly similar to HSU33271
Human normal keratinocyte mRNA
71 AY034469 -— Homo sapiens clone BGL2 mRNA sequence O
72 WO01876 e Homo sapiens full length insert cDNA clone O
ZGC66F06 ]
73 AL360145 — Homo sapiens mRNA full length insert cDNA O
clone EUROIMAGE 839551. :
74 AL831886 - Homo sapiens mRNA; cDNA DKFZp547B198 O
(from clone DKFZp5478198)
75 BG330520 —- Homo sapiens mRNA; cDNA DKFZp762B195 O
. (from clone DKFZp762B195)
76 AI015847 - Homo sapiens, clone IMAGE:5261280, mRNA -
77 AK025762 — hypothetical protein FLJ22609 O
78 AB046808 — KIAA1588 protein O
79 BF665706 —_— lacrimal proline rich protein O
80 AI535735 _— LATS (large tumor suppressor, Drosophila) —_—
‘homolog 2
81 BF675218 e low molecular mass ubiquinone—binding -
protein (9.5kD)
82 AF100640 — metastasis related protein -
83 NM_173714 —— NADH dehydrogenase 6 (@]
84 BF438014 —— pleiotropic regulator 1 (PRL1, Arabidopsis O
homolog) .
85 Al417268 — RNA-binding protein (autoantigenic) O
86 BE222344 — splicing factor, arginine/serine-rich 5 -
87 AWO069181 — sterile—alpha motif and leucine zipper O
containing kinase AZK
88 AF188679 — voltage—gated sodium channel type XI O
alphasubunit
89 NM.001621 AHR aryl hydrocarbon receptor -
90 NM_022568 ALDHSAI1 aldehyde dehydrogenase 12 O O O
- 91 M21154. AMD1 adenosylmethionine decarboxylase 1 O O
92 NM_024668 ANKHD1 ankyrin repeat and KH domain containing 1 O
93 NM.017664 ANKRD10 ankyrin repeat domain 10 O
94 BE890185 ANKRD11 ankyrin repeat domain 11 -
95 NM_006803 AP3M2 adaptor—related protein complex 3, mu 2 (@]
subunit
96 NM_019555 ARHGEF3 Rho guanine nucleotide exchange factor —
(GEF) 3
97 BG285011 ARID5B AT rich interactive domain 5B (MRF1-like) -
98 BC007934 ARMCS armadillo repeat containing 8 O
99 AL121883 ARMCXS3 ALEX3 protein” O
100 AB037797 ARRDC3 arrestin domain containing 3 O
101 NM_001674 ATF3 activating transcription factor 3 long isoform O
102 AF225981 ATP2C1 calcium transport ATPase ATP2C1 O
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103 BCO001867 ATPIF1 ATPase inhibitory factor 1 O
104 N95564 B3GALTS6 UDP-GalbetaGal beta 1,3— @]

galactosyltransferase polypeptide 6
105 AI373643 BCCIP BRCA2 and CDKNI1A interacting protein O
106 AF035620 BRAP B RCA1-associated protein 2 -
107 NM_001731 BTG1 B—cell translocation protein 1 O
108 BC044661 C100rf93 chromosome 10 open reading frame 93 O
109 AI346504  Cl140rfl09 chromosome 14 open reading frame 109 (@]
110 NM_024558 C1l140rf138 chromosome 14 open reading frame 138 O
111 NM_020154 Cil50rf24 chromosome 15 open reading frame 24 -
112 AI758919 C180rf37 chromosome 18 open reading frame 37 -
113 Al264325 Clorfi9 chromosome 1 open reading frame 19 (@)
114 AV700696 Cilorf41 chromosome 1 open reading frame 41 (@]
115 AI199589 C200rf67 chromosome 20 open reading frame 67 O
116 AB004853 C2lorfi8 chromosome 21 open reading frame 18 —
117 BCO003648 Cdorfis chromosome 4 open reading frame 15 @)
118 BC036049 C6orfi57 chromosome 6 open reading frame 157 (@)
119 BF968686 GC6orf35 chromosome 6 open reading frame 35 -
120 AL008730 C6orf4 chromosome 6 open reading frame 4 (@)
121 AU116818 C9orfl10 chromosome 9 open reading frame 10 (@)
122 BC041970 CY9orfi22 chromosome 9 open reading frame 122 @)
123 BC022435 CYorf4il chromosome 9 open reading frame 41 O
124 AI801563 CA5BL carbonic anhydrase VB-like —
125 NM_001753 CAV1 caveolin 1 (@] @)
126 AV700298 CD44 CD44 antigen (homing function and Indian O
blood group system)

127 BE379006 CD59 CD59 antigen p18-20 (o] -
128 AL138875 CDADCI protein kinase NYD-SP15, cytidine and O
dCMP deaminase domain containing 1
129 NM_006324 CFDP1 craniofacial development protein 1 -
130 AL049782 CGO12 hypothetical gene CG012 @]
131 AI913146 CGI-72 CGI-72 protein @)
132 NM_001277 CHKA choline kinase alpha QO
133 BG394042 CIP29 cytokine induced protein 29 kDa (@]
134 NM_006079 CITED2 Cbp/p300~interacting transactivator, Q

. withGlu/Asp-rich carboxy—terminal domain, 2
135 AF212224 CLK4 CLK4 O
136 AW449353 CNOT3 CCR4-NOT transcription complex, subunit 3 (@]
137 NM_054026 CNOT7 C CR4-NOT transcription complex, subunit O
7 ,isoform 2
138 BF725688 COP1 c onstitutive photomorphogenic protein O
139 AW628685 COQ4 c oenzyme Q4 homolog (veast) -
140 AI376724 COXit COX11 homolog, cytochrome ¢ oxidase QO
. assembly protein (yeast)
141 BE747815 CRI2 CREBBP/EP300 inhibitor 2 O
142 BCO005250 CRSP9 c ofactor required for Spi —_
transcriptionalactivation, subunit 9 (33kD)
143 BQ025347 CSNK1Al casein kinase 1, alpha 1 —
144 AF017061 CULS cullin § O
145 BE857467 CWF19L2 CWF19-like 2, cell cycle control (S. pombe) O
146 AA063608 CXorf38 chromosome X open reading frame 38 O
147 NM_001554 CYRG61 cysteine—rich, angiogenic inducer, 61 (@)
148 D83768 D8S2298E  reproduction 8 O O
149 NM_000574 DAF decay accelerating factor for complement O
(CD55,Cromer blood group system)
150 NM_020667 DC36/L.0C5 COBW-like placental protein/COBW-like @)
5871/CBWD protein/COBW domain containing 2
2/1.0C22086
9
151 AW292751 DDHD2 DDHD domain containing 2 O
152 AW665791 DENR density-regulated protein -
153 H67762 DHX30 DEAH (Asp—Glu—Ala—His) box polypeptide 30 @]
154 NM_001357 DHX9 D EAH (Asp—Glu—Ala—His) box polypeptide 9 (@] O -
155 AL136732 DKFZp434l16 hypothetical protein DKFZp43411610 O
10
156 NM_012242 DKKI1 dickkopf (Xenopus laevis) homolog 1 —
157 BC043357 DLGAPI1 Discs, large (Drosophila) homolog—associated -
protein 1 :
158 N45231 DNAJA4 DnaJ (Hsp40) homolog, subfamily A, member —
4
159 AU146550 dedicator of cytokinesis 9 (@)

DOCK9
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160 AV734194 DPP8 dipeptidylpeptidase 8 O
161 AWO006750 DRE1 DRET1 protein —
162 NM_006052 DSCR3 Down syndrome critical region protein 3 O (@)
163 BC002671 DUSP4 dual specificity phosp hatase 4 O
164 NM_004215 EBAG9 estrogen receptor binding site —

associated,antigen, 9
165 AW274018 EDG7 endothelial differentiation, lysophosphatidic O
acid G-protein—coupled receptor, 7
166 AF099032 EED embryonic ectoderm development protein O
shortisoform
167 BF978647 EFG1 mitochondrial elongation factor G O
168 BF516289 EIF4E2 eukaryotic translation initiation factor 4E O
member 2
169 AI924426 ELL2 elongation factor, RNA polymerase II, 2 —
170 AKO002010 EPC2 enhancer of polycomb homolog 2 @)
(Drosophila)
171 AA193515 ESD esterase D/formylglutathione hydrolase O
172 Al440495 FAM36A family with sequence similarity 36, member A O
173 AA824341 FAM44B family with sequence similarity 44, member B -_
174 AKO024690 FBXL20 hypothetical protein LLOC90110 O
175 NM_025133 FBXO11 F-box protein 11 (@)
176 BC005147 FKBP1A FK506—binding proteirn 1A (12kD) O O
177 AF100751 FKBP7 FK506 binding protein 7 -
178 NM_018004 FLJ10134 hypothetical protein FLJ10134 -
179 U58658 FLJ10385 hypothetical protein FLJ10385 O
180 AI608836 FLJ10420 hypothetical protein FLJ10420 O
181 AK094203 FLJ10726 hypothetical protein FLJ10726 O
182 NM_018318 FLJ11088 GGA binding partner -
183 AKO023183 FLJ11171 hypothetical protein FLJ11171 —
184 AL117451  FL.J12666 hypothetical protein FLJ12666 (@)
185 BC037529 FLJ13105 hypothetical protein FLJ13105 O
186 ALS831839 FLJ20054 family with sequence similarity 31, member B O
187 BCO015325 FLJ20125 hypothetical protein FLJ20125 @)
188 "NM_017875 FLJ20551 hypothetical protein FLJ20551 O
189 W72333 FLJ21657 hypothetical protein FLJ21657 O
190 BC029445 FLJ22490 hypothetical protein FLJ22490 O
191 AL534095 FLJ23091 putative NFkB activating protein 373 O
192 Al632212 FLJ25070 U11/U12 snRNP 65K protein O
193 BF439533 FLJ32810 hypothetical protein FLJ32810 O
194 NM_024724 F1.J35036 hypothetical protein FLJ35036 (@]
195 BCO036301 FLJ38482/L hypothetical protein F1.J38482/hypothetical -
0C162967  protein LOC162967
196 AI093963 FLJ38944 hypothetical protein FLJ38944 O
197 NM_016534 FLJ39616 apoptosis—related protein PNAS—1 (@) QO —
198 AA156865 FUBP1 far upstream element (FUSE) binding protein O
1
199 NM_021993 FUSIP1 FUS interacting protein (serine—arginine rich) -
1
200 NM_002044 GALK2 galactokinase 2 O QO —
201 AKO000478 GARNL4 GTPase activating Rap/RanGAP domain-like O
4
202 AF003934 GDF15 growth differentiation factor 15 O
203 ALO049933 GNAIl suanine nucleotide binding protein (G O
protein), alpha inhibiting activity polypeptide
i
204 NM_022036 GPRC5C G protein—coupled receptor, family C, group (@]
5,member C, isoform a, precursor
205 NM_004490 GRB14 growth factor receptor—bound protein 14 O
206 AIl241331 GTF3A general transcription -Factor IlIA O
207 AL096814 GUCA1B guanylate cyclase activator 1B (retina) O
208 AW297143 HBSIL HBS1 (S. cerevisiae)—like O
209 AU150825 HELLS helicase, lymphoid—sp ecific O
210 AF217990 HERPUDI1 homocysteine~inducible, endoplasmic -
reticulum stress—inducible, ubiquitin-like
domain member 1
211 Al243268 HIAT1 hippocampus abundant transcript 1 O
212 AA126793 HNRPC heterogeneous nuclear ribonucleoprotein C O
(C1/G2) ‘
213 NM_018952 HOXB6 homeo box B6 O
214 BF965447 HSPDI heat shock 60kDa protein 1 (chaperonin) O
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215 Al417785 HSZFP36 ZFP-36 for a zinc finger protein O
216 NM_004507 HUS1 HUS1 (S. pombe) checkpoint homolog QO
217 BE300521 INSIG1 insulin induced gene 1 O
218 AU149465 1PO8 importin 8 —
219 AW294606 ITPR3 inositol 1,4,5-triphosphate receptor, type 3 —
220 AIB14405 JMY Jjunction—-mediating and regulatory proteir O
221 NM_014898 KIAA0961 zinc finger protein KIAAQ961 O
222 AL136808 KIAA0998 KIAAQ0998 protein O
223 NM_015694 KIAA1285 KIAA1285 protein O
224 Al633734 KIAA1712 KIAA1712 protein o)
225 AI814587 KIAA1715 KIAA1715 protein O
226 AA833716 KIAA1970 KIAA1970 protein O
227 AW513477 KIAA1982 KIAA1982 protein —
228 AF132818 KLF5 Kruppel-like factor 5 (intestinal) @)
229 AI935246 KPNA4 karyopherin alpha 4 (importin alpha 3) O
230 AC004941 KPNBi karyopherin (importin) beta 1 -
231 BG289527 LAPIB lamina—associated polypeptide 1B —
232 AW205739 LOGC127253 hypothetical protein BC009514 O
233 BE966267 LOGC148203 hypothetical protein LOG148203 -
234 BE141355 LOGC163590 AF464140 O
235 BG400596 LOC202781 hypothetical protein LOC202781 O
236 BF513233 1.0OC284952 hypothetical protein LOC284952 O
237 BU561160 LOC285429 hypothetical protein LOC285429 O
238 AL122103 1.OC374491 TPTE and PTEN homologous inositol lipid O
phosphatase pseudogene
239 AWO057589 LOC401097 similar to LOC166075 O
240 AF070596 LOGC57146 promethin O
241 NM_022090 LOGC63920 transposon—derived Buster3 transposase— O
like
242 BE966628 LOC63929  hypothetical protein LOC63929 @]
243 AA081007 LOC90321  hypothetical protein LOC90321 O
244 BE541042 LOCS90333 hypothetical protein LOC90333 O
245 BGC033148 LOC96610  hypothetical protein similar to KIAA0187 O
gene product
246 NM_024937 LRPi12 low density lipoprotein—related protein 12 O
247 AA843132 LZTFL1 leucine zipper transcription factorlike 1 O
248 AI808634 M1181 membrane component, chromosome 11, -
surface marker 1
249 AW005982 MALATI histone deacetylase 3 O
250 AL034422 MANBAL mannosidase, beta A, lysosomal-like —
251 NM.015846 MBDI1 methyl-CpG binding domain protein 1, O
isoform 1
252 BF512200 MBNL1 muscleblind-like (Drosophila) O
253 BE328496 MBNL2 muscleblind-like 2 (Drosophila) O
254 NM_014060 MCTSH malignant T cell amplified sequence 1 —
255 NM_002393 MDM4 Mdm4, transformed 3T3 cell double minute 4, -
p53 binding protein (mouse)
256 BC004284 MGC10850 hypothetical protein MGC10850 O
257 BF447897 MGC11349 hypothetical protein MGC11349 -
258 AW194655 MGC11349 transgelin 2
259 BC006312 MGC12760 hypothetical protein MGC12760 /// -
hypothetical protein MGC12760
260 BC019340 MGC12965 similar to Cytochrome ¢, somatic O
261 Al932618 MGC13057 hypothetical protein MGC13057 O
262 AL570697 MGC14156 hypothetical protein MGC14156 —_
263 AL533103 MGC16037 laminin, beta 1 O
264 AA463853 MGC2747 hypothetical protein MGC2747 (@]
265 BE048198 MGC29898 hypothetical protein MGC29898 -
266 BC004191 MGG3248  dynactin 4 O
267 AA861435 - MGCA7869 hypothetical protein MGC47869 O
268 NM_025001 MGGC72244  similar to Bifunctional Q
methylenetetrahydrofolate
dehydrogenase/cyclohydrolase,
mitochondrial precursor
269 BE378670 MGC9850 hypothetical protein MGC2850 —_
270 NM_000247 MICA MHC class I chain—related gene A proteir O
271 AF117233 MKRNt1 makorin, ring finger protein, 1 O
272 NM_014381 MLH3 mutL (E. coli) homolog 3 : O O

273 AF272384 MLLT10 myeloid/lymphoid or mixed—lineage leuke mia
(trithorax homolog, Drosophila); translocated
to, 10
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274 AW104453 MMD monocyte to macrophage differentiation— O
associated

275 BC029395 MPHOSPH6 M-phase phosphoprotein 6 (@)

276 BC000756 MRPL4 mitochondrial ribosomal protein L4 (@]

277 BG028213 MRPL50 mitochondrial ribosomal protein L50 O

278 BF438352 MRRF mitochondrial ribosome recycling factor O

279 NM_006636 MTHFD2 methylene tetrahydrofolate dehydrogenase b
(NAD+ dependent), methenyltetrahydrofolate
cyclohydrolase

280 AW592266 MYBLI v~myb avian myeloblastosis viral oncogene —
homolog-like 1

281 BC001255 NCBP2 nuclear cap binding protein subunit 2, 20kD (@) —

282 AL035689 NCOA7 nuclear receptor coactivator 7 O

283 BC012888 NDST1 N-deacetylase/N-sulfotransferase (heparan O
glucosaminyl) 1

284 AI078167 NFKBIA nuclear factor of kappa light polypeptide O
gene enhancer in B—cells inhibitor, alpha

285 NM_002507 NGFR nerve growth factor receptor (TNFR O
superfamily, member 16)

286 AF180819 NLK nemo like kinase —

287 AKO026655 NLN neurolysin (metallopeptidase M3 family) -

288 AF267856 =~ NPDO14 NPDO014 protein O

289 X03348 NR3C1 nuclear receptor subfamily 3, group C, @)
member 1 (glucocorticoid receptor)

290 NM_006186 NR4A2 nuclear receptor subfamily 4, group A, O
member 2

291 AF191653 NUDT4 nudix (nucleoside diphosphate linked moiety (@]
X)-type motif 4

292 NM_006185 NUMAT1 nuclear mitotic apparatus protein 1 O

293 NM_018170 P15RS hypothetical protein FLJ10656 O

294 NM_015484 P29 GCIP—-interacting protein p29 -

295 AA722878 p30 nuclear protein p30 Q

296 AI984479 PAPOLA poly(A) polymerase alpha (@]

297 AL833445 PARGI PTPL1-associated RhoGAP 1 O

298 BC040953 PEX13 peroxisome biogenesis factor 13 @)

299 AW084068 PFAAPS phosphonoformate immuno—-associated (@)
protein 5

300 NM_002622 PFDN1 prefoldin 1 O

301 NM_024989 PGAP1 GPI deacylase O

302 BE544837 PHF19 PHD finger protein 19 O

303 AI561173 PHIP pleckstrin homology domain interacting —
protein

304 BC004100 PIGH phosphatidylinositol glycan, class H —

305 . NM_006622 PLK2 polo-like kinase 2 (Drosophila) @)

306 U59479 PNN pinin, desmosome associated protein -

307 BC000487 POMZP3 POM (POM121 homolog, rat) and ZP3 fusion @)

308 BF446912 PPA2 inorganic pyrophosphatase 2 O

309 NM_005038 PPID peptidylprolyl isomerase D (cyclophilin D) -

310 AJ271832 PPMIB protein phosphatase 1B (formerly 2C), (@) O
magnesium—dependent, beta isoform

311 AF118073 PRDX3 peroxiredoxin 3 O

312 NM_006253 PRKABI protein kinase, AMP-activated, beta 1 non— —_
catalvtic subunit

313 AA526970 PROO0149 PROQ0149 protein , (@)

314 NM_018333 PRPF39 PRP39 pre-mRNA processing factor 39 O
homolog (veast)

315 NM_003913 PRPF4B PRP4 pre-mRNA processing factor 4 (@] @) -
homolog B (veast)

316 AL523904 PSMA2 proteasome (prosome, macropain) subunit, Q
alpha type, 2

317 NM_021190 PTBP2 polypyrimidine tract binding protein 2 O @] O

318 H63435 PTDO12 PTDO12 protein (@)

319 U48296 PTP4A1 protein tyrosine phosphatase type IVA, (@]
member 1

320 AF262027 RAD23B RAD23 homolog B (S. cerevisiae) @)

321 NM_018037 RALGPS2 ral GEF with PH domain and SH3 binding -
motif 2

322 NM_016290 RAPS80 receptor associated protein 80 (@]

323 BG106093 RBMi8 RNA binding mofif protein 18 -

324 NM_002901 ROCNI reticulocalbin 1, EF-hand calcium binding —_

domain
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325 AU154853 RCP9 calcitonin gene—related peptide—receptor -
component protein
326 BC018208 RHOF ras homolog gene family, member F (in -
filopodia)
327 NM_018372 RIF1 receptor—interacting factor 1 O
328 AI761728 RNASE4 ribonuclease, RNase A family, 4 O
329 AL530869 RNU22 RNA, U22 small nucleolar O
330 N58513 RP42 RP42 homolog O
331 AW057781 RPL10 ribosomal protein L10 O O O -
332 AKO025866 RPL28 ribosomal protein L.28 O
333 BCO001663 RPL3t1 similar to ribosomal protein L31 O O O O
334 AK094652 RPS20 ribosomal protein S20 o)
335 AW024383 RPS21 ribosomal protein S21 O
336 BF431363 RPS28 ribosomal protein S28 O
337 AW118862 RREB1 ras responsive element binding protein 1 O
338 NM_006379 SEMA3C sema domain, immunoglobulin domain (Ig), O
shortbasic domain, secreted, (semaphorin)
3C
339 NM_004630 SFi zinc finger protein 162, splicing factor 1 O
340 U30884 SFRS5 splicing factor, arginine/serine-rich 5 O
341 NM_003020 SGNE1 secretory granule, neuroendocrine protein 1 O
(7B2protein)
342 NM_004694 SLC16A6 solute carrier family 16 (monocarboxylic O
acidtransporters), member 6
343 NM_012243 SLC35A3 solute carrier family 35(UDP—-N— -
acetylglucosamine (UDP-GIcNAG)
transporter), member3
344 AA044835 SLC35F5 solute carrier family 35, member F5 O
- 345 NM_002394 SLC3A2 solute carrier family 3 (activators of dibasic O
and neutral amino acid transport), member 2
346 BC027454 SLD5 SLD5 homolog O
347 AWA473802 SMAP-5 golgi membrane protein SB140 - -
348 NM_003113 SP100 nuclear antigen Sp100 —
349 " AF356353  SPIN2 spindlin—like protein 2 O
350 NM_006948 STCH stress 70 protein chaperone,microsome— (@)
associated, 60kD
351 NM_003599 SUPT3H suppressor of Ty (S.cerevisiae) 3 homolog O
352 AY034482 SYNGCRIP synaptotagmin binding, cytoplasmic RNA —
interacting protein
353 NM_003186 TAGLN transgelin O
354 BG252924 TA-PP2C T—cell activation protein phosphatase 2C —
355 AL039795 TARDBP TAR DNA binding protein —_
356 AI034387 TBC1D8 TBC1 domain family, member 8 (with GRAM O
domain)
357 NM_006706 TCERGI transcription elongation regulator 1 —_
358 AA779795 TEF thyrotrophic embryonic factor O
359 N76327 TFRC transferrin receptor (p90, CD71) -
360 BF697734 TGS TUDOR gene similar —
361 NM_003246 THBSHt thrombospondin 1 O
362 BC015944 TIAT TIA1 cytotoxic granule—associated RNA (@]
binding protein
363 BF314746 TIGAI TIGAIT O
364 NM_012339 TMA4SF15 transmembrane 4 superfamily member 15 O
365 NM_015686 TMEM28 transmembrane protein 28 —
366 BC001027 TMEMA4 transmembrane protein 4 -
367 AI262560  TNRC5S trinucleotide repeat containing 5 O
368 NM_014765 TOMM20 translocase of outer mitochondrial membrane - 0 -—
20 (yeast) homolog
369 NM_004620 TRAF®6 TNF receptor—associated factor 6 O
370 W73788 TTC14 tetratricopeptide repeat domain 14 O
371 BC005374 TXNDC4 thioredoxin domain containing 4 (endoplasmic -
reticulum)
372 BEB856776 UBE3B ubiquitin protein ligase E3B -
373 NM_023010 UPF3B UPF3 regulator of nonsense transcripts O
homolog B (veast)
374 AlI961429 UQCRC2 ubiquinol—-cytochrome ¢ reductase core O
protein II
375 AKO024318 USP46 ubiquitin specific protease 46 -
376 AV700815 USP54 ubiquitin specific protease 54 -
377 AU150319 VAMPI vesicle—associated membrane protein 1 O

(synaptobrevin 1)
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378 NM_015836 WARS2 tryptophanyl tRNA synthetase 2 O

(mitochondrial)
379 BC030654 WDR20 WD repeat domain 20 O
380 NM_018031 WDR6 WD repeat domain 6 (@)
381 T79870 WRNIP1 Werner helicase interacting protein 1 O
382 BF679507 WTAP Wilms tumor 1 associated protein O
383 H28667 ZAK sterile alpha motif and leucine zipper O

containing kinase AZK
384 AP000693 ZCWCC3 zinc finger, CW-type with coiled—coil domain O

3
385 NM_003447 ZNF165 zinc finger protein 165 -
386 NM_003451 ZNF177 zinc finger protein 177 (@) — (@) O
387 AI811577  ZNFi84 zinc finger protein 184 (Kruppel-like) O
388 AC074331 ZNF227 zinc finger protein 227 O
389 NM_005741 ZNF263 zinc finger protein 263 O
390 AA868898 ZNF266 zinc finger protein 266 O
391 AF254083 ZNF278 zinc finger protein 278 O
392 BM968434 ZNF286 zinc finger protein 286 —
393 NM_024106 ZNF426 zine finger protein 426 O
394 BG538800 ZNF473 zinc finger protein 473 —
395 NM_024341 ZNF557 zinc finger protein 557 O
396 BF061829 ZNF567 zinc finger protein 567 O
397 W92744 ZNF84 zinc finger protein 84 (HPF2) —_
398 NM_012230 ZP3/POMZP zona peliucida glycoprotein 3 (sperm —

. 3 receptor)/POM (POM121 homolog, rat) and

ZP3 fusion
399 BF509566 ZXDA/ZXDB zinc finger, X-linked, duplicated A/zinc O

finger, X~linked, duplicated B
400 AL080063 7773 zine finger, ZZ domain containing 3 O
401 BC001627 —- 2-hydroxyphytanoyl-GoA lyase O
402 AI459194 —- early growth response 1 (@]
403 AA888858 —- ESTs O
404 BE620739 —- ESTs O
405 AA534526 —- ESTs O
406 AI769745 —_— ESTs O
407 N95414 -— ESTs -
408 BG499974 —- ESTs O
409 BE501881 —— ESTs (@)
410 AW082208 -— ESTs —
411 AlI656807 -— ESTs O
412 BE672700, —- ESTs O
413 AA156238 —- ESTs O
414 AI948456 — ESTs O
415 AI810826 —- ESTs -
416 AA564926 —- ESTs O
417 AW242920 —- ESTs O
418 BF114967 —- ESTs O
419 AA833832 —- ESTs O
420 AI769269 — ESTs O
421 Al452595 o ESTs @)
422 AW965494 —- ESTs O
423 AA227879 —- ESTs O
424 BF447112 —- ESTs -
425 Al452512 2 —- ESTs O
426 AA954994 ——- ESTs O
427 Al798207 —— ESTs O
428 AA768884 —— ESTs —
429 BF109906 —- ESTs O
430 BG054833 —— ESTs ]
431 AA813336 —- ESTs O
432 BF115851 —- ESTs O
433 BF739841 —- ESTs -
434 AI332476 —- ESTs O
435 Al743120 — ESTs O
436 BE645154 —- ESTs, Moderately similar to ALUS_HUMAN ]

ALU SUBFAMILY SX SEQUENGCE

CONTAMINATION WARNING ENTRY

AA889954 -~ ESTs, Moderately similar to ALUG_HUMAN, -

437

ALU GLASS C WARNING ENTRY
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438 AA843122 —- ESTs, Weakly similar to ALUT_HUMAN ALU —
SUBFAMILY J SEQUENCE
CONTAMINATION WARNING ENTRY
439 BG252318 —- ESTs, Weakly similar to ALU2_HUMAN ALU O
SUBFAMILY SB SEQUENCE
CONTAMINATION WARNING ENTRY
440 AI983432 —- ESTs, Weakly similar to ALUC_HUMAN, ALU O
CLASS C WARNING ENTRY
441 AA805633 —- Homo sapiens cDNA FLJ10500 fis, clone O
NT2RP2000369
442 AK021551 —— Homo sapiens cDNA FLJ11489 fis, clone O
HEMBA1001915
443 AU157441 — Homo sapiens ¢cDNA FLJ13558 fis, clone —_
PLACE1007743
444 BF692729  —— Homo sapiens ¢cDNA FLJ14214 fis, clone O
NT2RP3003576.
445 AK056720 — Homo sapiens cDNA FLJ32158 fis, clone O
PLACE®6000231.
446 AK057627 — Homo sapiens ¢cDNA FLJ33065 fis, clone —
TRACH2000081.
447 AK096932 - Homo sapiens ¢cDNA FLJ39613 fis, clone (@)
SKNSH2009357.
448 Al085361 —_— Homeo sapiens cDNA: FLJ21561 fis, clone —
COL06415
449 ALbB21247 —- Homo sapiens cDNA: FLJ23285 fis, clone O
HEP(09071
450 AL833123 —— Homo sapiens mRNA; cDNA
DKFZp313C0432 (from clone
DKFZp313C0432)
451 AW192692 —— Homo sapiens mRNA; cDNA O
DKFZp434N2116 (from clone
) DKFZp434N2116)
452 BC024936 —- Homo sapiens, clone IMAGE:4389310, mRNA O
453 BC042959 —- Homo sapiens, clone IMAGE:5285801, mRNA O
454 BCO009590 — Homo sapiens, Similar to neuronal thread O
protein, clone IMAGE:4102657, mRNA
455 NM_138474 —- hypothetical protein BC008631 O
456 AJ928342 -— hypothetical protein FLJ22316 O
457 NM_024599 —- hypothetical protein F1.J22341 O
458 AL566069 — hypothetical protein FL.J23142 O
459 AL041728 —- KIAA1298 protein -
460 BG150485 —- KIAA1719 protein (@)
461 AV724183 —- lysophosphatidic acid acyltransferase—delta O
462 AF132198 —- PRO1405 @)
463 BGH71343 —- Tara-like protein @)
464 AW024350 —- tumor protein, translationally-controlled 1 -
465 NM_003349 -— ubiquitin—conjugating enzyme E2 variant (@]
1,isoform b
466 BCO008122 -— unknown (protein for MGC:18053) O -
467 AF277184 ABCB10 ATP-binding cassette, sub—family B O
(MDR/TAP), member 10
468 AI948503 ABCC4 ATP-binding cassette, sub—family C O
(CFTR/MRP), member 4
469 AI860341 AGAA1 acetyl-Coenzyme A acyltransferase 1 —_
(peroxisomal 3—oxoacyl-Coenzyme A
thiolase)
470 BE855983 ACACA acetyl-Coenzyme A carboxylase alpha —_
471 U18197 ACLY ATP citrate lyase - O -
472 NM_001098 ACO2 aconitase 2, mitochondrial O
473 NM_016234 AGSL5 acyl~CoA synthetase long—chain family O
member 5
474 AL532341 ACTRIA ARP1 actin-related protein 1 homolog A, O
centractin alpha (veast)
475 NM_000666 ACY1 aminoacylase 1 O
476 NM_018446 AD-017 glycosyltransferase AD~017 -
477 NM_020679 ADO023 AD023 protein O
478 AF033861 ADCY3 type Il adenylyl cyclase O
479 NM_019903 ADD3 adducin 3 (gamma) O
480 AI651212 ADRBK2 adrenergic, beta, receptor kinase 2 O
481 BF248364 AF15Qi14 AF15q14 protein -
482 BF688144 AGPS alkylglycerone phosphate synthase O
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483 NM_015239 AGTPBP1 ATP/GTP binding protein 1 O
484 NM_006621 AHCYLI S—adenosylhomocysteine hydrolase—like 1 O (@) —
485 AW117717 AHSA2 AHAT1, activator of heat shock 90kDa protein O
ATPase homolog 2 (veast)
486 BF511276 AKAP12 A kinase (PRKA) anchor protein (gravin) 12 O
487 NM_006066 AKRI1A1 aldo—keto reductase family 1, member Al O O @)
(aldehyde reductase)
488 NM_003689 AKR7A2 aldo—keto reductase family 7, member A2 O QO —
(aflatoxin aldehyde reductase)
489 NM_000693 AILDH1A3 aldehyde dehydrogenase 1 family, member O O
A3
490 ABO038950 ALS2CR2 amyotrophic lateral sclerosis 2 (juvenile) O
chromosome region, candidate 2
491 AA604393 ANAPC4 anaphase promoting complex subunit 4 O
492 AL137586 ANAPC7 anaphase promoting complex subunit 7 O
493 NM_001147 ANGPT2 angiopoietin 2 O
494 NM_020987 ANK3 ankyrin 3, node of Ranvier (ankyrin G) O
495 AI826110 ANKRD16 ankyrin repeat domain 16 ’ -
496 AWO002399 ANKRD5 ankyrin repeat domain 5 O
497 AF279145 ANTXRi anthrax toxin receptor 1 (@)
498 NM_ 001153 ANXA4 annexin A4 O
499 NM_001155 ANXA6 annexin A6 O
500 ACQ006942 AP2A1 adaptor-related protein complex 2, alpha 1 —
. subunit
501 BE964704 AP4E1 adaptor—related protein complex 4, epsilon 1 O
subunit ‘
502 NM_001640 APEH N-acylaminoacyl—-peptide hydrolase O (@) @) O
503 NM_006395 APG7L APG7 autophagy 7-like (S. cerevisiae) —
504 NM_021822 APOBEGC3G apolipoprotein B mRNA editing enzyme, —
catalytic polypeptide—like 3G
505 NM_003905 APPBP1 amyloid beta precursor protein binding O -
protein 1, 59kDa
506 AA046411 APPBP2 amyloid beta precursor protein (cytoplasmic O -
R tail)-binding protein 2
507 BCO024312 ARC92 ARC/mediator transcriptional coactivator O
subunit
508 BG249305 ARCH archease O
509 NM_015320 ARHGEF4  Rho guanine nucleotide exchange factor O
(GEF) 4
510 BES890745 ARLI1 ADP-ribosylation factor-like 1 -
511 NM_022838 ARMGCX5 armadillo repeat containing, X-linked 5 O
512 BCO015207 ARP3BETA actin-related protein 3—~beta -
513 AB020982 ASH2L ash2 (absent, small, or homeotic)-like O
(Drosophila) .
514 NM_000048 ASL argininosuccinate lyase O
515 AF289489 ASPH aspartate beta—hydroxylase (@) QO O
516 NM_018123 ASPM asp (abnormal spindle)-like, microcephaly (@)
associated (Drosophila)
517 NM_025080 ASRGLI1 asparaginase like 1 —
518 NM.014109 ATAD2 ATPase family, AAA domain containing 2 O
519 BF475862 ATP11C ATPase, Class VI, type 11C (@)
520 AA805753 ATP2A2 ATPase, Cat+ transporting, cardiac muscle, O
slow twitch 2
521 BE798517 ATPSD ATP synthase, H+ transporting, mitochondrial -
F1 complex, delta subunit
522 AL080089 ATP5GI ATP synthase, H+ transporting, mitochondrial O O O -
FO complex, subunit ¢ (subunit 9), isoform 1
523 AW195882 ATP5S ATP synthase, H+ transporting, mitochondrial O
. ’ FO complex, subunit s (factor B)
524 ABO032963 ATP8B2 ATPase, Class I, type 8B, member 2 O
525 ABO014511 ATP9A ATPase, Class II, type %A . (@)
526 U49844 ATR ataxia telangiectasia and Rad3 related O (@)
527 NM_002973 ATXN2 ataxin 2 O
528 BF000175 AZI2 5—azacytidine induced 2 O
529 AL578487 BATS HLA-B associated transcript 5§ -_
530 NM_024649 BBSI1 Bardet-Bied| syndrome 1 O
531 Al683802 BBS7 Bardet-Bied| syndrome 7 (@)
532 NM_003766 BECNI beclin 1 (coiled—coil, myosin—like BCL2 O
interacting protein) :
533 BC003179 BENE BENE protein @)

534 Al457436 BMPR2 bone morphogenetic protein receptor, type Il
. (serine/threonine kinase)
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535 D38553 BRRN1 barren homolog (Drosophila) - O O
536 NM_004725 BUBS3 BUB3 budding uninhibited by benzimidazoles O O —
3 homolog (veast)
537 BE962354 C10o0rf61 chromosome 10 open reading frame 61 O
538 NM_024789 C10orf77 chromosome 10 open reading frame 77 —
539 N23586 C100rf78 chromosome 10 open reading frame 78 —_
540 NM_017615 C100rf86 chromosome 10 open reading frame 86
541 NM_017905 Ci3orfitl chromosome 13 open reading frame 11
542 NM_017815 Cl4orfo4 chromosome 14 open reading frame 94 —_
543 NM_031213 C19orf27 chromosome 19 open reading frame 27 O
544 NM_030934 Clorf25 novel protein similar to archaeal, yeast O
andworm N2,N2-dimethylguanosine tRNA
methyltransferase
545 NM_016546 CI1RL complement component 1, r subcomponent— O
like
546 AW303865 C200rf22 chromosome 20 open reading frame 22 O
547 NM_153203 C21orf74 chromosome 21 open reading frame 74 O
548 NM_024053 C220rfi18 chromosome 22 open reading frame 18 O
549 U72514 C2F C2f protein (@) (@)
550 NM_016085 C2orf28 apoptosis related protein APR—3 O
551 AI307615 Cbhorf3 chromosome 5 open reading frame 3 (@)
552 ALO031778 C6orf130 chromosome 6 open reading frame 130 -
553 AI761518 C6orf133 chromosome 6 open reading frame 133 —
554 AI052103 C6orf170 chromosome 6 open reading frame 170 O
555 NM_024573 Cé6orf211 chromosome 6 open reading frame 211 O
556 AF348513 CTJorf2 chromosome 7 open reading frame 2 O
557 NM_024315 C70rf23 chromosome 7 open reading frame 23 O
558 AF260336 C7o0rf35 chromosome 7 open reading frame 35 O
559 BF031819 C9orf4l chromosome 9 open reading frame 41 O
560 NM_018465 C9orf46 chromosome 9 open reading frame 46 @)
561 AF153415 C9orf5 chromosome 9 open reading frame 5 -
562 BE783949 C9orf86 chromosome 9 open reading frame 86 -_
563 BCO004331 C9orfo9 "chromosome 9 open reading frame 99 O
564 NM_004341 CAD carbamoyl-phosphate synthetase 2, (@] QO

aspartate transcarbamylase, and
dihydroorotase

565 NM_004702 CCNE2 cyclin E2 -
566 NM_001239 GCCNH cyclin H O O O O O
567 X69397 CD24 CD24 antigen (small cell lung carcinoma -
cluster 4 antigen) '
568 NM_003903 CDCI16 CDC16 cell division cycle 16 homolog (S. Q @)
cerevisiae)
569 AF277724 CDC25C cell division cycle 25C (@)
570 NM_001256 CDC27 cell division cycle 27 O
571 NM_.006035 CDGC42BPB CDC42 binding protein kinase beta (DMPK- -
like)
572 NM_001254 CDC6 CDG6 cell division cycle 6 homolog (S. O O
cerevisiae)
573 NM_004935 CDK5’ cyclin—dependent kinase 5 O @]
574 NM_024491 CGCep70 p10-binding protein -
575 AF005775 CFLAR CASP8 and FADD—like apoptosis regulator -
576 NM_016053 CGI-116 CGI-116 protein O
577 'NM_015954 CGI-26 CGI-26 protein O
578 NM_016001 CGI-48 CGI-48 protein O
579 NM_016033 CGI-90 CGI-90 protein O
580 AF113700 CHURCI churchill domain containing 1 (@]
581 AL519818 CIRHiA cirrhosis, autosomal recessive 1A (cirhin) O
582 NM_016951 CKLF chemokine-like factor (@]
583 BE551219 CLDNi18 claudin 18 O
584 AF005422 CLNS1A chloride channel, nucleotide—sensitive, 1A . O
585 AA207013 CLUAPI1 clusterin associated protein 1 O
586 NM_018686 GCMAS cytidine monophosphate N-acetylneuraminic O
acid synthetase
587 AKO022511 CNAPi chromosome condensation—-related SMC— (@] —
. associated protein 1
588 NM_014516 CNOT3 CCR4-NOT transcription complex, subunit 3 —
589 BC007230 COCH coagulation factor C homolog, cochlin O
: : (Limulus polyphemus) .
590 U24105 GOPA coatomer protein complex, subunit alpha O O -
591 NM_016035 COQ4 coenzyme Q4 homolog (yeast) O
592 AL578583 CORT cortistatin @)
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593 AW170571 CPNE2 copine II O
594 NM_014427 CPNE7 copine VII O
595 NM_003851 CREGI cellular repressor of E1A-stimulated genes 1 (@)
596 BF540954 CRIPT postsynaptic protein CRIPT -
597 NM_004750 CRLF1 cvtokine receptorlike factor 1 -
598 AK001293 CRYZL1 crystallin, zeta (quinone reductase)-like 1 O
599 NM_001893 CSNKID casein kinase 1, delta —
600 NM_001321 CSRP2 cysteine and glycine—rich protein 2 @] — O —
601 AA584310 CTHRC1 collagen triple helix repeat containing 1 O
602 AIl184512 CTMP C—terminal modulator protein O
603 NM_003798 GTNNALI1 catenin (cadherin—associated protein),alpha— O O O
like 1
604 NM_004937 CTNS cystinosis, nephropathic O
605 NM_001905 CTPS CTP synthase O
606 NM_003592 CUL1 cullin 1 —
607 NM_001916 CYCi cytochrome c—1 O
608 BF057059 D15Wsu75e DNA segment, Chr 15, Wayne State —
University 75, expressed
609 AF271088 DAZ2/DAZA4/ deleted in azoospermia 2/deleted in (@]
DAZ/DAZ3 azoospermia 4/deleted in ‘
azoospermia/deleted in azoospermia 3
610 AA722799 DCBLD2 discoidin, CUB and LCCL. domain containing (@] O
2
611 BC002746 DCI dodecenoyl-Coenzyme A delta isomerase
(3,2 trans—enoyl-Coenzyme A isomerase)
612 NM_003887 DDEF2 ADP-ribosylation factor[arf]-directed —
GTPaseactivating protein
613 AB018268 DDHD2 DDHD domain containing 2 O
614 AA156797 DDX5 DEAD (Asp—Glu—Ala—Asp) box polypeptide 5 O
615 NM_001359 DECRI 2,4~dienoyl CoA reductase 1, mitochondrial (@) O O —
616 BF062547 DEPGC-1 prostate cancer antigen—1 O
617 AA447709 DJ12208.2 hypothetical protein dJ12208.2 —
618 NM_030954 DKFZP564A0 hypothetical protein DKFZp564A022 O
) 22
619 BC002571 DKFZP5640 DKFZP5640243 protein O
243
620 NM.018410 DKFZp762E1 hypothetical protein DKFZp762E1312 O
312
621 AW299740 DLAT dihydrolipoamide S~acetyltransferase (E2 —_
component of pyruvate dehydrogenase
complex)
622 AA905286 DLEU2 deleted in lymphocytic leukemia, 2 O
623 S§72422 DLST dihydrolipoamide S—succinyltransferase (E2 O O
component of 2—oxo—glutarate complex)
624 NM_004405 DLX2 distal-less homeo box 2 O
625 AA040332 DLX6 distal-less homeo box 6 o]
626 NM_005509 DMXLA1 Dmx-like 1 0]
627 BF591419 DNAJCI DnaJ (Hsp40) homolog, subfamily C, member -
1
628 AF250307 DNCI2 dynein, cytoplasmic, intermediate polypeptide O
2
629 BF001267 DOCK7 dedicator of cytokinesis 7 O
630 AB035745 DSCR5 Down syndrome critical region gene 5 O O
631 NM.012145 DTYMK deoxythymidylate kinase (thymidylate kinase) O O -
632 BC005047 DUSP$6 dual specificity phosphatase 6 —
633 BG502305 DZIP3 zinc finger DAZ interacting protein 3 —
634 NM_ 018456 EAF2 ELL associated factor 2 O
635 NM_004092 ECHS1 enoyl Coenzyme A hydratase, short chain, 1, (@) (o] —
mitochondrial
636 NM_018098 ECT2 epithelial cell transforming sequence 2 -
oncogene
637 BF001312 EEF2K eukaryotic elongation factor—2 kinase —
638 Al123320 EIF3S10 eukaryotic translation initiation factor 3, O
subunit 10 theta, 150/170kDa
639 NM_018091 ELP3 elongation protein 3 homolog (S. cerevisiae) O
640 Al963713 ENAH enabled homolog (Drosophila) O
641 NM_001977 ENPEP glutamyl aminopeptidase (aminopeptidase A) O
642 Al652872 EPB41L5 erythrocyte membrane protein band 4.1 like O
5 .
643 X97671 EPOR erythropoietin receptor (@]
644 NM_012291 ESPL1 extra spindle poles like 1 (S. cerevisiae) O -
645 AF008915 EVI5 ecotropic viral integration site 5 e}

63



WO 2006/036025 PCT/JP2005/018574

gg ;%:lz v=a~s Gene Symbol Gene Name W4—§)‘%23/ gﬁ% V;;;g in vive Vﬁ’go
646 NM_002685 EXOSC10 exosome component 10, —

polymyositis/scleroderma autoantigen 2

(100kD)
647 AF281132 EXOSGC3 exosome component 3, Rrp40 (@)
648 NM_004456 EZH2 enhancer of zeste homolog 2 (Drosophila) O (@]
649 NM_ 000137 FAH fumarylacetoacetate hydrolase @) O

(fumarylacetoacetase)
650 NM_016044 FAHD2A fumarylacetoacetate hydrolase domain (@]

containing 2A
651 AB046794 FAM29A family with sequence similarity 29, member A O
652 Al697488 FAM45A family with sequence similarity 45, member A O
653 AF142481 FBXL5 F—box and leucine-rich repeat protein 5 (@)
654 NM_ 024555 FBXL6 F-box and leucine-rich repeat protein 6 @]
655 BF196856 FBXO16 F-box protein 16 —
656 AW294765 FBX022 F-box protein 22 —
657 NM_ 024735 FBXO031 F-box protein 31 O
658 NM_ 004110 FDXR ferredoxin reductase O
659 U29538 FHL1 four and a half LIM domains 1 (@]
660 BF439289 FIBCD1 fibrinogen C domain containing 1 O
661 NM_004214 FIBP fibroblast growth factor (acidic) intracellular (@) o -

binding protein
662 NM_004117 FKBP5S FK506—binding protein 5 O
663 BC0O05400 FKSG14 leucine zipper protein FKSG14 —
664 AKO01717 FLJ10006 hypothetical protein FLJ10006 O
665 NM_018087 FLJ10407 hypothetical protein FLJ10407 O
666 NM 018172 FLJ10661 hypothetical protein FLJ10661 -
667 W74442 FLJ10719 polymerase (DNA directed), gamma O
668 NM_022908 FLJ12442 hypothetical protein FLJ12442 (@)
669 NM_ 022773 FLJ12681 hypothetical protein FLJ12681 O
670 NM_021927 FLJ13220 hypothetical protein FLJ13220 (@)
671 AK091575 FLJ13305 hypothetical protein FLJ13305 O
672 NM 022744 FLJ13868 hypothetical protein FLJ13868 O
673 D80480 FLJ14624 hypothetical protein FLJ14624 (@]
674 Al884627 FLJ14639 nuclear factor of activated T—cells, (@)

cytoplasmic, calcineurin—dependent 2

interacting protein
675 Al769794 FLJ14681 hypothetical protein FLJ14681 O
676 AK098125 FLJ20296 all-trans—13,14—dihydroretinol saturase O
677 NM.017777 FLJ20345 hypothetical protein FLJ20345 O
678 BCO10850 FLJ20397 hypothetical protein FLJ20397 —
679 BC002331 FLJ20487 hypothetical protein FLJ20487 O
680 NM_O17861 FLJ20522 GPl-mannosyltransferase subunit (@)
681 NM_017910 FLJ20628 hypothetical protein FLJ20628 O
682 AK025047 FLJ21394 hypothetical protein FLJ213%4 (@)
683 NM_024604 FLJ21908 hypothetical protein FLJ21908 -
684 NM_ 024854 FLJ22028 hypothetical protein FLJ22028 -
685 NM_ 024686 FLJ23033 hypothetical protein FLJ23033 @]
686 BM980844 FLJ23825 hypothetical protein FLJ23825 —
687 AL133053 FLJ23861 hypothetical protein FLJ23861 —
688 AA252512 FLJ23861 ribulose—5—phosphate—3—epimerase O
689 AA054642 FLJ31842 hypothetical protein FLJ31842 O
690 AV758242 FLJ33167 hypothetical protein FLJ33167 O
691 Al078279 FLJ35093 FLJ35093 protein O
692 BE222618 FLJ35827 metastasis—associated 1-like 1 QO
693 AA827649 FLJ36445 hypothetical protein FLJ36445 (@]
694 NM_004475 FLOT2 flotillin 2 O
695 U88966 FRAP1 FK506 binding protein 12-rapamycin -

associated protein 1
696 NM 012280 FTSJ1 FtsJ homolog 1 (E. coli) — (@) -
697 NM_O17647 FTSJ3 FtsJ homolog 3 (E. coli) (@)
698 NM_ 000402 G6PD glucose—6—phosphate dehydrogenase -
699 NM_00O0152 GAA glucosidase, alpha; acid (Pompe disease,

glvcogen storage disease type II)
700 AA554045 GALNTI2 UDP-N-acetyl-alpha—D~- O

galactosamine:polypeptide N-

acetylgalactosaminyltransferase 12 (GalNAc—

T12)
701 BF063271 GALNT3 UDP-N-acetyl-alpha-D— O

galactosamine:polypeptide N— . -
acetylgalactosaminyltransferase 3 (GalNAc—
T3)
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702 NM.017423 GALNTZ UDP-N-acetyl—alpha-D- O O O O
galactosamine:polypeptide N—
acetylgalactosaminyltransferase 7 (GalNAc—
T7)
703 NM_014291 GCAT glycine C—acetyltransferase (2—amino—3— O
ketobutyrate coenzyme A ligase)
704 BE326952 GGCX gamma—glutamyl carboxylase -
705 NM_004837 GGPS1 geranylgeranyl diphosphate synthase 1 O (@] -
706 NM_012201 GLG1 Golgi apparatus protein 1 O O (@) -
707 NM_002076 GNS glucosamine (N—acetyl)-6—sulfatase -
(Sanfilippo disease IIID)
708 NM_002080 GOT2 glutamic—oxaloacetic transaminase 2, O O O
mitochondrial (aspartate aminotransferase 2)
709 AA160529 GPATC2 G patch domain containing 2 O
710 AL157493 GPS2 G protein pathway suppressor 2 O O O O (@)
711 AK026752 GRHPR glyoxylate reductase/hydroxypyruvate - -
; reductase
712 NM_002092 GRSF1 G-rich RNA sequence binding factor 1 (@) O O -
713 AV701723 GSPTI G1 to S phase transition 1 —_
714 NM_000178 GSS glutathione synthetase O (@] O O @)
715 AL162742 GSTO2 glutathione S—transferase omega 2 O
716 NM_005316 GTF2ZH1 general transcription factor IIH, polypeptide O O
1, 62kDa
717 NM_002103 GYSi glycogen synthase 1 (muscle) () O
718 AL136923 Hi7 hypothetical protein H17 O
719 AI823792 H2AFV H2A histone family, member V O
720 NM_000183 HADHB hydroxyacyl-Coenzyme A dehydrogenase/3~ O
ketoacyl-Coenzyme A thiolase/enoyl~
Coenzyme A hydratase, beta subunit
721 NM_005327 HADHSC L—3—hydroxyacyl-Coenzyme A (@]
dehydrogenase, short chain
722 AF232772 HAS3 hyaluronan synthase 3 —_
723 BC001465 HBSIL HBS1-like (S. cerevisiae) -
724 NM. 022346 HCAP-G chromosome condensation protein G O
725 NM_017902 HIF1AN hypoxia—inducible factor 1, alpha subunit O
inhibitor
726 NM_ 003483 HMGA2 high mobility group AT—hook 2 -
727 AL539253 HNLF putative NFkB activating protein HNLF O
728 AW137669 HNRPU heterogeneous nuclear ribonucleoprotein U —_
(scaffold attachment factor A)
729 AA618420 HOOKI Hook homolog 1 (Drosophila) O
730 Al743731 HOZFP ovarian zinc finger protein @]
731 AA219354 HPS3 Hermansky—Pudlak syndrome 3 O
732 NM_007032 HRIHFB 2122 Tara-like protein @)
733 NM 012262 HS2ST1 heparan sulfate 2-0-sulfotransferase 1 O
734 NM 014473 HSA9761 putative dimethyladenosine transferase O O
735 BC002927 HSCARG HSCARG protein . @)
736 NM_017512 HSRTSBETA rTS beta protein O O @] -
737 U52144 IDH2 isocitrate dehydrogenase 2 (NADP+), O
mitochondrial
738 NM_000876 IGF2R insulin—like growth factor 2 receptor O O -
739 BC001903 IL10RB interleukin 10 receptor, beta (@] O
740 AF147209 ILF3 interleukin enhancer binding factor 3, 90kDa (@) @)
741 NM_004517 ILK integrin—linked kinase (@] (@]
742 AY024365 ILKAP integrin—linked kinase— —
associatedserine/threonine phosphatase 2C
743 NM_006547 IMP-3 IGF-II mRNA-binding protein 3 O 0] O -
744 NM. 014214 IMPA2 inositol(myo)—1(or 4)-monophosphatase 2 (@) O (@) -
745 AF039217 INVS inversin O
746 NM_018085 IPO9 importin 9 -
747 AW271106 IQGAP3 IQ motif containing GTPase activating O
protein 3
748 NM_ 018442 IQWD1 IQ motif and WD repeats 1 —
749 NM_001571 IRF3 interferon regulatory factor 3 O
750 AL137749 ISYNAI1 myo—inositol 1-phosphate synthase Al (@)
751 NM_002204 ITGA3 integrin, alpha 3 (antigen CD49C, alpha 3 0] O
subunit of VLA-3 receptor)
752 NM_000213 ITGB4 integrin, beta 4 o) O (o) —
753 D26351 ITPR3 inositol 1,4,5—triphosphate receptor, type 3 O O
754 BC000819 KAT3 kynurenine aminotransferase Il O
755 NM_016657 KDELR3 KDEL (Lys—Asp—Glu—Leu) endoplasmic (@)

reticulum protein retention recéptor 3
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756 AKO025679 KIAA0073
757 NM_014680 KIAA0100
758 NM_014673 KIAA0103
759 NM_014730 KIAAO0152
760 BC001404 KIAA0310
761 BF030508 KIAAQ0738
762 AAb22514 KIAAQ0746
763 AL136745 KIAA0853
764 AKO021557 KIAA0971
765 AW134976 KIAA0984
766 NM_014925 KIAA1002
767 AL137753 KIAA1033
768 AL137384 KIAA1109
769 AA156777 KIAA1219
770 AL136820 KIAA1411
771 AW664013 KIAA1833
772 NM_004520 KIF2
773 U63743 KIF2C
774 BC000712 KIFC1
775 NM_012311 KIN
776 NM_014315 KLHDC2
777 NM_018846 KLHL7
778 NM_002296 LBR
779 BC001214 LCMTI
780 NM_006893 LGTN
781 NM_022126 LHPP
782 NM_002311 LIG3
783 NM_004524 LLGL2
784 NM_005573 LMNBI1
785 BE328850 LOC116238
786 AA883486 LOC124512
787 BF055289 LOC129531
788 NM_138804 1.OC130951
789 BF057717 LOC147991
790 BF666325 LOC203411
791 AK094254 LOC203427
792 BE857362 LOGC219854
793 BE795104 LOG221955
794 AI739035 L0OGC283232
795 BE501733 L0OC283852
796 BF034206 LOC339745
797 AW243154 1.OC441422
798 N51514 LOC51136
799 AF151063 LOC51249
800 BE963444 1.0C57149
801 AUI151793 LOC90806
802 AV706096 L0OC92482
803 W87466 LOC92689
804 AU145356 LPAAT-e
805 W60686 LRBA
806 NM.018214 LRRCI1
807 D63807 LSS
808 NM 021070 LTBP3
809 NM_002372 MAN2A1
810 BF342661 MAP2
811 NM_004990 MARS
812 BC004998 MBGC2
813 NM_003791 MBTPS1
814 M55905 ME2
NM_014623 MEA

815

KIAAQOQ73 protein

KIAA0100 gene product

KIAAO0103 gene product

KIAAQ152 gene product

KIAA0310

KIAAQ738 gene product

KIAAQ746 protein

KIAA0853

KIAAQ0971 protein

KIAA0984 protein

KIAA1002 protein

KIAA1033 protein

KIAA1109

KIAA1219 protein

KIAA1411

KIAA1833

kinesin heavy chain member 2

kinesin family rember 2C

kinesin family rnember C1

KIN, antigenic determinant of recA protein
homolog (mouse)

kelch domain containing 2

kelch-like 7 (D rosophila)

lamin B receptor

leucine carboxy| methyltransferase 1
ligatin

phospholysine phosphohistidine inorganic
pyrophosphate phosphatase

ligase IIl, DNA, ATP-dependent

lethal giant larvae homolog 2 (Drosophila)
lamin B1

hypothetical protein BC014072
hypothetical protein LOC124512
hypothetical protein BC018453
hypothetical protein BC014602
hypothetical protein LOC147991
membrane—bouind transcription factor
protease, site 2

similar to solute carrier family 25 , member
16

hypothetical protein LOC219854
KCCR13L :
hypothetical protein L.OC283232
hypothetical protein LOC283852
leucine-rich re peat—containing 2

similar to 60S ribosomal protein L7a (Surfeit
locus protein 3) (PLA-X polypeptide)
PTDO16 protein

hypothetical protein LOGC51249
hypothetical protein A—211G6.1

similar to RIKEN ¢DNA 2610307121
hypothetical protein LOC92482
hypothetical protein BC001096

acid acyltransferase~epsilon

cell division cycle 4-like, LPS-responsive
vesicle trafficking, beach and anchor
containing

leucine rich repeat containing 1
lanosterol synthase (2,3—oxidosqualene—
lanosterol cyclase)

latent transforming growth factor beta
binding protein 3

mannosidase, alpha, class 2A, member 1
microtubule—associated protein 2
methionine—tRINA synthetase

likely ortholog of mouse membrane bound C2
domain containing protein
membrane—bound transcription factor
protease, site 1 .

malic enzyme 2, NAD(+)-dependent,
mitochondrial

male—enhanced antigen
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816 NM_024102 MEP50 MEP50 protein O
817 NM_030780 MFTC mitochondrial folate transporter/carrier O
818 AL528840 MGC13204 hypothetical protein MGC13204 (@]
819 NM_032916 MGC16279 hypothetical protein MGC16279 (@]
820 BE646208 MGC2408 hypothetical protein MGC2408 -
821 AI017631 MGC26710 hypothetical protein MGC26710 (@]
822 Al125996 MGC29784  hypothetical protein MGC29784 O
823 AA398590 MGC29898 hypothetical protein MGC29898 O
824 NM_144597 MGC29937 hypothetical protein MGC29937 Q
825 AK026666 MGC3207 hypothetical protein MGC3207 O
826 NM_024308 MGC4172 hypothetical protein MGC4172 O
827 NM_005932 MIPEP mitochondrial intermediate peptidase (@) O (@]
828 NM_024629 MLFI1IP MLF1 interacting protein O
829 NM_018099 MLSTD1 male sterility domain containing’ 1 ot
830 NM_022782 MPHOSPH9 M-phase phosphoprotein 9 @)
831 AW450911 MPP2 membrane protein, palmitoylated 2 (MAGUK O
p55 subfamily member 2)

832 NM_016065 MRPS16 mitochondrial ribosomal protein S16 -

833 AW272333 MRPS30 mitochondrial ribosomal protein S30 O

834 NM_005830 MRPS31 imogen 38, mitochondrial ribosomal protein @] (@] O —
S31

835 AF052167 MRS2L MRS2-like, magnesium homeostasis factor O
(8. cerevisiae)

836 AF142408 MSF MLL septin—like fusion (@)

837 U04045 MSH2 mutS homolog 2, colon cancer, nonpolyposis —
type 1 (E. coli)

838 NM_002451 MTAP methylthioadenosine phosphorylase O O O -

839 U20489 MTNDS NADH dehydrogenase 5 O

840 NM_006554 MTX2 metaxin 2 Q

841 NM_017458 MVP major vault protein (@)

842 BG251821 MYOiC myosin IC (@)

843 NM_018728 MYO5C myosin VC (@)

844 NM_004999 MYOG6 myosin VI O

845 BF339566 NAV1 neuron navigator 1 QO

846 BC001450 NGCBP1 nuclear cap binding protein subunit 1, 80kDa (@) O O

847 ABO046857 NCOAS nuclear receptor coactivator 5 -

848 NM_005004 NDUFBS8 NADH dehydrogenase (ubiquinone) 1 beta O O o]
subcomplex, 8, 19kDa

849 NM_005006 NDUFSI NADH dehydrogenase (ubiquinone) Fe—S (@] O O O O
protein 1, 75kDa (NADH-coenzyme Q
reductase)

850 AV700007 NEKIi NIMA (never in mitosis gene a)-related O
kinase 1

851 NM_020202 NIT2 nitrilase family, member 2 - O -

852 NM_003551 NME5 non—metastatic cells 5, protein expressed in O
(nucleoside—diphosphate kinase)

853 AI570834 NMT1 N-myristoyltransferase 1 . O (@]

854 D83243 NPAT nuclear protein, ataxia~telangiectasia locus -

855 AF247168 NPDO014 NPD014 O

856 AA191576 NPM1 nucleophosmin (nucleolar phosphoprotein O
B23, numatrin)

857 NM_003297 NR2Ci nuclear receptor subfamily 2, group C, (@)
member 1

858 NM_003580 NSMAF neutral sphingomyelinase (N-SMase) O O
activation associated factor

859 BC001041 NSUN2 NOL1/NOP2/Sun domain family 2 O

860 NM_012345 NUFIP1 nuclear fragile X mental retardatior: protein —
interacting protein 1

861 AL523184 NUP188 nucleoporin 188kDa (@] —_

862 AA502912 NUP210 nucleoporin 210 O

863 NM_002532 NUPS88 nucleoporin 88kDa O O

864 U41815 NUP98 nucleoporin 98kDa O

865 AV656810 NYD-SP28 NYD-SP28 protein -

866 NM_024928 OBFC1 oligonucleotide/oligosaccharide—birnding fold (@]
containing 1

867 NM_006190 ORGC2L origin recognition complex, subunit 2-like O (@)
(veast)

868 NM_017906 PAKI1IP1 PAK1 interacting protein 1 (@]

869 NM_ 024960 PANK2 pantothenate kinase 2 (Hallervorde n—Spatz (@]
syndrome)

870 BF797555 PAPOLA poly(A) polymerase alpha O

871 NM_002598 PDCD2 programmed cell death 2 O (@)
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872 BG484789 PDCD6IP programmed cell death 6 interacting protein Q
873 NM_002601 PDE6D phosphodiesterase 6D, cGMP—specific, rod, @)
delta
874 NM_005390 PDHA2 pyruvate dehydrogenase (lipoamide) alpha 2 (@)
875 NM_006117 PECI peroxisomal D3,D2—-enoyl-CoA isomerase O @] —
876 NM_000466 PEX1 peroxisome biogenesis factor 1 (@) (@)
877 NM_003630 PEX3 peroxisomal biogenesis factor 3 O
878 NM_012088 PGLS 6—-phosphogluconolactonase (@] O
879 AL136705 PGM2 phosphoglucomutase 2 O
880 NM_018288 PHF10 PHD finger protein 10 (@]
881 D38616 PHKA2 phosphorylase kinase, alpha 2 (liver) O
882 NM_000293 PHKB phosphorylase kinase, beta (@)
883 NM_002645 PIK3C2A phosphoinositide—-3—kinase, class 2, alpha O
polypeptide
884 NM_006218 PIK3CA phosphoinositide—3-kinase, catalytic, alpha O
polypeptide
885 NM_003662 PIR pirin (iron—binding nuclear protein) @) O O
886 NM_000297 PKD2 polycystic kidney disease 2 (autosomal (@)
dominant)
887 NM_013355 PKN3 protein kinase N3 O
888 AB033026 PLEKHHI1 pleckstrin homology domain containing, family O
H (with MyTH4 domain) member 1
889 Z25433 PLK4 polo-like kinase 4 (Drosophila) O -
890 NM_021105 PLSCRI phospholipid scramblase 1 O O
891 NM.016147 PME-1 protein phosphatase methylesterase—1 O
892 NM_016937 POLA polymerase (DNA—directed), alpha O O
893 NM_002692 POLE2 polymerase (DNA directed), epsilon 2 (@) —_
894 AL562282 PP591 FAD-synthetase O (@]
895 BC004162 PPARA peroxisome proliferative activated receptor, O
alpha
896 AF136972 PPMIB protein phosphatase 1B (formerly 2C), O
magnesium—dependent, beta isoform
897 NM_002716 PPP2RI1B protein phosphatase 2 (formerly 2A), (@)
. regulatory subunit A (PR 65), beta isoform
898 M29550 PPP3CB protein phosphatase 3 (formerly 2B), O (@)
catalytic subunit, beta isoform (calcineurin A
beta)
899 BE622723 PRKACB protein kinase, cAMP—dependent, catalytic, @)
beta
900 NM_002733 PRKAGI1 protein kinase, AMP-activated, gamma 1 O
non—catalytic subunit
901 NM_006254 PRKCD protein kinase C, delta O
902 AI768512 PRKWNK1  protein kinase, lysine deficient 1 —
903 AA133962 PROO0149 PRO0149 protein O
904 NM_004682 PSIP1 * PC4 and SFRS1 interacting protein 1 O —
905 BC002684 PSME3 proteasome (prosome, macropain) activator O
subunit 3 (PA28 gamma; Ki)
906 BG029917 PSMF1 proteasome (prosome, macropain) inhibitor —_ @) -
subunit 1 (PI31)
907 AI872384 PSPC1/LOC paraspeckle component 1/TPTE and PTEN (@)
374491 homologous inositol lipid phosphatase
pseudogene
908 BF1120192 PTER phosphotriesterase related —
909 AL561868 PYCR2 pyrroline—5—carboxylate reductase family, O
member 2
910 NM_002863 PYGL phosphorylase, glycogen; liver (Hers disease, (@)
glycogen storage disease type VI)
911 NM_005051 QARS glutaminyl-tRNA synthetase (@] —
912 NM_198686 RABI15 RAB15, member RAS onocogene family O
913 NM_014353 RAB26 RAB26, member RAS oncogene family -_
914 BG107203 RABGAPIL RAB GTPase activating protein 1-like . O
915 NM_006860 RABL4 RAB, member of RAS oncogene family~like 4 o]
916 AF125949 RAD52 RAD52 homolog (S. cerevisiae) —
917 N38985 RAP140 retinoblastoma—associated protein 140 -
918 AI761595 RBBP9 retinoblastoma binding protein 9 O
919 BF447705 RBM12 RNA binding motif protein 12 Q
920 NM_005778 RBMS5 RNA binding motif protein 5 O —
921 AI928344 RBMX RNA binding motif protein, X-linked O
922 NM_014329 RCD-8 autoantigen ° : O
923 AI962943 _ RECQL RecQ protein-like (DNA helicase Q1-like) (@]
924 REPS1 RALBP1 associated Eps domain containing 1 @)

AF251052
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925 BF475369 RFT1 putative endoplasmic reticulum muitispan O

transmembrane protein
926 NM_003721 RFXANK regulatory factor X—associated ankyrin— O
containing protein
927 AF074979 RGS20 regulator of G-protein signalling 20 O
928 AI263909 RHOB ras homolog gene family, member B —_
929 NM_014899 RHOBTB3  Rho-related BTB domain containing 3 —
930 BCO001338 RHOD ras homolog gene family, member D O
931 NM_006397 RNASEH2A ribonuclease H2, large subunit @] O O
932 NM_014746 RNF144 ring finger protein 144 O -
933 BE466173 RNPC2 RNA-binding region (RNP1, RRM) containing O
2
934 BE9%64473 RPE ribulose—5—phosphate—3—epimerase O
935 BG498334 RPS6KA3 ribosomal protein S6 kinase, 90kDa, @)
polypeptide 3
936 NM_003729 RTCD1 RNA terminal phosphate cyclase domain 1 O O (@]
937 BC004558 RTKN rhotekin —
038 D87446 RWi1 RW1 protein O O
939 AB020724 SCFDt sec1 family domain containing 1 O
940 AI738666 SDAD1 SDA1 domain containing 1 —
941 NM_004168 SDHA succinate dehydrogenase complex, subunit O (@)
A, flavoprotein (Fp)
942 AC004832 SEC14L4 SEC14-like 4 (S. cerevisiae) O
943 BCO001189 SECISBP2 SECIS binding protein 2 (@)
944 NM_025265 SEN2L likely homolog of yeast SEN2 O
945 AA128978 SERACHt serine active site containing 1 O
946 AF073518 SERF1A small EDRK-rich factor 1, short isoform O
947 AI554300 SERPINB1  serine (or cysteine) proteinase inhibitor, O O
clade B (ovalbumin), member 1
948 NM_006276 SFRS7 splicing factor, arginine/serine—rich 7, 35kDa (@)
949 AL530504 SFXN2 sideroflexin 2 O
950 NM_014633 SH2BP1 SH2 domain binding protein 1 O (@)
(tetratricopeptide repeat containing)
951 NM_021805 SIGIRR single Ig IL-1R-related molecule O
952 NM_005983 SKP2 S—phase kinase—associated protein 2 (p45) -
953 AK025062 SLC12A2 solute carrier family 12 (@)
(sodium/potassium/chloride transporters),
member 2
954 AW235061 SLC1AI1 solute carrier family 1 (neuronal/epithelial O
high affinity glutamate transporter, system
Xag), member 1
955 NM_012140 SLC25A10  solute carrier family 25 (mitochondrial O
carrier; dicarboxylate transporter), member
: 10
956 NM_006345 SI.C30A9 solute carrier family 30 (zinc transporter), O
member 9
957 AlL355815 SLC35B3 solute carrier family 35, member B3 QO
958 NM_001467 SLC37A4 soltite carrier family 37 (glycerol-6— (@)
phosphate transporter), member 4
959 NM_003615 SLC4A7 solute carrier family 4, sodium bicarbonate (@) O
cotransporter, member 7
960 NM_005629 SLC6A8 solute carrier family 6 (neurotransmitter - O (@)
transporter, creatine), member 8
961 NM_014720 SLK STE20-like kinase (yeast) -
962 NM_003069 SMARCAT1 SWI/SNF related, matrix associated, O O
actindependent regulator of chromatin,
subfamily a, member 1
963 AW069285 SMC6L1 SMC6 structural maintenance of O
) chromosomes 6-like 1 (veast)
964 .AA418403 SMILE SMILE protein O
965 AI809870 SMYD2 SET and MYND domain containing 2 O
966 BC003686 SNAP23 synaptosomal—associated protein, 23kDa O
967 N73970 SNED1 sushi, nidogen and EGF-like domains 1 —
968 AL578668 SNXi4 sorting nexin 14 O
969 AF225416 Spc25 kinetochoré protein Spc25 (@)
970 AB002330 SR140 U2-associated SR140 protein O
971 NM_001047 SRD5AI steroid~5—alpha—reductase, alpha polypeptide O
1 (3—oxo—5 alpha-steroid delta 4~
dehydrogenase dlpha 1) :
972 NM_006947 SRP72 signal recognition particle 72kDa (@) (@) QO (@]
973 SRR O

NM_021947

serine racemase
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974 NM_007315 STATI signal transducer and activator of O O (@) -

transcription 1, 91kDa
975 BE672676 STATIP1 signal transducer and activator of _
transcription 3 interacting protein 1
976 Al476536 STUBI STIP1 homology and U-Box containing O
977 AJ002077 STX3A syntaxin 3A O
978 AB002559 STXBP2 syntaxin binding protein 2 (@) O O
979 AL530743 SUHW4 suppressor of hairy wing homolog 4 O
(Drosophila)
980 BCO033074 SUPT6H suppressor of Ty 6 homolog (S. cerevisiae) O
981 NM_003172 SURF1 surfeit 1 O O O @]
982 AF078866 SURF4 surfeit 4 O
983 BC029360 SUV39H2 suppressor of variegation 3—~9 homolog 2 —_
(Drosophila)
984 AI341537 SYTL1 synaptotagmin-like 1 . O
985 NM_005641 TAF6 TAF6 RNA polymerase II, TATA box binding O O
protein (TBP)—associated factor, 80kDa
986 AF029750 TAPBP TAP binding protein (tapasin) —
987 AL157485 TBCI1D16 TBC1 domain family, member 16 O
988 BC006364 TBCD tubulin—specific chaperone d -
989 NM_006602 TCFL5 transcription factor-like 5 (basic helix—-loop— O O O O
helix)
990 NM_006519 TCTELI1 t—complex—associated-testis—expressed 1- O -
like 1
991 NM_018319 TDP1 tyrosyl-DNA phosphodiesterase 1 O
992 AA905942 TEAD2 TEA domain family member 2, CD37 antigen -
993 NM_017746 TEX10 testis expressed sequence 10 -
994 NM_014174 THY28 thymocyte protein thy28 O
995 NM_018448 TIP120A TBP-interacting protein, TIP120 protein (@)
996 NM_ 014428 TJP3 tight junction protein 3 (zona occludens 3) O
997 U61500 TMEM1 transmembrane protein 1 O
998 AL080250 TMEMB30A  transmembrane protein 30A O
999 NM_014255 TMEMA4 transmembrane protein 4 - QO -
1000 AW272611 TMPO thymopoietin O
1001 NM_015959 TMX2 thioredoxin—related transmembrane protein 2 O
1002 BF431017 TNIK TRAF2 and NCK interacting kinase O
1003 AJO11712  TNNTH troponin T1, skeletal, slow O
1004 NM_006809 TOMM34 translocase of outer mitochondrial membrane O O —_
34
1005 NM_001067 TOP2A topoisomerase (DNA) Il alpha 170kDa O O O O
1006 NM_005802 TOPORS topoisomerase I binding, arginine/serine-rich —
1007 NM_018475 TPARL TPA regulated locus O
1008 NM_000366 TPMI tropomyosin 1 (alpha) O O O —
1009 AI806564 TRAF7 TNF receptor—associated factor 7 , _
1010 NM_016146 TRAPPC4 trafficking protein particle complex 4 O
1011 NM_018700 TRIM36 tripartite motif—containing 36, zinc—binding @)
protein Rbcc728
1012 AF220028 TRIMS tripartite motif~containing 5 (@)
1013 AA973551 TRIP12 thyroid hormone receptor interactor 12 O
1014 NM_016213 TRIP4 thyroid hormone receptor interactor 4, -
activating signal cointegrator 1
1015 AGC005600 TSC2 tuberous sclerosis 2 —
1016 NM_003331 TYK2 tyrosine kinase 2 —
1017 NM_001071 TYMS thymidylate synthetase O O @) O
1018 D50479 TYRO3 TYRO3 protein tyrosine kinase O O
1019 AF322916 UACA uveal autoantigen with coiled-coil domains O
and ankyrin repeats
1020 NM_ 014847 UBAP2L ubiquitin associated protein 2-like (@)
1021 NM_024818 UBEIDCIi ubiquitin—activating enzyme E1-domain O
containing 1 .
1022 AW779859 UBE2Q ubiquitin—conjugating enzyme E2Q (putative) -
1023 AB028839 UBE4B ubiquitination factor E4B (UFD2 homolog, O
. yeast)
1024 NM_006002 UCHL3 ubiquitin carboxyl-terminal esterase L3 O O O -
(ubiquitin thiolesterase)
1025 NM_003365 UQCRC1 ubiquinol~cytochrome ¢ reductase core (@) (@) O
protein I
1026 BF109140 USP13 ubiquitin specific protease 13 (isopeptidase O
T-3) ’ :
1027 AW473649 USP19 ubiquitin specific protease 19 O
1028 AF170562 USP25 ubiquitin specific protease 25 -
1029 USP48 ubiquitin specific protease 48 —_

NM_018391
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By 7oyl W002/ JP2004- vitro ., .  vivo
B2 == Gene Symbol Gene Name 42493 286259 2fE in vivo o
1030 AA741061 USP6NL USP6 N-terminal like O
1031 NM_005154 USP8 ubiquitin specific protease 8 O
1032 NM_006295 VARS2 valyl-tRNA synthetase 2 - (@) -
1033 BE222664 VARS2L valyl-tRNA synthetase 2-like O
1034 NM_017684 VPS13C vacuolar protein sorting 13C (yeast) O
1035 AA812224 VPS39 vacuolar protein sorting 39 (veast) (@]
1036 AF165513 VPS45A vacuolar protein sorting 45A (yeast) O
1037 NM_013245 VPS4A vacuolar protein sorting 4A (yeast) - @] -
1038 AL359939 VPS54 vacuolar protein sorting 54 (veast) —
1039 NM_006296 VRK2 vaccinia related kinase 2 O —
1040 BF062886 VRK3 vaccinia related kinase 3 O
1041 NM_007086 WDHD1 WD repeat and HMG-box DNA binding -
protein 1
1042 NM_018256 WDR12 WD repeat domain 12 O
1043 AF255649 WHSCI1L1 Wolf-Hirschhorn syndrome candidate 1-like 1 (@)
1044 NM_016087 WNT16 wingless—type MMTYV integration site family, O
member 16, WNT16 protein
1045 AA621580 WRNIP1 Werner helicase interacting protein 1 O
1046 N24643 WSB1 WD repeat and SOCS box—containing 1 (@)
1047 AF298880 XPO5 exportin 5 O
1048 AF089744 XPRi1 xenotropic and polytropic retrovirus receptor O
1049 N21127 ZADH2 zinc binding alcohol dehydrogenase, domain —
containing 2
1050 BC004535 ZDHHC16 zine finger, DHHC domain containing 16 O
1051 AI814257  ZDHHC2 zinc finger, DHHC domain containing 2 O
1052 NM_ 014733 ZFYVE16 zinc finger, FYVE domain containing 16 O
1053 NM_005095 ZNF262 zinc finger protein 262 Q

1054 NM 014803 ZNF518 zinc finger protein 518

1055 AB019219 C20orfl4 chromosome 20 open reading frame 14 O -

1056 BC000196 GCCNGI cyclin G1 O -

1057 NM_001280 CIRBP cold inducible RNA binding protein O -

1058 NM_018973 DPM3 dolichyl-phosphate mannosyltransferase O O

’ . polypeptide 3

1059 NM_018559 KIAA1704 KIAA1704 @) O

1060 NM_022129 MAWBP MAWD binding protein @] O

1061 NM_006599 NFAT5S nuclear factor of activated T—cells 5, @) -
tonicity—responsive

1062 AL558030 POLR2K polymerase (RNA) II (DNA directed) O -
polypeptide K, 7.0kDa

1063 NM_014374 REPIN1 replication initiator 1 (@) -

1064 NM_005059 RLN2 relaxin 2 (H2) O -

1065 NM_002970 SAT spermidine/spermine N1—acetyltransferase (@] -

1066 AK001135 SEC23IP SEC23 interacting protein O —

1067 AF107405 SFRS3 splicing factor, arginine/serine-rich 3 O —_

1068 BF224259 SMNDC1 survival motor neuron domain containing 1 O —

1069 J04564 SNRPB small nuclear ribonucleoprotein polypeptides (@) -
B and B1

1070 AlI688580  SURB7 SRB7 suppressor of RNA polymerase B O O —
homolog (yeast)

1071 NM_005642 TAF7 TAF7 RNA polymerase I, TATA box binding O -—
protein (TBP)-associated factor, 55kDa

1072 NM_017646 TRIT1 tRNA isopentenyltransferase 1 O -

1073 NM_ 016258 YTHDF2 YTH domain family 2 (@] —

1074 NM_000019 ACAT1 acetyl~-Coenzyme A acetyltransferase 1 O -
(acetoacetyl Coenzyme A thiolase)

1075 AI082078 AGCTNI1 Actinin, alpha 1 O -

1076 NM_000026 ADSL adenylosuccinate lyase O -

1077 AB011446 AURKB aurora kinase B (@) —

1078 NM_003670 BHLHB2 basic helix—loop—helix domain containing, @) —_
class B, 2

1079 BE788439 C20orf18 chromosome 20 open reading frame 18 . O O O

1080 NM_005768 C3F putative protein similar to nessy (Drosophila) QO O (@)

1081 NM_000075 CDK4 cyclin—dependent kinase 4 (@) -

1082 NM_001379 DNMTI DNA (cytosine-5-)-methyltransferase 1 O -

1083 U36764 EIF3S2 eukaryotic translation initiation factor 3, (@) -
subunit 2 beta, 36kDa

1084 NM_001975 ENO2 enolase 2 (gamma, neuronal) (@] O -

1085 BC003573 FDFT1 farnesyl—diphosphate farnesyltransferase 1 O —

1086 NM_002004 FDPS farnesyl diphosphate synthase (farnesyl (@) —

pyrophosphate synthetase,
dimethylallyltranstransferase,
geranvltranstransferase)
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1087 NM_ 013451 FERIL3 fer—1-like 3, myoferlin (C. elegans) (@] -
1088 NM_002014 FKBP4 FK506 binding protein 4, 5%kDa O -
1089 AI830227 FLII flightless I homolog (Drosophila) QO
1090 AWO051856 FLNA filamin A, alpha (actin binding protein 280) O —
1091 M62994 FLNB filamin B, beta (actin binding protein 278) @) O -
1092 NM_000158 GBEI1 glucan (1,4-alpha~), branching enzyme 1 O -

(glycogen branching enzyme, Andersen
disease, glvcogen storage disease type IV)
1093 AL353759 H2AFL H2A histone family, member L O (@)
1094 NM_004499 HNRPAB heterogeneous nuclear ribonucleoprotein O -
A/B
1095 D55674 HNRPD heterogeneous nuclear ribonucleoprotein D O -
(AU-rich element RNA binding protein 1,
37kDa)
1096 NM_006389 HYOU1 hypoxia up—regulated 1 @] (@) -
1097 NM_013417 IARS isoleucine—tRNA synthetase O -
1098 BC005247 IDH isopentenyl-diphosphate delta isomerase o) -
1099 AL548363 ITGBIBPi integrin beta 1 binding protein 1 (@) -
1100 NM_016121 KCTD3 potassium channel tetramerisation domain O -
containing 3
1101 NM_005733 KIF20A kinesin family member 20A O —_
1102 NM_015907 LAP3 leucine aminopeptidase 3 O -
1103 NM_000527 LDLR low density lipoprotein receptor (familial (@] -
hypercholesterolemia)
1104 NM_014342 MTCH2 mitochondrial carrier homolog 2 (C. elegans) @] —
1105 NM_002541 OGDH oxoglutarate (alpha~ketoglutarate) Q -
dehydrogenase (lipoamide)
1106 NM_000436 OXCT1 3—oxoacid CoA transferase 1 O O
1107 NM_000917 P4HA1 procollagen—proline, 2—oxoglutarate 4— O O O
dioxygenase (proline 4—~hydroxylase), alpha
polypeptide |
1108 NM_004563 PCK2 phosphoenolpyruvate carboxykinase 2 O (@) —
. (mitochondrial)
1109 NM_000445 PLECT plectin 1, intermediate filament binding O —
protein 500kDa
1110 NM_002808 PSMD2 proteasome (prosome, macropain) 26S (@) —
subunit, non-ATPase, 2
1111 BC000576 QDPR quinoid dihydropteridine reductase (@) -
1112 NM_002896 RBM4 RNA binding motif protein 4 (@) (@)
1113 BC001866 RFC5 replication factor C (activator 1) 5, 36.5kDa O o] -
1114 NM_020216 RNPEP arginyl aminopeptidase (aminopeptidase B) O -
1115 BC001886 RRM2 ribonucleotide reductase M2 polypeptide @] -
1116 NM_006666 RUVBL2 RuvB-like 2 (E. coli) O -
1117 AV704962 SC4MOL sterol-C4~methyl oxidase-like O -
1118 AB032261 SCD stearoyl~-CoA desaturase (delta~9~ (@) —
desaturase)
1119 BC004948 SERPINB6  serine (or cysteine) proteinase inhibitor, O —_
clade B (ovalbumin), member 6
1120 NM_005412 SHMT2 serine hydroxymethyltransferase 2 O —
(mitochondrial)
1121 AL513917 SLC16A3 solute carrier family 16 (monocarboxylic acid O -
: . transporters), member 3
1122 NM_006931 SLC2A3 solute carrier family 2 (facilitated glucose O O
transporter), member 3
1123 AB040875 SLC7AT solute carrier family 7, (cationic amino acid O -
transporter, y+ system) member 11
1124 AL136877 SMCA4L1 SMC4 structural maintenance of O -
chromosomes 4-like 1 (yeast)
1125 AF098865 SQLE squalene epoxidase O —
1126 NM_005653 TFCP2 transcription factor CP2 O O -
1127 NM_003334 UBEI ubiquitin—activating enzyme E1 (A1S9T and. O O
BN75 temperature sensitivity
complementing)
1128 M14016 UROD uroporphyrinogen decarboxylase (@] -
1129 AF022375 VEGF vascular endothelial growth factor O O
1130 W05463 CDV-1 carnitine deficiency—associated gene O O
expressed in ventricle 1
1131 NM_002731 PRKACB protein kinase, cAMP—dependent, catalytic, O O
beta ' :
1132 NM_003425 ZNF45 zine finger protein 45 (a Kruppel-associated ] O
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ggj ;%ﬂj/a} Gene Symbol Gene Name W4—-?4(_)923/ % v_;c{r?g_ in vivo \;{L;
1133 AI890947 RNPC2 RNA-binding region (RNP1, RRM) containing - O @)

2, splicing factor (CC1.3)
1134 AB020717 SYNJ synaptojanin 1 O O
1135 NM_006090 CEPTI choline/ethanolaminephosphotransferase (@) @)
1136 NM_000155 GALT galactose—1-phosphate uridylyltransferase O (@)
1137 U94592 ucP2 uncoupling protein 2 (mitochondrial, proton O (@)

carrier)
1138 D21089 XPC xeroderma pigmentosum, complementation O )

group C
1139 NM_014241 PTPLA protein tyrosine phosphatase—like (proline O O

instead of catalytic arginine), member a

87 48 1064 139 139
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K1HF 1O i3, TOBEETN T0] OoREINEFIORBLICHESE TSI L%
R, Bl 2 1E, BFIE S 9 1 0 TW002/42493] OFID [0 iXE AR 02/42493
BRUT7 Ly PEREBENRTWAZLEZEKRL., BEIIEZI 0D lvitro2fF] @
Flo TOJ 1Fin vitro T2 EU EORBRBOE(D H o Z & &AL, Tin vivo)
DF|D TO) iXinvivo TEB Do LEEBHKL. lvivo2f5] ©FlD 0]
it invivo C2MEUELEOEMBH o Z L ZEWKT D, £, HIAITESIES 3
6 8 ® Tvitro2f%] ®F|D [—] i in vitro T2 fFULDOEHABDOEII 2o
o laFEL, Tvivo2f) OFID T—] 1, in vivo T 245 EDZ{LA 7255
e LEERT S, |

WERINZBWT, nita, g. c XXt TH5B,

AFEFOREFECBWT, BRELZAET HHEEET . LROERIIEFS
1~EFIEE11L3IDONTNNTREINSEERSZ2EFTO2BEFNOEE
BRTAZLLTES, #l2E, TR0 () ~ xx) OBEZAVWTCHEREET
FBBRTHZLHTE D,

() EHH 1BV TREEN 2.0 FLlEEL Libo, BLU/ E e
B2 BN CEHAEN 1.8 HBUEELZbD

Gi) M9 BT, REER 18 U EELLEbO

(iii) SFEREHI 1. EHEF 2 B IO/ ERIEERE] 9 ITBWT, BEREN 2.0 fF
UEBELELD,

(iv) ERB 1B IO/ ERITERF 2 ITBNT, BREN 2.0 FULEEML
=H D

(v) EHEF 9ITBNT, BEREN 2.0 FULEELLELD

(vi) W002/42493 IZFERME TRV H D

(vii) M LICBWTRBAED 20 FFU LB LD, BIT/ EEE
Hi 2 1C B TREEA 1.8 5 LB L b DT, 7o, WO02/42493 1258k
EhTwnwiango

(viii) EMEF 9ITBWVWT, HEEN 1.8 FU LB LD T, 2D,
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WO002/42493 IZFEFH S LTV RWVH D

(ix) FEME 1. EWH 2B LT/ £ ERE 9T\ T, BEEN 2.0 5
PIEZ LS DT, o, W002/42493 IZFEE S THWRVH D

(x) EMEH 1 BLIO ETEBF 2 i2BWT, BEREN 2.0 FULEELE
H DT, D, W002/42493 ICFEIMS LTV H D ,

(xi) EHEF 9 BV T RBHED 2.0 F U LR/ Licd DT >0, W002/42493
WREIhTWwiand o

(xii) FEWEF 1ICBNWT, BREN 2.0 FUEEEKLELD T, 2o,
W002/42498 IZFEH S LTV RN B D

(xiii) EHEH 1 I2BWT, BREN 2.0 fFFUL LB L., FElF 2 28N T, F
BHEN 2.0 FUEE{LEDDT, 232, W002/42493 TR S L THRVBH D

(xiv) SEHEF 112V T, REEDN 2.0 fF LML, Ef] 92BN T,
BER 2.0 B EBLLE DT, o, WO02/42493 IKEH S L TVARNS D

(xv) FEHEF 7, FEHEF 8B LUERE 1 0BT, BREFPE(TDHZ L
PEBERINELD

Gevi) MG 7. SEHEPIS . A 0 35 X RS 1 010H\ T, RBENE
6352 L BERR SN LD |

(xvil) FEHEF 1 ITBWTRHAEN 2.0 FULEELE D, BIT ki
EHF 2 ITBWTRREDN 1.8 fFULEEML, 2o, Efl 9T\, REHE
B 1I8EUEE LD

(xviii) FEHEH 1B XV EXERM 2 128\ T, HBREDR 2.0 FFULEEL
L. 2o, EHEF 9z W\WT, BEEN 20U LA L D

(xix) EHEH LTIV THREAER 2.0 U EEL LSO, BEIV/ ERITE
Bl 2 12BN T, BEEN 1.8 HUEEM L, EHF 9BV T, RHEED 1.8
U EZE LI b DT, 0, W002/42493 IR SN TWRVH D

(xx) EMH 1 B/ E2ER 2 128V T, BEREN 2.0 fFL EEMRL,
EHF 9 TRV T, BEEDN 2.0 fFUEE{ LD DT, o, W002/42493 12
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ERIhTwinyo

ZIT. BEEBOEMIE. RO 1.8 L EFERIX 2.0 FUEICRESHLT. Fl
ZiX 12/ k. 1500, 2.5 2L E, 8.0fFEL L, 8.5 LI, 4.0 FHLEIC
HWEREIT B LERTE S,
"RNA £ i3 F V7 BOEER., BEICLY . BEME»D RNA 235 v
NRIBEERHEIH L, iHZTO RNA £33 7 v 7 B2 BETH I LICE > TIT
ST EMTE D, LT, (1) RNAERIZZF U7 HEOHE., (2) RNADEE,

C(3) FRNVEOEEDIRIE, Th b OB EZFMICHAT D,

(1) RNA £7i13% v 7 BOHH
(a) BEF I VEY HEINEEME? DO RNA £7213F "7 BEofH

BEE X VAL T VETHE ShBEG» b, UTIRE~3HET RNA
ERBFFNRIEERNT S TORRE LR Hah BRI, 5 RNA
Flids Ny BERMMT A Z LB TE B,

RNA o HiHiZ, —f&H7%2 RNA fiHIE - T2 IE X v, #lxiE, TRIZOL
RE v hed ) E2H0T, BRAOBIEEHE> TITRIR XV,
BAERIIEIUT O LY Thb, MR 50~100 mg % LT 1 ml ® TRIZOL
REEZMZ, T7vr (BEEE) mREVFAF—2AVWTH—TE, Zhz
mOHL (1L2,000xg. 1047/, 4C), o LEEZ=ER T oMKER. R
L7 TRIZOL 3 1 mlicxt LT 0.2 ml DEIATZ uu kA ZRMNT 5, 20
BWiR%E 15 PR LIEE, BB LERET2~3 oHBRERELETTS (12,000 -
g. 150, 4°C), BLEAKBEF LWF2—7ICB L, A L7 TRIZOL R
1mliZxt LT O0.5ml DEIEGTA Y FuarTia— ez, 2R T 10 5K
BEBLEITY (12,000xg. 10 7M. 4C), BohbEBE 75%T ¥ / —/ViZ
THE L7 A L, £ RNA L UTLBEOREICHET S,

BB D o s BEofHIE, #l2E, Bollag, D. M., Rozycki M. D,
Edelstein S. J., Protein Methods, 1996, Wiley-Liss, Inc., New York, U.S.A.
Walker, J. M., The protein handbook, 1996, Humana Press, New Jersey, U.S.A.
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ZLIRBOFEZHE S TITRIE LW, Fe, BEE D 0F 7 BT,
EHBEHRTA L THRAETI LN TE S, WHRTHFHEIR. fIXIX. U
VABF Ty ™M REDVFA P~ KU by V=Y T T UF— R
v X =BT TR RED T AW B R MR (5] 21X, PIERCE
40 M-PER: cat no. 78501, T-PER: cat no. 78510 72 &) & i\ 5 H ik X (N
RREEERZTA LN TE, HFE L ITHRBEMEERAVL FiEzH T2 L
BT&ED, Wi LoEERT. BELOBRECIY, TREMEZRETS I L
NTED, DL LT BRI ODF U RVBEOMBEITY> ZEBTE S,

(b) BEL-EEMIAD D RNA 721 & 7 B0

BEELVAS AT ETHELONZEAR» L. BB EEMRE S8
52 ERTES, HlZiX. Hamburger 5 (Hamburger A., Salmon S. E., Kim M.
B., Trent J. M., Soehnlen B. J., Alberts D. S., and Schmidt H. t., Cancer Res.,
38, 3438-3443, 1978) I=H\ BN EBENITHEI L, TOBRT L
ARy Ua. ERE S BICETFA B YA v Yo N CHE O YRR % SR
T35, 2HOLTCHALNZMBEEZEY M (Fl21E. 10~15% FCS &
RPMI-1640. MEM. McCoy ¥#1%8) IZ8E T 5, oI BEEMEEZ AV Ry
73 FEHLAMOEE T ICHES 2 MM, FE L ix 3R, 6B/, 12 B %

 7eiX 24 BRI, LV FE U< I 12 BRI 5% CO2 4T 37TCITTH#E L, HUTFIC

HBHET, RNA E72i3 4 vy BE T 5, 28, BAT 3/ 47 V%
TE LN EBE T b ERER R (Hamburger A., and Salmon S. E., Science,
197, 461-463, 1977, Hamburger A., and Salmon S. E., J. Clin. Invest., 60,
846-854, 1977. Von Hoff D. D., and Johnson, G. E., Proc. Am. Assoc. Cancer
Res., 20, 51,1979) ¥ FAWT, EFMROAZZHENCHBML THNDZ L bH
BTHD,

ZOEIRLTELILEEMIE, SO RNA ofiix, R (a) BREX
VEY S EEMIE D O RNA 7213 X7 BEOHH 1ITEIT 5 RNA ©
H & Rk, — R RNA B> TIT AT KW, #121E, TRIZOL A3
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(Arebev=e ) ZAVWEES, BMEOBREBRECHE > TITAR IV, &
RENC I EE AL 5~10X 106 IZ% LT 1 ml ® TRIZOL BRIEZE M. L TR
55D RNA O & FIEDOBIEEITO 2L BN TE B,

BB DX R BEOHMEIZONWTY, £ M(a) BEREIVRYHE
NIEEEMENS O RNA £ 7 R_7 B0l KB T3% X7 B0
RO FEICREZIT IV,

(2) RNAOEE

RNA OEEIX, /—Fr 7oy s fEfr, DNA A2 a7 LA, RT-PCR. &
B PCREDFHECTIVITHIZ LN TES, HELLIEDNA~YA 7T LA,
EEM PCR ThHEZ LHAEELY, BEEOMTHROEMLTFIT. BIIEFES :
1~EFES: 113900 Thh TRINIEERFIZEETIEETFIHOR
REND 1L ELREHROBETTHD, BLTIC RNA OEEFET OV THAT
BB, ARERIZZNITEYBRBE IR,

DNA ~Af 7 a7 VA IZkdEEIZ, FIXIE, ROLISITS5 LB TE D,
B, ERROFEICIVE LN RNA 28 & L T SuperScript Choice
System (A E Y248 B X OTT-dDeu 774 <—%FAWVWT 2 EKEHD
cDNA ZE R L W TEZD cDNA 8l & LT3 F b Lz cRNA Z &Y
B, |

BB, 978007k RNA XY T7-d(Des 75 A = —ZHWT 1 AREHD
DNA &4 L. &\ T dNTP, DNA ligase. DNA polymerase I. RNase H %
WML TRIE#. FIT T4 DNA polymerase I Z ¥ L T 2 A8 cDNA Z &Y
5, B o7 cDNA Z¥58% . RNA Transcript Labeling Kit (Enzo Diagnostics)
EAV, B4 F AL UTP %2 5N CTP M A TT SNMABRIEZIT 5. RIGAERK
Wy ¥, 200 mM b U AEE pHS.1. 150 mM Eifi~ 7 X ¥ A 50 mM FE
By U v AHT94°CIT T 835 oMMEBA L T, WAk L cRNA 255,

Wr ik L7z ¢cRNA %, ] 2 1E 100 naM MES. 1 M sodium salt, 20 mM EDTA,
0.01% Tween 20 1, 45°CIZ T 16 FF . GeneChip (Affymetrix) & 2VWiZFE%E
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DEBZINAT Y EARXEESD, "A TV HFA4 X4, GeneChip i Affymetrix
fluidics station IZHMFT D70 b I —VIZREVEEE . BT D, RAIIIX LT
FTEY T 4azl R CVEEFFUMRA R LT N T EY P XA E A
W5, et D GeneChip 2 HP 70 A F o L— P —IE S EEHMEE (Hewlett
Packard) Z AV TAF ¥ L, ERREZHET 5, ZOBRLEEOHE, H
E 1L 488 nm DOFHEENE AV 570 nm OE N EZBEET B,

EEMT — 2N %, % L < 1X GeneChip software (Affymetrix) %W T
79 RNADEEEZTO2DIT, ZENENLD T 1 —T 7 7 I U —#&IT [difference

(perfect match hybridization signal - mismatch signal) | ®¥ (average
difference) %k, ZDEN 50U LETHDZ & DBFE LV,

7. EEW PCR OFEL. FHIZRESNARVD, #121E. SYBR Green &
ABI Prism 7700 Sequence Detection System ( Perkin-Elmer Applied
Biosystems) ZHAW, RO X HTITH I ERNTX 5,

MR RS R SH £ O POR KIS0 2 BETIT 5. RAOBETH 5 HEE
Kistx, B bh/z RNA IZ ANTP. oligo d(T)1s 7 7 A <~—. RNase Inhibitor.
Multiscribe Reverse Transcriptase (Perkin-Elmer Applied Biosystems) %/l
A, 26°CICTC 10 yRREE, 48°CICT 30 DT 5 LT L VT 5, Kik%
95C s HMBETAZ LTIV IELSES,

B b7 cDNA #55 2 Bef D PCR K icfitd 3, PCR Kxix. H%xif. 4ng
cDNA. 1xSYBR PCR buffer. 3 mM MgCle, % 200 M dATP, dCTP, dGTP.
400 o M dUTP. 200 nM primer pair. 0.01U/rxl AmpErase UNG. 0.025U/u1
AmpliTaq Gold DNA Polymerase (Perkin-Elmex Applied Biosystems) @ &)
FCAT Y, REAEE. 50°C 2 48, 95°C 10 4B ORISH. 95°C 20 B - 55C
20 B - 72°C B0 BHDY A IV E O YA IV TIT D, I ~v—LTu—7
iZ. #1 21T, Primer Expression (Perkin-Elmer Applied Biosystems) % i T
WHT 52 LATE D, BEREOKET, EEMEESREOESECEHOD
BN AF—E U TRBIEF. £ LT GAPDH. B-actin. 18S ribosomal
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RNA 72 8D mRNA V_AVIC X VFIELTITHY 2R TE D,

ARFICHNC, BIIBS : 1 ~EFIES: 400, EHES: 1055~
FIBE: 107 3BLUEFIES: 1130~EHEE:113500FThMT
RINIEERFZEETIBETFNLOLRIENOBEREND 1 b LIITEED
BLEFOREE (RNAE) NEML, 2NN/ E3EIES 40 1 ~BlF]
£E:1054, BEFIEE: 1074~RFES: 11 298XVEINES: 1
136~EFES:11390NTHNTRINIEERINEZEFT2EETD
DRABBNPOBIRENS 1H L FEHOBEFOREE RNAE) B’ Ed Lic
BA. BEMERFEANK YT I FEHELEWITS L TR=ZETH D LHE
THZLRTE D,

FLIE, ARFAKBVT, AVEYT I FEFELLANORESRICERY HEh
BB A EGETORAESY ., Y LEWOREMIZEY S W ER
MBIC BT D U BEETFORABLHERT S, HoWIE, ANVEARCT I FaFl
AT L EBMRICEY BRET ORRES . SABOIEHARICRT 5
BEFORBELEBTS, ZLT, DNA ¥4 707 VAIZX D EEICBNT
. 29o0%MRE BlziE, AVEYT I FEFLEWORERIE E 2T A VR
VTR ReemomE, EaE) ¢, BB 1 ~ESES 113 900§
NATREINIEERIN 2 EETIEETHORIENDBREINDS 1 13 HE
BOBEFD RNA OEEENFEEHEL TOHEA, FE LI 1.8 FUA EAFREL
TWBEE, SHITHFELLIX 2.0 FULEHLTOIRAICHE, TOEREBT
DRERENERIC THMN BT TEd) LT sl e TE S, Fik,
EEH PCR ICXHEETIX, BIIBES : 1~EIFEF 113 900THhiT
RENDEEEFNZEFTOEBTFPORIEPOBEBRSND 1 ERITEHOE

5T O RNAER, L5HBUE, FE LT L8FUE, FicFFE LR 2/EMUE

ELEHAK. TOEETORRENFRC [#N) 50k Ry Lk
WA LNTED, UEREE-EIEBLOBREX, ERRofh, T 2.5 %
BLE. 8.0l L, 35U, 40U ETH-oTH L\,
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Fio. ARBEIL, ABRHAOREFELZBWTERT 200, BRELXZHET
HRBEDEETF. TRbDL, BSIES: 1 ~BFES: 113900 TAN TR
SNHBERIZERFTIEBETILORZIEPDOBEREND 1 FTEHDERE
FOEFEY THD RNAICHMN ALY IX7 AT FE2ET, RNA OE ERK
KLRET 5.7 & LT SHERREOBRRY L RBAY IX 7 LAF F I,
EEW PCR KWHEA SN IA~—BIO/EiF 72 —7TH Y, Primer
Expression (Perkin-Elmer Applied Biosystems) #HWTERETAHZ &8 T
B, EFEAVIXT7 VAT Fid, RNA £721XIDNA TH S, RAFEHD RNA DE
ERFEIX, LEAVIAX 7 VAF FIKMA T, —ROEEREICSWTEABIZR
& A THTS X0,

T, AV IR LAF FOLEEREESE I —T L LTHERL 72~
A7aT VA bEBRICETEND, HHUA 70T VAL, KEHAORES LI
HHTHZENTED, Ir—T7 ORI, HEZFTOHNIEFEOY 7 Y =7
ERWSRE, RADOHTECL > TEZICERTHIENTED, v~ 7uT
A DG HEIZ, Bl2E, DR UORE LT e —T %, X514 FFF2DE
CEREEICARy T 5HE. HDVid, BB ET 26mer AIROA Y IX7 v

FR (Fu—7) EERTIFERFTOLNIN, ZhHITBRES RN,

(3) ¥y _UBOEE

ZURIBEOEREIZ. BRESNBDZ U RIEDOEERFIEICIVITS R TR
b, BIZIX, VNI BOERIFX. TOEED DZWVITHESHEEEITOI>ZE AT
&, BESW (FlxiE. W02005/050188 IZFERDFIE) Lo THITHZ &N
TED, HFELLIFFUNV7E—RICERA LT VWHEREZREZLZEE, BIb
HBIPHFECLILZEENEE LY, UTRERENZOWVWTHATLIA L K
FERIXZ NI LV RESIRWY,

FZURIBITRT HHMFIT. BEETHONITAMOEMIC LV &
TED, X, £7. YU %5 R7BEOT X BRESILY Parker bOIRE

(Parker J. M. R., Guo D., Hodges R. S., Biochemistry, 25,5425, 1986) & 5\
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% Karplus & ®#45 (Karplus P. A., Schulz G. E., Naturwissenschaften, 72, 212,
1985) ICESWTHEREEZTFRT 5, THENLAFTMMEZZL ST T N,
HHWTRESX N B BIRE, TAEFAUoEHEER (GST) LORESF v
RIBE, ARELIRBBRSETCIAEZFA U AT LR ETHERL T, HUREE
5, R, BOWEHRERR - v VAFCRELTRY 7 v —F ik E
PixE/ 7u—F AR, FE LLIXE/ 7 u—rabifk (Harlow E., Lane D.,
Antibodies: A Laboratory Manual, 1988, Cold Spring Harbor Laboratory Press,
New York) #{EB 352 LR TE D, e, MROTEPFIATRLGEIX. &
BUMEZENPDIELETHES ZEBHFIND,

Bohkikr Ay, Al dBRaERNEE (B)IKRML, EFER. 1982)
¥ 721X Enzyme Immunoassay (Ishikawa E., Kawai T., Miyai, K., Igaku-Shoin,
Tokyo New York, 1981) IZFE&E D FEIC L Y ELISA (Enzyme Linked Immuno
Sorbent Assay) ¥ 7zi% RIA (Radio Immuno Assay) BP0, BBV T RE
v7uy MERKVF U BEEERTHIENTED, VZRFZ Ty b T
X, FlxE, Ml L v N7 E%, SDS 22 B EIRIC L. SDS-PAGE
By RxFZr7uy hEITW, FURIJBEOREEREBICIVEETHI &
MTED, U7 EREREMBEMIGBEIND D THLEEITIE. EFEME
DHEURIBEMHT A EREHMFOZ VRN EEEETHIEHARET
HB,

AFEHITIBNT, BEFIFES 1 ~ESES: 400, BIFS: 1055~k
FIFEE: 107 SBIVEFES: 1 130~FEINES: 113500V FTHNT
RENDIEEEFNZEFTHIBETIORDIBENLOBERENDS 16 LITEHD
BEFOZRIZBENEML, 5NN/ ERIIEFIES: 40 1 ~EIIES
1054, BFES: 1074~EHES: 1129B8LVESIES: 1136
~FEFIEE 113 90VWThIPTRENDIEERSNEZEETIRECTFIDORD
BHLBRENS 1 b LBEEORETFORMRERTHS ¥ v 7 REB R
THHE., BEHERIIREALVFCT I FEFLEHIH L TEZETHD L
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HETHIELENTE D,

HLLE, ARBIZBWVT, ANVKUT I FEFALEDOEERICZRYHS L
TEREMRICRT 2EEFOREESY, YbaWOoRERICEY HEhicEE
MBI A YUHERTORAELEE LT, H5WE. ANVECT I FEHIL

B TOE L EEMECRT 5 BETFOREEY. ELEOERFMEIZEIT S

BETORBRELHE LT, BIES: 1 ~EIES: 113 900WTHNTE
ENBEERINZEATIEETHLRIENDLERIND 1 LTEHOERRE
FOZANEEN, 1.2 BUE, HFELE 15 FEE, IVHFELE 18
UL, BIZEFELLIX 20U EEMLEREIC., TOBETFOREAENFER
I TEI) AW TR Lz b5 2 enTE D, YHEOREITL
oM, B ZIE 2.5 LB 3.0 fFLL L, 8.5 fFU 40 FUETH-TH LW,

Fio, REHIZ, ARPAOREFECBWTERT OO, REEZRET
LZRE0OEET. Thbb, BIES 1 ~EHES: 113 9D0WVTNTE
EhHHEERINZEETHELTIDORIEIOBEREIND 1 ELITERDOER
FORREDTHH X U RI7BCKT AR ST, REIERELRET D,
LHHARIL, BTEAECIVERLEDDTHo Th, MM THoTH I,
AFAORBEREREKIX, EREEEAICNL T, —ROBERFEICBWTERRZ
R EENTHTHD I,

AFEHICLY, BEIIBE: 1 ~EFES: 113900 ThirTRINDERE
3 aET 5 RETORREOELE, XKL T I FEELANOTIEES)
BEoRB~—F—L LTHWSZ LT, RVKRCT I FEFLLEDICXT2EE
WROBREEERET S 2 L BTEL 2ok, ARBEOREFEICE Y. FRH
BRIODEREIDE 2 LB TED, o, KEBOREFIEICE Y, BWERE
DERITBNT, b 5EAONRHE, BEEOH., Fik RIEREOBIRR ¥
RERETH D, &bICEk, WRICET-> T, FHbEERIC L BIERNEDT
BHENETFHT S LRTETHS, RBPOREFIEL, BR LED TH A
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THDHLENZ B,

T, BBz do TABHEZRTE, REHIXIZHICRONAE DT

1720,
FEHafl 1 DNA <A 7 a7 VA &
(1) fHfEssE. {LEWALE, B IV RNA Offi

LEMZLVFESHLIBETRAL{E DNA v 7 a7 VARIFIcd T
MNHEBT, B PRXBEHRMEZLK HCT116 (American Type Culture
Collection, Manassas, VA, U.S.A.) B XUk M Bl HEHMELA MOLT-4

(American Type Culture Collection, Manassas, VA, U.S.A.) %. 10 %DER
Mm%, 100 units/ml D=V > 100z gml DR F L7 F*wf UERERML
7z RPMI-1640 S TR L7, BT, BEB X MELEWLEIT 5%C02, 37C
KRB SN, U FaX—F —ATIThi, 10 cm BOMBEEET 4 v 21T
2.0x106flifE, 7 4 v ¥ = OFlE T HCT116 MiEd L X MOLT-4 Ml 2 & | 24
RRERRICU T OMEMLEZET o7,

HCT116 ARLIZBE L Cik, E7820 (0.8 » M). E7070 (0.8 x M), LY295501 (30
M), CQS (8.1 M), adriamycin (0.2 1 M), daunomycin (0.2 » M), ICRF154 (80 |
M), ICRF159 (80 x M). kenpaullone (10 z M). alsterpullone (10 z M).
trichostatin A (0.1 M). rapamycin (80 M)®D 12 b EMEFEM L1z, —F.
MOLT-4 #812B8 L Tix, E7070 (0.8 u M)ZFHE L7z, Z T, adriamycin 3
X O daunomycin X, DNA &4 ¥ —Hh v —3v 3 T 358 D DNA
topoisomerase II fEEH|, ICRF154 35 £ NICRF159 iX. catalytic type ® DNA
topoisomerase II PH % &l . kenpaullone ¥ X ' alsterpullone I .
cyclin-dependent kinases (CDKs)BEE . trichostatin A 1, histone deacetylase
FHEA]. rapamycin iZ, mTOR/FRAP BAEAI & LT, TN ZThAMDOILEDTH
5o (LEWMAEREL, £4 OLEHD HCT116 MAICXT§ 5 50% A FR &

(WST-8 i\ 7= 3 B MO ISEFEMBIEEICES) 2 BB ZD3~5F0D
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BELLTREL., ERMEEDA TR FEILINICT LERERET 24 RELHE
RICHRZEIR Lz, £, (ELEWEMZTIT 24 REEREE LM S FRICE
L7,

B U7 #0iEh 6 04 RNA OffiHi%, TRIZOL RFE (v hu Y= ##)
&V TN OBREEICRE - TiT o T,

(2) DNA~A 7 a7 VA IC Kk 5EETREMIT

B 57z RNA % 100 z1 @ diethylpyrocarbonate (DEPC) ¥ % L 7= IRE 7K
WCWEE L, & BIZ RNeasy 7 7 A (QIAGEN) % W TR# L, SuperScript Choice
System (f > Ehud= ) BIORTT-dMew 774 v —2 AWV T 2 REHD
cDNA Z& R LT,

7T 10pg ®RNAIZ 5uM @ T7-d(T)es 77 A ~—. 1x First strand buffer.
10 mM DTT. 500xM @ dNTP mix, # &% 20 units/u] ® SuperScript II
Reverse Transcriptase &M X, 42°CIZC 1 BRI G &8, 1 A8 DNA ZAE L
72 %2V T, 1x Second strand buffer. 200 1 M @ ANTP mix, 67 U/ml DNA ligase.
270 U/m]l DNA polymerase I, :FS XTU'183U/ml RNase H #%M L T, 16CizT 2
REE RS &8 2 R85 cDNA & L7z, & 5IZ, 67 U/ml T4 DNA polymerase I
EWMLT, 16CICT 5 IS S ¥ 2%, 10l ® 0.5 M EDTA Z M2 K%
ik L, |

Bbhie cDNA 27 =/ —/V/Z7uauaRVAZTHERE L., RNA Transcript
Labeling Kit (Enzo Diagnostics) Z RV . I OBIEEICHE> T, ¥4 F 1k
UTP 25 NT CTP IZ X B F WU KIS BT o To. RIGAERY % RNeasy 7 T A
CTHREE, 200mM kU REER pHS8.1, 150 mM Fifg~ 7 % 7 A 50 mM KE
BV U AHT 94°CIT T 85 43 MMEL L T cRNA Z Wik L7,

Wrr{t L7z cRNA %, 100 mM MES. 1M sodium salt. 20 mM EDTA. 0.01%
Tween 20 H1. 45°CiT°T 16 B¢, GeneChip (Affymetrix) Human Focus array
WNA TV EFAL XS, ATV FA X, GeneChip 1T Affymetrix fluidics
station ICIRMA D7 7 b =2 — /L Midi_euk2 IZfEW eI L O Uiz, Rflix
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ARV RTEYY-74ax) NI UEETFUMMBA MLV T R TED P F
k& vz, e ® GeneChip % HP 7 v A F v b—Y —ILE S BEME

(Hewlett Packard) Z AV T AT ¥ > L, SEMEZBEE L7, BIEIX, 488 nm
DT excitation 1TV . 570 nm DI FE D emission TITo 7z,

}?%E’J"?\“—? fENTIZ 2T GeneChip software (Affymetrix) 2256 U“GC. Gene
Spring (Silicongenetics) % AV TITo 7z,

E7070 2 & 5 BT HREE(LE HCT116 38 X O"MOLT-4 #ifa & Fv CTRHE L.
B D~ —T— LR ERTFERMET 2B #N Ho50Wik TEd] OB
X, AT OEEZ W,

1) E7070 0.8u M QIR & RMBEEED 2 DDOHEMFERH T mRNA OEEMEDR 24
RFE I 2 fE A EMBEL TWD 2 &,

2) EFE1) OE¥ES duplicate TToEROWVWTHORRICB W THHZ L
TnBI L, |

3) EF1) & 2) oXE¥EE HCT116 & MOLT-4 O & MM Rk D SRR
BN THITHZ LTS Z &,

AEEHOFER, EFROBEEICESE, ET070 LBIZ LV ZORAEBPFERIC

MM L tHESIEEY~— I —BHEBEFOV X 2R 21T, AR
E7070 ABIC & Y T OREEREEL WD) Lk LHES K~ —7 —
HEETFDOIVRAFERIITRLE,
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2
=1 GenBank sch j—
mIES Ty B Gene Symbol BIGEFH&
1130  W05463 chv-1 carnitine deficiency—associated gene expressed in ventricle 1
1131 NM_002731 PRKACB protein kinase, cAMP—dependent, catalytic, beta
162 NM_006052 DSCR3 Down syndrome critical region gene 3
272 NM_014381 MLH3 mutL homolog 3 (E. coli)
1132  NM_003425 ZNF45 zinc finger protein 45 (a Kruppel-associated box (KRAB) domain
polypeptide)
386 NM_003451 ZNF177 zine finger protein 177
1133 AI890947 RNPC2 RNA-binding region (RNP1, RRM) containing 2,
splicing factor (CC1.3)
1134  AB020717 SYNJ1 synaptojanin 1
310 AJ271832 PPM1B protein phosphatase 1B (formerly 2C), magnesium-dependent,
beta isoform
1135  NM_006090 CEPT1 choline/ethanolaminephosphotransferase
333 BC001663 RPL31 ribosomal protein L31
331 AWO057781 RPL10 ribosomal protein L.10
3
BAES STDO  eo Gene Symbol WETFA
827 NM_005932 MIPEP mitochondrial intermediate peptidase
708  NM_002080 GOT2 glutamic—oxaloacetic transaminase 2, mitochondrial
(aspartate aminotransferase 2)
502 NM_001640 APEH N-acylaminoacyl-peptide hydrolase
714 NM_000178 GSS glutathione synthetase
1017 NM_001071 TYMS thymidylate synthetase
615 NM_001359 DECR1 2,4—dienoyl CoA reductase 1, mitochondrial
1108 NM_004563 PCK2 phosphoenolpyruvate carboxykinase 2 (mitochondrial)
649  NM_000137 FAH fumarylacetoacetate hydrolase (fumarylacetoacetase)
931 NM_006397 RNASEH2A  ribonuclease H2, large subunit
849 NM_005006 NDUFS1 NADH dehydrogenase (ubiquinone) Fe~S protein 1, 75kDa
(NADH-coenzyme Q reductase)
772 NM_004520 KIF2 kinesin heavy chain member 2
744 NM_014214 IMPA2 inositol{myo)—-1(or 4)-monophosphatase 2
1136 NM_000155 GALT galactose—1—-phosphate uridylyliransferase
858 NM_003580 NSMAF neutral sphingomyelinase (N-SMase) activation associated factor
936 NM_003729 RTCD1 RTC domain containing 1
566  NM_001239 CCNH cyclin H
736  NM_017512 HSRTSBETA rTS beta protein
981 NM_003172 SURF1 surfeit 1
989 NM_006602 TCFLS transcription factor-like 5 (basic helix-loop—helix)
876 NM_000466 PEX1 peroxisome biogenesis factor 1
893  NM_002692 POLE2 polymerase (DNA directed), epsilon 2 (p59 subunit)
972 NM_006947 SRP72 signal recognition particle 72kDa
522  AL080089 ATP5G1 ATP synthase, H+ transporting, mitochondrial FO complex,
subunit ¢ (subunit 9), isoform 1
1137  U94592 UCP2 uncoupling protein 2 (mitochondrial, proton carrier)
710  AL157493 . GPS2 G protein pathway suppressor 2
1138 D21089 XPC xeroderma pigmentosum, complementation group C
814  M55905 ME2 malic enzyme 2, NAD(+)~dependent, mitochondrial
846 BC001450 NCBP1 nuclear cap binding protein subunit 1, 80kDa
959 NM_003615 SLC4A7 solute carrier family 4, sodium bicarbonate cotransporter, member 7
734 NM_014473 HSA9761 putative dimethyladenosine transferase
911 NM_005051 QARS glutaminyl-tRNA synthetase
702 NM_017423 GALNT7 UDP-N-acetyl-alpha—-D-galactosamine:polypeptide
N-acetylgalactosaminyliransferase 7
878 NM_012088 PGLS 6-phosphogluconolactonase
1139 NM_014241 PTPLA protein tyrosine phosphatase-like (proline instead of catalytic arginine),
: member a
630 ABO035745 DSCR5 Down syndrome critical region gene 5
1079 BE788439 C200rf18 chromosome 20 open reading frame 18
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HILEBENEBETOI L, TROFRLFTEETIZ. BEREAKSEO
2/4249 35107y (W002/42493) (I8 W T, E7070 B XU Z DR
BT T EEMEORZMERETIBRICANVWS Z L ORI E~—
P EERETThH B L RERER TS, LvL, £3ICHITHE0MOR
BIFRBIVE2OBEFICELTUIALEFLT I FEELAEWEER SEEIC
BEFORERENE(LT S I LI OV TIREBFED IR,

F4
= GenBank . g
BIES - 55y gy me CGene Symbol BIEFH

846 BC001450 NCBP1 nuclear cap binding protein subunit 1, 80 kDa

708 NM_002080 GOT2 glutamic—oxaloacetic transaminase 2, mitochondrial
(aspartate aminotransferase 2)

814 M55905 ME2 malic enzyme 2, NAD(+)-dependent, mitochondrial

566 NM_001239 CCNH cyclin H

714 NM_000178 GSS glutathione synthetase

827 NM_005932 MIPEP mitochondrial intermediate peptidase

972  NM_006947 SRP72 signal recognition particle 72 kDa

849 NM_005006 NDUFS1 NADH dehydrogenase (ubiquinone) Fe—S protein 1,
75 kDa (NADH-coenzyme Q reductase)

710 AL 157493 GPS2 G protein pathway suppressor 2

EBRAREE02,//424935. 7y b (WO02/42493) D SEHEF Tk,
Affymetrix GeneChip & LT Hu6800 (HuGene FL) array (5600 2EDEET
EHARA—LTVBTAL7uTA) ZAVTEY ., HCT116-C9 #la (Molecular
Cancer Therapeutics, 2002, 1, 275-286 I[ZFE#H D, HCT116 LYV HEEs e
E7070 B MEDQ TR 2% LT E7070 81 M % 12 BRI L2 5 IC AT RE
fEMT 21T > T\ B,

—JF . AFERPIZBWTiX, HCT116 Mt L MOLT-4 Ml D 2 B Z H.,
E7070 0.8 M % 24 B L =B ICE B FRBMT 21T o T, %@ff%%; i3
RHERP o eF T RE~— I —FEHEBRETRSEPO THEALS N,

Gene Spring Z VT, BALEWPNFET 5B ETHEALMORCEZFHE S
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AEIX. Human Focus Array &> TWA LB LB TFORALILE D LICEE
B FRAE—Y v TRYT 21T o7,

HCT116 MR DOKEEIZ 5 A& — U » T OREREZRK 1 IR LT,

fENT DOFER. FA—DOEMAEFE2HF T2 adriamycin B X T daunomyecin,
ICRF154 3 & ' ICRF'159. Kenpaullone 3 & O} alsterpullone i¥. ZhZhiH
PloBETFEMES&EFEZILE (K1), Lo T, B—0FABFE2ET51Lew
B, AEWICEN OB FEIZEEZ T LR I,

E7070. E7820. LY295501 3 X ' CQS 1%, Rl OBEFEMEIIEEZ LE
(1), £»oT, KFEHICX Y., E7070. E7820. LY295501 & XU CQS i,
FA—E B0 EREFEE T2 LELLNL, A—(BE0oRETELS

FUOHRE LTI ERBIRBEI N,

Eha sl 2 DNA ~A 7 a7 LA &

HECT116 Mg L O MOLT-4 #Mife% . 10 %DMEIE4MIE. 100 units/ml D~
=Y, 100ugml DR VT b~ U ZEMLUE RPMI-1640 55 T8t
FL, AT, BEBIOMELEWLEIL, 5%C0s. 3TCITHTHEENTA T a2
— X —HTITo7, 10 cm BOMBRIERT 4 v =12 20X 108,/ 7 1 v ¥ =

. OEAT HOT116 ML 3 £ O MOLT-4 fla 21 & | 24 BRIEEZIC U TS

WALE Z1T o Tz,

7070 (0.8,M) % 24 BREMEECMEEER Lk, £k, LABEMLT
2 24 RPfEEEEE UM b RRRICIEIN L,

B L7z AR5 b 0= RNA OffiHiX. TRIZOL#RE (v hr Y= 18)
AW TN OBEEITHE > TITo 7,

DNA v A7 a7 V1 X3 BEFREMITIE. EEF 150 [(2) DNA <
L7777 Vv E2BETRERRMEN] LRAKICITo%, L. GeneChip

(Affymetrix) Human Focus array 22 T, GeneChip (Affymetrix) human

U133 plus2.0 array & AV 7z,
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EENT — ZENIZ. £T GeneChip software (Affymetrix) #3X T Gene
Spring (Silicongenetics) % V™>TIF o7z,

E7070 12 & 5 EETRHEE HCT116 3 X O MOLT-4 kg % FV TR L.
P D~—D— LR DBEETERETIED B H50id [ED ) Ok
ik, LT oEEEAWE,

1) E7070 0.8 M QAFREE LRAABEBHFHD 2 DOHRMFH T mRNA OEEER 24
PRI 1.8 UL, XV FFL I 2FUEMELTNEZ L,

2) EFE1) oX#¥EE HCTI6 & MOLT-4 Ot MEMRKORBHRICH
THHEZLTWBZ &,

REHEFIORKR, FROEBICEISE, ET070 LEIZLY ., TORREPFE
o T Lzt HESh R ~— T — BB TOI A MEREBLURKG
. BT0O7T0 LBIic X v, TORBRENF RIS H) LeEHEShEE)~—
N —EBBBFDODIRANERTIBIURBITRLE,
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&5
WHES g?;_gj‘”/‘;Jg% Gene Symbol ©  BETA

1 AA205444 —_— adaptor—related protein complex 1, sigma 2 subunit

2 AB014766 - DERP12 (dermal papilla derived protein 12)

3 AK024117 _— enhancer of polycomb 1

4 AA001052 —_— ESTs

5 AA044705 - ESTs

6 AA165136 -— ESTs

7 AA504346 -— ESTs

8 AA521018 — ESTs

9 AA565051 -— ESTs

10  AA579047 — ESTs

11 AA683602 - ESTs

12 AAT03326 - ESTs

13 AA805653 -— ESTs

14 AA922154 — ESTs

15 AA931284 - ESTs

16 AI139990 —_— ESTs

17 AI335004 - ESTs

18 AlI356405 -— ESTs

19  AI651679 — ESTs

20 Al733801 - ESTs

21 Al765607 - ESTs

22 Al767751 - ESTs

23  Al769559 — ESTs

24 AI797163 - ESTs

25  Al797788 -— ESTs

26  AI801666 —— ESTs

27 Al872374 -— ESTs

28  Al927605 -— ESTs

29  AL521786 -— ESTs

30 AL559202 - ESTs

31 AW206440 — ESTs

32 AW207701 — ESTs

33 AW298119 - ESTs

34  AWA450675 — ESTs

35  AW665509 — ESTs

36 AW770087 - ESTs

37  AW954842 -— ESTs

38  AW967092 -— ESTs

39 BE465877 — ESTs

40 BE972639 —_— ESTs

41 BF055352 — ESTs

42 BF109197 —_— ESTs

43 BF115786 -— ESTs

44  BF115815 —-— ESTs

45 BF433570 - ESTs

46 BF514975 —_— .ESTs

47 BF589232 — ESTs

48 BF844863 - ESTs

49 BG403162 — ESTs

50  AI090487 — ESTs, Moderately similar to ALUT_HUMAN ALU SUBFAMILY
J SEQUENCE CONTAMINATION WARNING ENTRY

51 BF691045 —_— ESTs, Moderately similar to ALU5_HUMAN ALU SUBFAMILY SC
SEQUENCE CONTAMINATION WARNING ENTRY

52 AW167424 —— ESTs, Moderately similar to ALUS_HUMAN ALU SUBFAMILY SX
SEQUENCE CONTAMINATION WARNING ENTRY

53 Al535737 — ESTs, Weakly similar to 1901303A Leu zipper protein p40

54 AW963634 - ESTs, Weakly similar to AF161356 1 HSPCO093

55  AA355403 - ESTs, Weakly similar to ALUT_HUMAN ALU SUBFAMILY J
SEQUENCE CONT AMINATION WARNING ENTRY

56 Al734258 —— ESTs, Weakly similar to ALUT_HUMAN ALU SUBFAMILY J
SEQUENCE CONT AMINATION WARNING ENTRY

57  AI859463 ——— ESTs, Weakly similar to ALUT_HUMAN ALU SUBFAMILY J
SEQUENCE CONT AMINATION WARNING ENTRY

58  AW103300 —_— ESTs, Weakly similar to ALU4_HUMAN ALU SUBFAMILY SB2
SEQUENCE CONT AMINATION WARNING ENTRY

59 Al791828 - ESTs, Weakly similar to ALUF_HUMAN, ALU CLASS F
WARNING ENTRY

60 _— ESTs, Weakly similar to similar to KIAAQ766

N79601
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61 AA069120 _— ESTs, Weakly similar to T08725 prob>able finger protein
DKFZp566F123.1
62 Al357655 - ESTs, Weakly similar to unnamed protein product
63 AA012917 -_— glucose phosphate isomerase
64 AK021960 —— Homo sapiens cDNA FLJ11898 fis, clone HEMBA1007322
65  AA173223 —_— Homo sapiens cDNA FLJ12048 fis, clone HEMBB1001990
66  AA827892 —_— Homo sapiens cDNA FLJ12683 fis, clone NT2RM4002457
.67 R17062 -— Homo sapiens cDNA FLJ35328 fis, clone PROST2013531.
68 T86159 — Homo sapiens cDNA: FLJ22063 fis, clone HEP10326
69  BF507383 . Homo sapiens cDNA: FLJ23190 fis, clone LNG12190
70 AA573901 — Homo sapiens cDNA: FLJ23270 fis, <clone COL10309,
highly similar to HSU33271 Human n ormal keratinocyte mRNA
71 AY034469 — Homo sapiens clone BGL2 mRNA sequence
72 WO01876 - Homo sapiens full length insert cDN.A clone ZC66F06
73 AL360145 - Homo sapiens mRNA full length insert cDNA clone
EUROIMAGE 839551.
74 AL831886 -_— Homo sapiens mRNA; cDNA DKFZp547B198
(from clone DKFZp547B198)
75 BG330520 —_— Homo sapiens mRNA; cDNA DKFZp762B8195
(from clone DKFZp762B195)
76 Al015847 —_— Homo sapiens, clone IMAGE:5261280, mRNA
77 AK025762 - hypothetical protein FLJ22609
78 AB046808 — KIAA1588 protein
79 BF665706 - lacrimal proline rich protein
80  AlI535735 o LATS (large tumor suppressor, Dros ophila) homolog 2
81 BF675218 — low molecular mass ubiquinone-binding protein (9.5kD)
82 AF100640 —_— metastasis related protein
83 NM_173714 - NADH dehydrogenase 6
84 BF438014 — pleiotropic regulator 1 (PRL1, Arabiclopsis homolog)
85  Al417268 — RNA-binding protein (autoantigenic)
86 BE222344 -— splicing factor, arginine/serine-rich 5
87 AW069181 - sterile—alpha motif and leucine zipper containing kinase AZK
88 - AF188679 —_— voltage—gated sodium channel type >XI alphasubunit
89 NM_001621 AHR aryl hydrocarbon receptor
90 NM_022568 ALDHS8A1 aldehyde dehydrogenase 12
91 M21154 AMD1 adenosylmethionine decarboxylase 1
92 NM_024668 ANKHD1 ankyrin repeat and KH domain containing 1
93 NM_017664 ANKRD10 ankyrin repeat domain 10
94 BE890185 ANKRD11 ankyrin repeat domain 11
95 NM_006803 AP3M2 adaptor-related protein complex 3, rmu 2 subunit
96 NM_019555 ARHGEF3 Rho guanine nucleotide exchange factor (GEF) 3
97 BG285011 ARID5B AT rich interactive domain 5B (MRF 1-like)
98 BC007934 ARMCS8 armadillo repeat containing 8
99 AL121883 ARMCX3 ALEX3 protein
100 ABO037797 ARRDC3 arrestin domain containing 3
101  NM_001674 - ATF3 activating transcription factor 3 long isoform
102  AF225981 ATP2C1 calcium transport ATPase ATP2C1
103  BC001867 ATPIF1 ATPase inhibitory factor 1
104  N95564 B3GALT6 UDP-GalbetaGal beta 1,3-galactoswyltransferase
polypeptide 6
105  AI373643 BCCIP BRCAZ2 and CDKN1A interacting protein
106  AF035620 BRAP BRCA1-associated protein 2
107 NM_001731 BTG1 B-cell translocation protein 1
108 BC044661 C100rf93 chromosome 10 open reading frame 93
109  Al346504 C140rf109 chromosome 14 open reading frame 109
110  NM_024558 C140rf138 chromosome 14 open reading frame 138
111 NM_020154 C150rf24 chromosome 15 open reading frame 24
112 AI758919 C180rf37 chromosome 18 open reading frame 37
113 Al264325 Clorfl9 chromosome 1 open reading frame 19
114  AV700696 Clorf4l chromosome 1 open reading frame 41
115  AI199589 C200rf67 chromosome 20 open reading frame 67
116  AB004853 C21orf18 chromosome 21 open reading frame 18
117 BC003648 C4orfl5 . chromosome 4 open reading frame 15
118  BC036049 G6orf157 chromosome 6 open reading frame 157
119  BF968686 G6orf3d chromosome 6 open reading frame 35
120 AL008730 C6orf4 chromosome 6 open reading frame 4
121 AU116818 C9orf10 .chromosome 9 open reading frame 10
122 BC041970 C9orf122 chromosome 9 open reading frame 122
123  BC022435 C9orfal chromosome 9 open reading frame 41
124  AI801563 CAS5BL carbonic anhydrase VB-like
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125 NM_001753 CAV1 caveolin 1

126  AV700298 CcD44 CD44 antigen (homing function and Indian
blood group system)

127 BE379006 CD59 CD59 antigen p18-20

128  AL138875 CDADCI1 protein kinase NYD—-SP15, cytidine and dCMP
deaminase domain containing 1

129 NM_006324 CFDP1 craniofacial development protein 1

130  AL049782 CGO012 hypothetical gene CG012

131 AI913146 CGI-72 CGI-72 protein

132  NM_001277 CHKA choline kinase alpha

133 BG394042 CIP29 cytokine induced protein 29 kDa

134  NM_006079 CITED2 Cbp/p300-interacting transactivator, withGlu/Asp-rich
carboxy-terminal domain, 2

135 AF212224 CLK4 CLK4

136  AW449353 CNOT3 CCR4-NOT transcription complex, subunit 3

137  NM_054026 CNOT7 CCR4-NOT transcription complex, subunit 7,isoform 2

138 BF725688 COP1 constitutive photomorphogenic protein

139  AW628685 coQ4 coenzyme Q4 homolog (veast)

140  AI376724 coxit COX11 homolog, cytochrome ¢ oxidase
assembly protein (yeast)

141 BE747815 CRI2 CREBBP/EP300 inhibitor 2

142  BC005250 CRSP9 cofactor required for Sp1 transcriptionalactivation,
subunit 9 (33kD)

143 BQ025347 CSNKI1A1 casein kinase 1, alpha 1

144  AF017061 CUL5 cullin 5

145 BE857467 CWF19L2 CWF19-like 2, cell cycle control (S. pombe)

146  AA063608 CXorf38 chromosome X open reading frame 38

147  NM_001554 CYRG61 cysteine—rich, angiogenic inducer, 61

148 D83768 D8S2298E reproduction 8

149 NM_000574 DAF decay accelerating factor for complement
(CD55,Cromer blood group system)

150 NM_020667 DC36/LOC55871/ COBW-like placental protein/COBW-like protein

CBWD2/L.0C220869 /COBW domain containing 2

151 AW292751 DDHD2 DDHD domain containing 2

152 AW665791 DENR density-regulated protein

183 - H67762 DHX30 DEAH (Asp~Glu-Ala—-His) box polypeptide 30

154  NM_001357 DHX9 DEAH (Asp—Glu—Ala—His) box polypeptide 9

185 AL136732 DKFZp43411610 hypothetical protein DKFZp43411610

156  NM_012242 DKK1 dickkopf (Xenopus laevis) homolog 1

157  BC043357 DLGAP1 Discs, large (Drosophila) homolog-associated protein 1

158 N45231 DNAJA4 DnadJ (Hsp40) homolog, subfamily A, member 4-

159  AU146550 DOCK9 dedicator of cytokinesis 9

160 AV734194 DPP8 dipeptidylpeptidase 8

161 AWO006750 DRE1 DRE1 protein

162 NM_006052 DSCR3 Down syndrome critical region protein 3

163 BC002671 pUSP4 dual specificity phosphatase 4

164 NM_004215 EBAGY N estrogen receptor binding site associated,antigen, 9

165  AW274018 EDG7 endothelial differentiation, lysophosphatidic acid
G-protein—coupled receptor, 7

166  AF099032 EED embryonic ectoderm development protein shortisoform

167 BF978647 EFG1 mitochondrial elongation factor G1

168 BF516289 EIF4E2 eukaryotic translation initiation factor 4E member 2

169  Al924426 ELL2 elongation factor, RNA polymerase II, 2

170  AK002010 EPC2 enhancer of polycomb homolog 2 (Drosophila)

171 AA193515 ESD esterase D/formylglutathione hydrolase

172 Al440495 FAM36A family with sequence similarity 36, member A

173  AA824341 FAM44B family with sequence similarity 44, member B

174  AK024690 FBXL.20 hypothetical protein LOC90110

175 NM_025133 FBXO11 F-box protein 11 )

176  BC005147 FKBP1A FK506-binding protein 1A (12kD)

177  AF100751 FKBP7 FK506 binding protein 7

178  NM_018004 FLJ10134 hypothetical protein FLJ10134

179  U58658 FLJ10385 hypothetical protein FL.J10385

180  AI608836 FLJ10420 hypothetical protein FLJ10420

181 AK094203 FLJ10726 hypothetical protein FLJ10726

182 NM_018318 FLJ11088 GGA binding partner

183  AK023183 FLJ11171 hypothetical protein FLJ11171

184  AL117451 FLJ12666 hypothetical protein FLJ12666

185 BC037529 FLJ13105 hypothetical protein FLJ13105

186 FLJ20054 family with sequence similarity 31, member B

AL831839
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187 BCO015325 FLJ20125 hypothetical protein FLLJ20125
188 NM_017875 FLJ20551 hypothetical protein FLJ20551
189  W72333 FLJ21657 hypothetical protein FLJ21657
190 BC029445 FLJ22490 hypothetical protein FLJ22490
191 AlL534095 FLJ23091 putative NFkB activating protein 373
192  AI632212 FLJ25070 U11/U12 snRNP 65K protein
193 BF439533 FLJ32810 hypothetical protein FLJ32810
194 NM_024724 FLJ35036 hypothetical protein FLJ35036
195 BC036301 FLJ38482/ hypothetical protein FLJ38482/hypothetical
LOC162967 protein LOC162967
196  Al093963 FLJ38944 hypothetical protein FLJ38944
197 NM_016534 FLJ39616 apoptosis—related protein PNAS—1
198  AA156865 FUBP1 far upstream element (FUSE) binding protein 1
199  NM_021993 FUSIP1 FUS interacting protein (serine—arginine rich) 1
200 NM_002044 GALK2 galactokinase 2
201  AKO000478 GARNL4 GTPase activating Rap/RanGAP domain-like 4
202  AF003934 GDF15 growth differentiation factor 15
203  AL049933 GNAI guanine nucleotide binding protein (G protein),
alpha inhibiting activity polypeptide 1
204  NM_022036 GPRGC5C G protein—coupled receptor, family G, group 5,
member C, isoform a, precursor
205 NM_004490 GRB14 growth factor receptor-bound protein 14
206  AI241331 GTF3A general transcription factor IIA
207  AL096814 GUCAIB guanylate cyclase activator 1B (retina)
208  AW297143 HBS1L HBS1 (S. cerevisiae)-like
209  AU150825 HELLS helicase, lymphoid—specific
210  AF217990 HERPUD1 homocysteine—inducible, endoplasmic reticulum
stress—inducible, ubiquitin-like domain member 1
211 AI243268 HIAT1 hippocampus abundant transcript 1
212 AA126793 HNRPC heterogeneous nuclear ribonucleoprotein C (C1/C2)
213  NM_018952 HOXB6 homeo box B8
214 BF965447 HSPD1 heat shock 60kDa protein 1 (chaperonin)
215  Al417785 HSZFP36 ZFP-36 for a zinc finger protein
216  NM_004507 HUS1 HUS1 (S. pombe) checkpoint homolog
217 BE300521 INSIG1 insulin induced gene 1
218  AU149465 IPO8 importin 8
219 AW294606 ITPR3 inositol 1,4,5-triphosphate receptor, type 3
220  AIg14405 JMY junction—mediating and regulatory protein
221 NM_014898 KIAA0961 zinc finger protein KIAA0961
222 AL136808 KIAA0998 KIAA0998 protein
223 NM_015694 KIAA1285 KIAA1285 protein
224  Al633734 KIAA1712 KIAA1712 protein
225  Al814587 KIAA1715 KIAA1715 protein
226  AA833716 KIAA1970 KIAA1970 protein
227  AW513477 KIAA1982 KIAA1982 protein
228  AF132818 KLF5 Kruppel-tike factor 5 (intestinal)
229  AlI935246 KPNA4 karyopherin alpha 4 (importin alpha 3)
230  AC004941 KPNB1 karyopherin (importin) beta 1
231 BG289527 LAP1B lamina—associated polypeptide 1B
232  AW205739 LOC127253 hypothetical protein BC009514
233 BE966267 LOC148203 hypothetical protein LOC148203
234 BE141355 LOC163590 AF464140
235 BG400596 LOC202781 hypothetical protein LOC202781
236 BF513233 LOC284952 hypothetical protein LOC284952
237 BU561160 LOC285429 hypothetical protein LOC285429
238  AL122103 LOC374491 TPTE and PTEN homologous inositol lipid
phosphatase pseudogene
239  AWO057589 LOC401097 similar to LOC166075
240  AF070596 LOC57146 promethin
241 NM_022090 LOC63920 transposon-derived Buster3 transposase-like
242 BE966628 LOC63929 hypothetical protein LOC63929
243  AA081007 LOC90321 hypothetical protein LOC90321
244  BE541042 1.0OC20333 hypothetical protein LOC90333
245 BC033148 LOG96610 hypothetical protein similar to KIAAQ187 gene product
246  NM_024937 LRP12 low density lipoprotein—related protein 12
247  AAB43132 LZTFL1 leucine zipper transcription factor-like 1
248  Al808634 M1181 membrane component, chromosome 11,
. surface marker 1
249  AW005982 MALAT1 histone deacetylase 3
250  AL034422 MANBAL mannosidase, beta A, lysosomal-like
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251 NM_015846 © MBD1 methyl-CpG binding domain protein 1, isoform 1
252 BF512200 MBNLA1 muscleblind-like (Drosophila)
253 BE328496 MBNL2 muscleblind-like 2 (Drosophila)
254  NM_014060 MCTSI malignant T cell amplified sequence 1
255 NM_002393 MDM4 Mdm4, transformed 3T3 cell double minute 4,
p53 binding protein (mouse)
256 BC004284 MGC10850 hypothetical protein MGC10850
257 BF447897 MGC11349 hypothetical protein MGC11349
258 AW194655 MGC11349 transgelin 2
259 BC006312 MGC12760 hypothetical protein MGC12760 ///
hypothetical protein MGC12760
260 BCO019340 MGC12965 similar to Cytochrome ¢, somatic
261  Al932618 MGC13057 hypothetical protein MGC13057
262  AL570697 MGC14156 hypothetical protein MGC14156
263  AL533103 MGC16037 laminin, beta 1
264  AA463853 MGC2747 hypothetical protein MGC2747
265 BE048198 MGC29898 hypothetical protein MGC29898
266 BCO004191 MGC3248 dynactin 4
267 AA861435 MGC47869 hypothetical protein MGC47869
268 NM_025001 MGC72244 ~ similar to Bifunctional methylenetetrahydrofolate
dehydrogenase/cyclohydrolase, mitochondrial precursor
269 BE378670 MGC2850 hypothetical protein MGC9850
270  NM_000247 MICA MHC class | chain—-related gene A protein
271 AF117233 MKRN1 makorin, ring finger protein, 1
272  NM_014381 MLH3 mutL (E. coli) homolog 3
273  AF272384 MLLT10 myeloid/lymphoid or mixed—-lineage leukemia
(trithorax homolog, Drosophila); translocated to, 10
274  AW104453 MMD monocyte to macrophage differentiation—associated
275 BC029395 MPHOSPH6 M-phase phosphoprotein 6
276 BC000756 MRPL4 mitochondrial ribosomal protein L4
277 BG028213 MRPL50 mitochondrial ribosomal protein L50
278 BF438352 MRRF mitochondrial ribosome recycling factor
279 . NM_006636 MTHFD2 methylene tetrahydrofolate dehydrogenase (NAD+ dependent),
methenyltetrahydrofolate cyclohydrolase
280 AW592266 MYBL1 v—myb avian myeloblastosis viral oncogene homolog—like 1
281 BCO001255 NCBP2 nuclear cap binding protein subunit 2, 20kD
282  ALO035689 NCOA7 nuclear receptor coactivator 7
283 BCO012888 NDST1 N-deacetylase/N-sulfotransferase (heparan glucosaminyl) 1
284  AI078167 NFKBIA nuclear factor of kappa light polypeptide gene
enhancer in B—cells inhibitor, alpha
285 NM_002507 NGFR nerve growth factor receptor (TNFR superfamily, member 16)
286  AF180819 NLK nemo like kinase
287  AK026655 NLN neurolysin (metallopeptidase M3 family)
288 AF267856 NPDO014 NPDO014 protein
289  X03348 NR3C1 nuclear receptor subfamily 3, group C,
member 1 (glucocorticoid receptor)
290 NM_006186 NR4A2 nuclear receptor subfamily 4, group A, member 2 -
291  AF191653 NUDT4 nudix (nucleoside diphosphate linked moiety X)~type motif 4
292 NM_006185 NUMA1 nuclear mitotic apparatus protein 1
293 NM_018170 P15RS hypothetical protein FLJ10656
294 NM_015484 P29 GCIP-interacting protein p29
295 AA722878 p30 nuclear protein p30
296  Al984479 PAPOLA poly(A) polymerase alpha
297  AL833445 PARG1 PTPL1-associated RhoGAP 1
298 BC040953 PEX13 peroxisome biogenesis factor 13
299  AW084068 PFAAPS phosphonoformate immuno—associated protein 5
300 NM_002622 PFDN1 prefoldin 1
301  NM_024989 PGAP1 GPI deacylase
302 BEbDH44837 PHF19 PHD finger protein 19
303 AI561173 PHIP pleckstrin homology domain interacting protein
304 BC004100 PIGH phosphatidviinositol glycan, class H
305 NM_006622 PLK2 polo-like kinase 2 (Drosophila)
306 U59479 PNN . pinin, desmosome associated protein
307 BC000487 POMZP3 POM (POM121 homolog, rat) and ZP3 fusion
308 BF446912 PPA2 inorganic pyrophosphatase 2
309 NM_005038 PPID peptidylprolyl isomerase D (cyclophilin D)
310  AJ271832 PPMiB .protein phosphatase 1B (formerly 20),
‘ magnesium—dependent, beta isoform
311  AF118073 PRDX3 peroxiredoxin 3 .
312 NM_006253 PRKAB1 protein kinase, AMP-activated, beta 1 non—catalytic subunit
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313  AAB26970 PRO0149 PRO0149 protein

314 NM_018333 PRPF39 PRP39 pre-mRNA processing factor 39 homolog (yeast)

315 NM_003913 PRPF4B PRP4 pre-mRNA processing factor 4 homolog B (veast)

316  AL523904 PSMA2 proteasome (prosome, macropain) subunit, alpha type, 2

317 NM_021190 PTBP2 polypyrimidine tract binding protein 2

318  H63435 PTDO12 PTDO012 protein

319 U48296 PTP4A1 protein tyrosine phosphatase type IVA, member 1

320 AF262027 RAD23B RAD23 homolog B (S. cerevisiae)

321  NM_018037 RALGPS2 ral GEF with PH domain and SH3 binding motif 2

322 NM_016290 RAP80 receptor associated protein 80

323 BG106093 RBM18 RNA binding motif protein 18

324 NM_002901 RCNi1 reticulocalbin 1, EF-hand calcium binding domain

325 AU154853 RCP9 calcitonin gene-related peptide—receptor component protein

326 BCO018208 RHOF ras homolog gene family, member F (in filopodia)

327 NM_018372 RIF1 receptor—interacting factor 1

328  Al761728 RNASE4 ribonuclease, RNase A family, 4

329  ALb30869 RNU22 RNA, U22 small nucleolar

330 N58513 RP42 RP42 homolog

331  AWO057781 RPL10 ribosomal protein L10

332  AKO025866 RPL28 ribosomal protein L28

333 BC001663 RPL31 similar to ribosomal protein L31

334  AK094652 RPS20 ribosomal protein S20

335  AW024383 RPS21 ribosomal protein $21

336 BF431363 RPS28 ribosomal protein S28

337 AW118862 RREB1 ras responsive element binding protein 1

338 NM_006379 SEMA3C sema domain, immunoglobulin domain (Ig), shortbasic domain,
secreted, (semaphorin) 3C

339 NM_004630 SF1 zinc finger protein 162, splicing factor 1

340 U30884 SFRS5 splicing factor, arginine/serine-rich 5

341 NM_003020 SGNET1 secretory granule, neuroendocrine protein 1 (7B2protein)

342 NM_004694 SLC16A6 solute carrier family 16 (monocarboxylic
acidtransporters), member 6

343 . NM_012243 SLC35A3 solute carrier family 35(UDP—-N-acetylglucosamine
(UDP-GIcNAG) transporter), member3

344  AA044835 SLC35F5 solute carrier family 35, member F5

345 NM_002394 SLC3A2 solute carrier family 3 (activators of dibasic and neutral
amino acid transport), member 2

346 BC027454 SLD5 SLD5 homolog

347  AW473802 SMAP-5 golgi membrane protein SB140

348 NM_003113 SP100 nuclear antigen Sp100

349  AF356353 SPIN2 spindlin—like protein 2

350 NM_006948 STCH stress 70 protein chaperone,microsome—-associated, 60kD

351 NM_003599 SUPT3H suppressor of Ty (S.cerevisiae) 3 homolog

352  AY034482 SYNCRIP synaptotagmin binding, cytoplasmic: RNA interacting protein

353 NM_003186 TAGLN transgelin

354 BG252924 TA-PP2C T-cell activation protein phosphatase 2C

355  AL039795 TARDBP TAR DNA binding protein

356  Al034387 TBC1D8 TBC1 domain family, member 8 (with GRAM domain)

357 NM_006706 TCERG1 transcription elongation regulator 1

358  AAT779795 TEF thyrotrophic embryonic factor

359  N76327 TFRC transferrin receptor (p90, CD71)

360 BF697734 TGS TUDOR gene similar

361 NM_003246 THBSI1 thrombospondin 1

362 BCO015944 TIA1 TIA1 cytotoxic granule~associated RNA binding protein

363 BF314746 TIGA1 TIGA1

364 NM_012339 TM4SF15 transmembrane 4 superfamily member 15

365 NM_015686 TMEM28 transmembrane protein 28

366 _ BGC001027 TMEM4 transmembrane protein 4

367  AI262560 TNRC5 trinucleotide repeat containing 5

368 NM_014765 TOMM20 translocase of outer mitochondrial membrane
20 (yeast) homolog

369 NM_004620 TRAF6 TNF receptor—associated factor 6

370 W73788 TTGC14 tetratricopeptide repeat domain 14

371 BCO005374 TXNDC4 thioredoxin domain containing 4 (endoplasmic reticulum)

372 BE856776 UBE3B ubiquitin protein ligase E3B

373  NM_023010 UPF3B UPF3 regulator of nonsense transcripts homolog B (veast)

374  Al961429 UQCRGC2 ubiquinol-cytochrome ¢ reductase core protein Il

375  AKO024318 USP46 ubiquitin specific protease 46

376  AV700815 USP54 ubiquitin specific protease 54 .

377 AU150319 VAMP1 vesicle—-associated membrane protein 1 (synaptobrevin 1)
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378 NM_015836 WARS2 tryptophanyl tRNA synthetase 2 (mitochondrial)

379 BC030654 WDR20 WD repeat domain 20

380 NM_018031 WDR6 WD repeat domain 6

381 T79870 WRNIP1 Werner helicase interacting protein 1

382 BF679507 WTAP Wilms tumor 1 associated protein

383 H28667 ZAK sterile alpha motif and leucine zipper containing kinase AZK

384  AP000693 ZCWCC3 zinc finger, CW—-type with coiled~coil domain 3

385 NM_003447 ZNF165 zinc finger protein 165

386 NM_003451 ZNF177 zine finger protein 177

387  AI811577 ZNF184 zinc finger protein 184 (Kruppel-like)

388  AC074331 ZNF227 zine finger protein 227

389  NM_005741 ZNF263 zinc finger protein-263

390 AAB868898 ZNF266 zine finger protein 266

391  AF254083 ZNF278 zine finger protein 278

392 BM968434 ZNF286 zinc finger protein 286

393 NM_024106 ZNF426 zine finger protein 426

394 BG538800 ZNF473 zine finger protein 473

395  NM_024341 ZNF557 zinc finger protein 557

396 BF061829 ZNF567 zinc finger protein 567

397 W92744 ZNF84 zine finger protein 84 (HPF2)

398 NM_012230 ZP3/POMZP3 zona pellucida glycoprotein 3 (sperm receptor)/
POM (POM121 homolog, rat) and ZP3 fusion

399 BF509566 ZXDA/ZXDB zinc finger, X-linked, duplicated A/zinc finger,
X-linked, duplicated B

400  AL080063 Z773 zine finger, ZZ domain containing 3
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1 AA205444 -— adaptor-related protein complex 1, sigma 2 subunit

2 AB014766 — DERP12 (dermal papilla derived protein 12)

3 AK024117 — enhancer of polycomb 1

4 AA001052 — ESTs

5 AA044705 —_— ESTs

6 AA165136 —_— ESTs

7 AA504346 —_— ESTs

8 AA521018 -_— ESTs

9 AA565051 - ESTs

10 AA579047 — ESTs

11 AA683602 _— ESTs

12 AA703326 — ESTs

13 AAB805653 —_— ESTs

14 AA922154 —_— ESTs

15 AA931284 -_— ESTs

16 Al139990 —_— ESTs

17 Al335004 - ESTs

19 Al651679 -_— ESTs

20 Al733801 — ESTs

21 Al765607 - ESTs

22 Al767751 ——— ESTs

25 Al797788 - ESTs

26 Al801666 — ESTs

27 Al872374 — ESTs

28 Al927605 —_— ESTs

31 AW206440 —_— ESTs

32 AW207701 —_— ESTs

33 AW298119 —_— ESTs .

34 AW450675 — ESTs

35 AW665509 —= ESTs

36 AW770087 — ESTs

37 AW954842 —_— ESTs

38 AW967092 — ESTs

39 BE465877 — ESTs

40 BE972639 —_— ESTs

41 BF055352 ESTs

43 BF115786 _— ESTs

44 BF115815 - ESTs

46 BF514975 — ESTs

47 BF589232 — ESTs

48 BF844863 — ESTs

51 BF691045 — ESTs, Moderately similar to ALU5_ HUMAN ALU SUBFAMILY SC
SEQUENCE CONTAMINATION WARNING ENTRY

52 AW167424 — ESTs, Moderately similar to ALU§_ HUMAN ALU SUBFAMILY SX
SEQUENCE CONTAMINATION WARNING ENTRY

53 AI535737 — ESTs, Weakly similar to 1901303A Leu zipper protein p40

55 AA355403 — ESTs, Weakly similar to ALUT_HUMAN ALU SUBFAMILY J
SEQUENCE CONTAMINATION WARNING ENTRY

56 Al734258 — ESTs, Weakly similar to ALUT_HUMAN ALU_SUBFAMILY J
SEQUENGE CONTAMINATION WARNING ENTRY

57 Al859463 — ESTs, Weakly similar to ALU1_HUMAN ALU SUBFAMILY J
SEQUENCE CONTAMINATION WARNING ENTRY

58 AW103300 —_— ESTs, Weakly similar to ALU4_ HUMAN ALU SUBFAMILY SB2
SEQUENCE CONTAMINATION WARNING ENTRY

60 N79601 — _ESTs, Weakly similar to similar to KIAA0766

61 AA069120 - ESTs, Weakly similar to T08725 probable finger protein
DKFZp566F123.1

62 AlI357655 - ESTs, Weakly similar to unnamed protein product

63 AA012917 - glucose phosphate isomerase

65 AA173223 — Homo sapiens cDNA FLJ12048 fis, clone HEMBB1001990

66 AA827892 e Homo sapiens cDNA FLJ12683 fis, clone NT2RM4002457

67 R17062 _— Homo sapiens cDNA FLJ35328 fis, clone PROST2013531.
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68 T86159 — Homo sapiens ¢cDNA: FLJ22063 fis, clone HEP10326

70 AA573901 -— Homo sapiens ¢cDNA: FLLJ23270 fis, clone COL10309, highly
similar to HSU33271 Human normal keratinocyte mRNA

71 AY034469 - Homo sapiens clone BGL2 mRNA sequence

72 W01876 — Homo sapiens full length insert cDNA clone ZC66F06

73 AL360145 -— Homo sapiens mRNA full length insert ¢cDNA clone EUROIMAGE
839551.

74 AL831886 -_— Home sapiens mRNA; cDNA DKFZp547B198 (from clone
DKFZp547B198)

75 BG330520 _— Homo sapiens mRNA; cDNA DKFZp762B195 (from clone
DKFZp762B195)

77 AK025762 -— hypothetical protein FLJ22609

78 AB046808 —_— KIAA1588 protein

79 BF665706 -_— lacrimal proline rich protein

83 NM_173714 _ NADH dehydrogenase 6

84 BF438014 — pleiotropic regulator 1 (PRL1, Arabidopsis homolog)

85 Al417268 e RNA-binding protein (autoantigenic)

87 AW069181 — sterile—alpha motif and leucine zipper containing kinase AZK

88 AF188679 —_— voltage—gated sodium channel type XI alphasubunit

920 NM_022568 ALDHB8A1 aldehyde dehydrogenase 12

91 ~ M21154 AMD1 adenosylmethionine decarboxylase 1

92 NM_024668 ANKHD1 ankyrin repeat and KH domain containing 1

93 NM_017664 ANKRD10 ankyrin repeat domain 10

95 NM_006803 AP3M2 adaptor-related protein complex 3, mu 2 subunit

98 BC007934 ARMCS armadillo repeat containing 8

99 AL121883 ARMCX3 ALEX3 protein

100 AB037797 ARRDGC3 arrestin domain containing 3

101 NM_001674 ATF3 activating transcription factor 3 long isoform

102 AF225981 ATP2C1 calcium transport ATPase ATP2C1

103 BCO001867 ATPIF1 ATPase inhibitory factor 1

104 N95564 B3GALTS UDP-Gal:betaGal beta 1,3—galactosyltransferase polypeptide 6

105 Al373643 BCCIP BRCA2 and CDKN1A interacting protein

107 NM.001731 BTG1 B—cell translocation protein 1

108 BC044661 GC100rf93 chromosome 10 open reading frame 93

109 AlI346504 C140rf109 chromosome 14 open reading frame 109

110 NM_024558 C140rf138 chromosome 14 open reading frame 138

113 Al264325 Ctlorfl9 chromosome 1 open reading frame 19

114 AV700696 Clorfdl chromosome 1 open reading frame 41

115 AlI199589 C200rf67 chromosome 20 open reading frame 67

117 BC003648 Cdorfls chromosome 4 open reading frame 15

118 BC036049 Cborf157 chromosome 6 open reading frame 157

120 AL008730 C6orfd chromosome 6 open reading frame 4

121 AU116818 C9orfl10 chromosome 9 open reading frame 10

122 BC041970 C9orfi122 chromosome 9 open reading frame 122

123 BC022435 CYorf4t chromosome 9 open reading frame 41

125 NM_001753 CAV1 caveolin 1

126 AV700298 CD44 CD44 antigen (homing function and Indian blood group system)

128 AL138875 CDADCI1 protein kinase NYD—-SP15, cytidine and dCMP deaminase domain
containing 1

130 AL049782 CGo12 hypothetical gene CG012

131 Al913146 CGI-72 CGI-72 protein

132 NM_001277 CHKA choline kinase alpha

133 BG394042 CIP29 cytokine induced protein 29 kDa

134 NM_006079 CITED2 Cbp/p300-interacting transactivator, withGlu/Asp-rich carboxy—
terminal domain, 2 :

135 AF212224 CLK4 CLK4

136 AW449353 CNOT3 CCR4-NOT transcription complex, subunit 3

137 NM_054026 CNOT7 CCR4~NOT transcription complex, subunit 7,isoform 2

138 BF725688 COP1 constitutive photomorphogenic protein

140 Al376724 COox11 COX11 homolog, cytochrome ¢ oxidase assembly protein (veast)

141 BE747815 CRI2 CREBBP/EP300 inhibitor 2

144 AF017061 CUL5 cullin §

145 BE857467 CWF19L.2 CWF19-like 2, cell cycle control (S. pombe)

146 AA063608 CXorf38 chromosome X open reading frame 38
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147 NM_001554 CYR61 cysteine—rich, angiogenic inducer, 61
148 D83768 D8S2298E  reproduction 8
149 NM_000574 DAF decay accelerating factor for complement (CD55,Cromer blood
group system)
150 NM_020667 DC36/L.0C5 COBW-like placental protein/COBW-like protein/COBW domain
5871/CBWD containing 2
2/L.0C22086
9
151 AW292751 DDHD2 DDHD domain containing 2
153 H67762 DHX30 DEAH (Asp—Glu—Ala—His) box polypeptide 30
154 NM_001357 DHX9 DEAH (Asp—Glu—Ala—His) box polypeptide 9
155  AL136732 DKFZp434i16 hypothetical protein DKFZp43411610
10
159  AU146550 DOCK9 dedicator of cytokinesis 9
160 AV734194 DPP8 dipeptidylpeptidase 8
162 NM_006052 DSCR3 Down syndrome critical region protein 3
163 BC002671 DUSP4 dual specificity phosphatase 4
165 AW274018 EDG7 endothelial differentiation, lysophosphatidic acid G—protein—
coupled receptor, 7
166 AF099032 EED embryonic ectoderm development protein shortisoform
167 BF978647 EFG1 mitochondrial elongation factor G1
168 BF516289 EIF4AE2 eukaryotic translation initiation factor 4E member 2
170  AKO002010 EPC2 enhancer of polycomb homolog 2 (Drosophila)
171 AA193515 ESD esterase D/formylglutathione hydrolase
172 Al440495 FAM36A family with sequence similarity 36, member A
174 AK024690 FBXL.20 hypothetical protein LOC90110
175 NM_025133 FBXO11 F-box protein 11
176 BCO005147 FKBP1A FK506-binding protein 1A (12kD)
179 U58658 FLJ10385 hypothetical protein FLJ10385
180 AI608836 FLJ10420 hypothetical protein FLJ10420
181 AKO094203 FLJ10726 hypothetical protein FLJ10726
184  AL117451 FLJ12666 hypothetical protein FLJ12666
185 BC037529 FLJ13105 hypothetical protein FLJ13105
186  AL_831839 FLJ20054 family with sequence similarity 31, member B
187 BCO015325 FLJ20125 hypothetical protein FLJ20125
188 NM_017875 FLJ20551 hypothetical protein FLJ20551
189 W72333 FLJ21657 hypothetical protein FLJ21657
190 BC029445 FLJ22490 hypothetical protein FLJ22490
191 AL.534095 FLJ23091 putative NFkB activating protein 373
192  AI632212 FLJ25070 U11/U12 snRNP 65K protein
193 BF439533 FLJ32810 hypothetical protein FLJ32810
194 NM_024724 FLJ35036 hypothetical protein FLJ35036
196  AIO093963 FLJ38944 hypothetical protein FLJ38944
197 NM_016534 FLJ39616 apoptosis—related protein PNAS-1
198 AA156865 FUBP1 far upstream element (FUSE) binding protein 1
200 NM_002044 GALK2 galactokinase 2
201 AKO000478 GARNL4 GTPase activating Rap/RanGAP domain—like 4
202 AF003934 GDF15 growth differentiation factor 15
203  AL.049933 GNAI1 guanine nucleotide binding protein (G protein), alpha inhibiting
. activity polypeptide 1
204 NM_022036 - GPRC5C G protein—coupled receptor, family C, group 5,member C, isoform
a, precursor
205 NM_004490 GRB14 growth factor receptor—bound protein 14
206 AI241331 GTF3A general transcription factor IlIA
207 AL096814 GUCA1B guanylate cyclase activator 1B (retina)
208  AW297143 HBS1L HBS1 (S. cerevisiae)-like
209 AU150825 HELLS helicase, lymphoid—specific
211 Al243268 HIAT1 . hippocampus abundant transcript 1
212 AA126793 HNRPC heterogeneous nuclear ribonucleoprotein G (C1/C2)
213 NiM_018952 HOXB6 homeo box B6
214 BF965447 HSPD1 heat shock 60kDa protein 1 (chaperonin)
215  AI417785 HSZFP36 ZFP-36 for a zinc finger protein
216  NM_004507 HUS1 HUS1 (S. pombe) checkpoint homolog
217 BE300521 INSIG1 insulin induced gene 1
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220 Al814405 JMY junction—mediating and regulatory protein

221 NM_014898 KIAA0961 zinc finger protein KIAA0961

222 AL136808 KIAA0998 KIAA0998 protein

223 NM_015694 KIAA1285 KIAA1285 protein

224 Al633734 KIAA1712 KIAA1712 protein

225 Al814587 KIAA1715 KIAA1715 protein

226 AA833716 KIAA1970 KIAA1970 protein

228 AF132818 KLF5 Kruppel-like factor 5 (intestinal)

229 Al935246 KPNA4 karyopherin alpha 4 (importin alpha 3)

232 AW205739 LOC127253 hypothetical protein BC009514

234 BE141355 LOC163590 AF464140

235 BG400596 LOC202781 hypothetical protein LOC202781

236 BF513233 LOC284952 hypothetical protein LOC284952

237 BU561160 LOC285429 hypothetical protein LOC285429

238 AL122103 LOC374491 TPTE and PTEN homologous inositol lipid phosphatase

: pseudogene

239 AW057589 LOC401097 similar to LOC166075

240 AF070596 LOC57146  promethin

241 NM_022090 LOC63920 transposon—derived Buster3 transposase—like

242 BE966628 LOC63929  hypothetical protein LOC63929

243 AA081007 LOC90321  hypothetical protein LOC90321

244 BE541042 LOC90333 hypothetical protein .OC90333

245 BC033148 LOC96610  hypothetical protein similar to KIAA0187 gene product

246 NM_024937 LRP12 low density lipoprotein—related protein 12

247 AA843132 LZTFL1 leucine zipper transcription factor-like 1

249 AWO005982 MALAT1 histone deacetylase 3

251 NM_015846 MBD1 methyl-CpG binding domain protein 1, isoform 1

252 BF512200 MBNL1 muscleblind-like (Drosophila)

253 BE328496 MBNL2 muscleblind-like 2 (Drosophila)

256 BC004284 MGGC10850 hypothetical protein MGC10850

260 BC019340 MGC12965 similar to Cytochrome ¢, somatic

261 Al932618 MGC13057 hypothetical protein MGC13057

263  .AL533103 MGC16037 laminin, beta 1

264 AA463853 MGC2747 hypothetical protein MGC2747

266 BC004191 MGC3248 dynactin 4

267 AA861435 MGC47869 hypothetical protein MGC47869

268 NM_025001 MGC72244 similar to Bifunctional methylenetetrahydrofolate
dehydrogenase/cyclohydrolase, mitochondrial precursor

270 NM_000247 MICA MHC class I chain—related gene A protein

271 AF117233 MKRN1 makorin, ring finger protein, 1

272 NM_014381 MLH3 mutL (E. coli) homolog 3

274 AW104453 MMD monocyte to macrophage differentiation—associated

275 BC029395 MPHOSPH6 M-phase phosphoprotein 6

276 BC000756 MRPL4 mitochondrial ribosomal protein L4

277 BG028213 MRPL50 mitochondrial ribosomal protein L50

278 BF438352 MRRF mitochondrial ribosome recycling factor

282 AL035689 NCOA7 nuclear receptor coactivator 7

283 BC012888 NDST1 N—deacstylase/N—sulfotransferase (heparan glucosaminyl) 1

284 Al078167 NFKBIA nuclear factor of kappa light polypeptide gene enhancer in B—cells
inhibitor, alpha

285 NM_002507 NGFR nerve growth factor receptor (TNFR superfamily, member 16)

288 AF267856 NPDO014 NPDO014 protein

289 X03348 NR3C1 nuclear receptor subfamily 3, group G, member 1 (glucocorticoid
receptor)

290 NM_006186 NR4A2 nuclear receptor subfamily 4, group A, member 2

291 AF191653 NUDT4 nudix (nucleoside diphosphate linked moiety X)-type motif 4

292 NM_006185 NUMA1 nuclear mitotic apparatus protein 1

293 NM_018170 P15RS hypothetical protein FLJ10656

295 AAT22878 p30 . nuclear protein p30

296 Al984479 PAPOLA polv(A) polymerase alpha

297 AL833445 PARGI1 PTPL1-associated RhoGAP 1

298 BC040953 PEX13 peroxisome biogenesis factor 13

299 AW084068 PFAAP5 phosphonoformate immuno—associated protein 5

300 NM_002622 PFDNT1 prefoldin 1
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301 NM_024989 PGAP1 GPI deacylase

302 BE544837 PHF19 PHD finger protein 19

305 NM_006622 PLK2 polo-like kinase 2 (Drosophila)

307 BC000487 POMZP3 POM (POM121 homolog, rat) and ZP3 fusion

308 BF446912 PPA2 inorganic pyrophosphatase 2

" 310 AJ271832 PPMiB protein phosphatase 1B (formerly 2G), magnesium-dependent,

beta isoform

311 AF118073 PRDX3 peroxiredoxin 3

313 AA526970 PROO0149 PRO00149 protein

314 NM_018333 PRPF39 PRP39 pre—-mRNA processing factor 39 homolog (yeast)

315 NM_003913 PRPF4B PRP4 pre—-mRNA processing factor 4 homolog B (yeast)

316  AL523904 PSMA2 proteasome (prosome, macropain) subunit, alpha type, 2

317 NM_021190 PTBP2 polypyrimidine tract binding protein 2

318 H63435 PTDO12 PTDO012 protein

319 U48296 PTP4A1 protein tyrosine phosphatase type IVA, member 1

320 AF262027 RAD23B RAD23 homolog B (S. cerevisiae)

322 NM_016290 RAP80 receptor associated protein 80

327 NM_018372 RIF1 receptor—interacting factor 1

328 Al761728 RNASE4 ribonuclease, RNase A family, 4

329 AL530869 RNU22 RNA, U22 small nucleolar

330 N58513 RP42 RP42 homolog

331 AW057781 RPL10 ribosomal protein L10

332 AK025866 RPL28 ribosomal protein L28

333 BC001663 RPL31 similar to ribosomal protein L31

334 AK094652 RPS20 ribosomal protein S20

335 AW024383 RPS21 ribosomal protein S21

336 BF431363 RPS28 ribosomal protein S28

337 AW118862 RREB1 ras responsive element binding protein 1

338 NM_006379 SEMA3C sema domain, immunoglobulin domain (Ig), shortbasic domain,

_ secreted, (semaphorin) 3C

339 NM_004630 SF1 zinc finger protein 162, splicing factor 1

340 130884 SFRSH splicing factor, arginine/serine-rich 5

341 NM_003020 SGNE1 secretory granule, neuroendocrine protein 1 (7B2protein)

342 NM_004694 SLC16A6 solute carrier family 16 (monocarboxylic acidtransporters),
member 6

344 AA044835 SLC35F5 solute carrier family 35, member F5

345 NM_002394 SLC3A2 solute carrier family 3 (activators of dibasic and neutral amino
acid transport), member 2

346 BC027454 SLD5 SILD5 homolog

349 AF356353 SPIN2 spindlin—like protein 2

350 NM_006948 STCH stress 70 protein chaperone,microsome-associated, 60kD

351 NM_003599 SUPT3H suppressor of Ty (S.cerevisiae) 3 homolog

353 NM_003186 TAGLN transgelin

356 Al034387 - TBC1D8 TBC1 domain family, member 8 (with GRAM domain)

358 AAT79795 TEF thyrotrophic embryonic factor

361 NM_003246 THBS1 thrombospondin 1

362 BCO015944 TIA1 TIA1 cytotoxic granule—associated RNA binding protein

363 BF314746 TIGA1 TIGA1

364 NM_012339 TM4SF15 transmembrane 4 superfamily member 15

367 Al262560 TNRC5 trinucleotide repeat containing 5

369 NM_004620 TRAF6 TNF receptor—associated factor 6

370 W73788 TTC14 tetratricopeptide repeat domain 14

373 NM_023010 UPF3B UPF3 regulator of nonsense transcripts homolog B (yeast)

374 Al961429 UQGCRC2 ubiquinol—cytochrome ¢ reductase core protein Il

377  AU150319 VAMP1 vesicle—associated membrane protein 1 (synaptobrevin 1)

378 NM_015836 WARS2 tryptophanyl tRNA synthetase 2 (mitochondrial)

379 BC030654 WDR20 WD repeat domain 20

380 NM_018031 WDR6 WD repeat domain 6

381 T79870 WRNIP1 Werner helicase interacting protein 1

382 BF679507 WTAP Wilms tumor 1 associated protein

383 H28667 ZAK sterile alpha motif and leucine zipper containing kinase AZK

384 AP000693 ZCWGCGC3 zinc finger, CW—type with coiled—coil domain 3

387  AI811577 ZNF1i184 zinc finger protein 184 (Kruppel-like)

388 AC074331 ZNF227 zinc finger protein 227
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389 NM_005741 ZNF263 zinc finger protein 263
390 AAB868898 ZNF266 zinc finger protein 266
391 AF254083 ZNF278 zinc finger protein 278
393 NM_024106 ZNF426 zinc finger protein 426
395 NM_024341 ZNF557 zinc finger protein 557
396 BF061829 ZNF567 zinc finger protein 567
399 BF509566 ZXDA/ZXDB zinc finger, X-linked, duplicated A/zinc finger, X—linked, duplicated
B
400 AL 080063 2773 zinc finger, ZZ domnain containing 3
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401 BC001627 - 2-hydroxyphytanoyl-CoA lyase

402 Al459194 - early growth response 1

403  AA888858 -— ESTs

404 BE620739 -— ESTs

405  AA534526 — ESTs

406  Al769745 —— ESTs

407 N95414 -— ESTs

408 BG499974 —_— ESTs

409 BE501881 —— ESTs

410  AW082208 —_— ESTs

411 Al656807 —_— ESTs

412 BE672700 —— ESTs

413 AA156238 —_— ESTs

414  Al948456 - ESTs

415 Al810826 - ESTs

416  AA564926 - ESTs

417 AW242920 —_— ESTs

418 BF114967 -— ESTs

419  AAB833832 —— ESTs

420 Al769269 - ESTs

421 Al452595 - ESTs

422  AW965494 -_— ESTs

423 AA227879 —_— ESTs

424 BF447112 - ESTs

425  Al452512 -— ESTs

426  AA954994 —— ESTs

427  AI798207 -— ESTs

428  AA768884 — ESTs

429 BF109906 - ESTs

430 BG054833 —_— ESTs

431 AA813336 — ESTs

432 BF115851 — ESTs

433 BF739841 - ESTs

434  Al332476 -_— ESTs

435 Al743120 — ESTs ’

436 BE645154 - ESTs, Moderately similar to ALUS_HUMAN ALU SUBFAMILY SX
SEQUENCE CONTAMINATION WARNING ENTRY

437 AA889954 - ESTs, Moderately similar to ALUC_HUMAN, ALU CLASS C
WARNING ENTRY

438 AA843122 - ESTs, Weakly similar to ALUT_HUMAN ALU SUBFAMILY J
SEQUENCE CONTAMINATION WARNING ENTRY

439 BG252318 e ESTs, Weakly similar to ALU2_ HUMANN ALU SUBFAMILY SB

. SEQUENCE CONTAMINATION WARNING ENTRY

440  Al983432 S ESTs, Weakly similar to ALUC_HUMAN, ALU CLASS C WARNING

’ ENTRY

441 AA805633 — Homo sapiens ¢cDNA FLJ10500 fis, clone NT2RP2000369

442 AK021551 — Homo sapiens ¢cDNA FLJ11489 fis, clone HEMBA1001915

443 AU157441 - Homo sapiens cDNA FL.J13558 fis, c lone PLACE1007743

444 BF692729 e Homo sapiens cDNA FLJ14214 fis, clone NT2RP3003576.

445 AK056720 — Homo sapiens ¢cDNA FLJ32158 fis, c lone PLACE6000231.

446  AK057627 — Homo sapiens cDNA FLJ33065 fis, c lone TRACH2000081.

447  AK096932 e Homo sapiens cDNA FLJ39613 fis, clone SKNSH2009357.

448 Al085361 — Homo sapiens ¢cDNA: FLJ21561 fis, clone COL06415

449  AL521247 - Homo sapiens ¢cDNA: FL.J23285 fis, clone HEP09071

450 ' AL833123 - Homo sapiens mRNA; cDNA DKFZp3 13C0432 (from clone
DKFZp313C0432)

451 AW192692 - Homo sapiens mRNA; cDNA DKFZp4-34N2116 (from clone
DKFZp434N2116)

452 BC024936 — Homo sapiens, clone IMAGE:4389310, mRNA

453 BC042959 B ~ Homo sapiens, clone IMAGE:5285801 , mRNA

454 BC009590 - Homo sapiens, Similar to neuronal thread protein, clone
IMAGE:4102657, mRNA '

455 NM_138474 —_— hypothetical protein BC008631

456 Al928342 —— hypothetical protein FLJ22316
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457 NM_024599 —_— hypothetical protein FLJ22341

458 AL566069 - hypothetical protein FLJ23142

459 AL041728 - KIAA1298 protein

460 BG150485 - KIAA1719 protein

461 AV724183 - lysophosphatidic acid acyltransferase—delta

462 AF132198 — PRO1405

463 BG571343 - Tara-like protein

464 AW024350 - tumor protein, translationally—controlled 1

465 NM_003349 _— ubiquitin—conjugating enzyme E2 variant 1,isoform b

466 BC008122 — unknown (protein for MGGC:18053)

467  AF277184 ABGCB10 ATP-binding cassette, sub—~family B (MDR/TAP), member 10

468 Al948503 ABGC4 ATP-binding cassette, sub—family C (CFTR/MRP), member 4

469 Al860341 ACAA1 acetyl-Coenzyme A acyltransferase 1 (peroxisomal 3—oxoacyl—-
Coenzyme A thiolase)

470 BE855983 ACACA acetyl-Coenzyme A carboxylase alpha

471 U18197 ACLY ATP citrate lyase

472 NM_001098 ACO2 aconitase 2, mitochondrial

473 NM_016234 AGSL5 acyl-CoA synthetase long—chain family member 5

474 AL532341 ACTR1A ARP1 actin-related protein 1 homolog A, centractin alpha (yeast)

475 NM_000666 ACY1 aminoacylase 1

476 NM_018446 AD-017 glycosyltransferase AD-017

477 NM_020679 AD023 ADO023 protein

478 AF033861 ADCY3 type Il adenylyl cyclase

479 NM_019903 ADD3 adducin 3 (gamma)

480 Al651212 ADRBK2 adrenergic, beta, receptor kinase 2

481 BF248364 AF15Q14 AF15q14 protein

482 BF688144 AGPS alkylglycerone phosphate synthase

483 NM_015239 AGTPBP1 ATP/GTP binding protein 1

484 NM_006621 AHCYL1 S—adenosylhomocysteine hydrolase-like 1

485 AW117717 AHSA2 AHAI1, activator of heat shock 90kDa protein ATPase homolog 2
(veast)

486 BF511276 AKAP12 A kinase (PRKA) anchor protein (gravin) 12

487 NM_006066 AKR1A1 aldo—keto reductase family 1, member Al (aldehyde reductase)

488 NM_003689 AKR7A2 aldo—keto reductase family 7, member A2 (aflatoxin alde hyde
reductase)

489 NM_000693 ALDH1A3 aldehyde dehydrogenase 1 family, member A3

490 AB038950 ALS2CR2 amyotrophic lateral sclerosis 2 (juvenile) chromosome region,
candidate 2

491 AA604393 ANAPC4 anaphase promoting complex subunit 4

492 AL137586 ANAPC7 anaphase promoting complex subunit 7

493 NM_001147 ANGPT2 angiopoietin 2

494 NM_020987 ANK3 ankyrin 3, node of Ranvier (ankyrin G)

495 Alg26110 ANKRD16 ankyrin repeat domain 16 .

496 AW002399 ANKRD5 ankyrin repeat domain 5

497 AF279145 ANTXR1 anthrax toxin receptor 1

498 NM_001153 ANXA4 annexin A4

499 NM_001155 ANXA6 annexin A6

500 AC006942 AP2A1 adaptor—related protein complex 2, alpha 1 subunit

501 BE964704 AP4E1 adaptor-related protein complex 4, epsilon 1 subunit

502 NM_001640 APEH N—acylaminoacyl-peptide hydrolase

503 NM_006395 APGITL APG7 autophagy 7-like (S. cerevisiae)

504 NM_021822 APOBEC3G apolipoprotein B mRNA editing enzyme, catalytic polype ptide—like
3G

505 NM_003905 APPBP1 amyloid beta precursor protein binding protein 1, 59%kDa

506  AA046411 APPBP2 amyloid beta precursor protein (cytoplasmic tail)-bindins protein

507 BC024312 ARC92 ARGC/mediator transcriptional coactivator subunit

508 BG249305 ARCH archease

509 NM_015320 ARHGEF4 Rho guanine nucleotide exchange factor (GEF) 4

510 BE890745 ARL1 - ADP-ribosylation factor-like 1

511 NM_022838 ARMCX5 armadillo repeat containing, X—linked 5

512 BC015207 ARP3BETA actin—related protein 3-beta

513 AB020982 ASH2L ash2 (absent, small, or homeotic)-like (Drosophila)

514 NM_000048 ASL argininosuccinate lyase

515 AF289489 ASPH aspartate beta—hydroxylase

516 NM_018123 ASPM asp (abnormal spindle)-like, microcephaly associated (Dxosophila)
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517 NM_025080 ASRGLI1 asparaginase like 1

518 NM_014109 ATAD2 ATPase family, AAA domain containing 2

519 BF475862 ATP11C ATPase, Class V], type 11C

520 AA805753 ATP2A2 ATPase, Cat+ transporting, cardiac muscle, slow twitch 2

521 BE798517 ATP5D ATP synthase, H+ transporting, mitochondrial F1 complex, delta
subunit

522 AL080089 ATP5G1 ATP synthase, H+ transporting, mitochondrial FO complex, subunit
¢ (subunit 9), isoform 1

523 AW195882 ATP5S ATP synthase, H+ transporting, mitochondrial FO complex, subunit
s (factor B)

524 AB032963 ATP8B2 ATPase, Class |, type 8B, member 2

525 AB014511 ATPY9A ATPase, Class II, type 9A

526 U49844 ATR ataxia telangiectasia and Rad3 related

527 . NM_002973 ATXN2 ataxin 2

528 BF000175 AZI2 5-azacytidine induced 2

529 AL578487 BATS HLA-B associated transcript 5

530 NM_024649 BBS1 Bardet—Biedl syndrome 1

531 Al683802 BBS7 Bardet-Bied| syndrome 7

532 NM_003766 BECNT1 beclin 1 (coiled—coil, myosin—like BCL2 interacting protein)

533 BC003179 BENE BENE protein

534 Al457436 BMPR2 bone morphogenetic protein receptor, type Il (serine/threonine
kinase)

535 D38553 BRRN1 barren homolog (Drosophila)

536 NM_004725 BUB3 BUB3 budding uninhibited by benzimidazoles 3 homolog (yeast)

537 BE962354 C100rf6 chromosome 10 open reading frame 61

538 NM_024789 C100rf77 chromosome 10 open reading frame 77

539 N23586 C100rf78 chromosome 10 open reading frame 78

540 NM_017615 C100rf86 chromosome 10 open reading frame 86

541 NM_017905 C13orfll chromosome 13 open reading frame 11

542 NM_017815 C14orfo4 chromosome 14 open reading frame 94

543 NM_031213 C19orf27 chromosome 19 open reading frame 27

544 NM_030934 Clorf25 novel protein similar to archaeal, yeast andworm N2,N2-
dimethylguanosine tRNA methyltransferase

545 NM_016546 C1RL complement component 1, r subcomponent-like

546 AW303865 C200rf22 chromosome 20 open reading frame 22

547  NM_153203 C21orf74 chromosome 21 open reading frame 74

548- NM_024053 C220rf18 chromosome 22 open reading frame 18

549 U72514 C2F C2f protein

550 NM_016085 C20rf28 apoptosis related protein APR-3

551 AI307615 C5orf3 chromosome 5 open reading frame 3

552 AL031778 C6orf130 chromosome 6 open reading frame 130

553 Al761518 C6orf133 chromosome 6 open reading frame 133

554 Al052103 C6orfi70 chromosome 6 open reading frame 170

555 NM_024573 C6orf211 chromosome 6 open reading frame 211

556 AF348513 CTorf2 chromosome 7 open reading frame 2

557 NM_024315 C7orf23 chromosome 7 open reading frame 23

558 AF260336 C7orf35 chromosome 7 open reading frame 35

559 BF031819 CYorfa1 chromosome 9 open reading frame 41

560 NM_018465 CYorf46 chromosome 9 open reading frame 46

561 AF153415 C9orfd chromosome 9 open reading frame 5

562 BE783949 C9orf86 chromosome 9 open reading frame 86

563 BC004331 C9orf99 chromosome 9 open reading frame 99

564 NM_004341 CAD carbamoyl-phosphate synthetase 2, aspartate transcarbamylase,
and dihydroorotase

565 NM_004702 CCNE2 cyclin E2

566 NM_001239 CCNH cyclin H

567 X69397 CcD24 CD24 antigen (small cell lung carcinoma cluster 4 antigen)

568 NM_003903 CDGC16 CDC16 cell division cycle 16 homolog (S. cerevisiae)

569 AF277724 cDC25C cell division cycle 25C

570 NM_001256 cDGC27 cell division cycle 27

571 NM_006035 CDC42BPB CDC42 binding protein kinase beta (DMPK-like)

572 NM_001254 CDC6 CDC6 cell division cycle 6 homolog (S. cerevisiae)

573 NM_004935 CDK5 cyclin—dependent kinase 5 .

574 NM_024491 Cep70 p10-binding protein

575 AF005775 CFLAR CASP8 and FADD-like apoptosis regulator

106



WO 2006/036025

PCT/JP2005/018574

EAES TPz e Gene Symbol BEFA

576 NM_016053 CGI-116 CGI-116 protein

577 NM_015954 CGI-26 CGI~26 protein

578 NM_016001 CGl-48 CGI-48 protein

579 NM_016033 CGI-90 CGI-90 protein

580 AF113700 CHURC1 churchill domain containing 1

581 AL519818 CIRH1A cirrhosis, autosomal recessive 1A (cirhin)

582 NM_016951 CKLF chemokine—like factor

583 BE551219 CLDN18 claudin 18

584 AF005422 CLNS1A chloride channel, nucleotide—sensitive, 1A

585 AA207013 GLUAP1 clusterin associated protein 1

586 NM_018686 CMAS cytidine monophosphate N—acetylneuraminic acid synthetase

587 AK022511 CNAP1 chromosome condensation—related SMC—associated protein 1

588 NM_014516 CNOT3 CCR4~-NOT transcription complex, subunit 3

589 BC007230 GOCH coagulation factor C homolog, cochlin (Limulus polyphemus)

590 U24105 COPA coatomer protein complex, subunit alpha

591 NM_016035 coQ4 coenzyme Q4 homolog (yeast)

592 AL578583 CORT cortistatin

593 AW170571 CPNE2 copine Il

594 NM_014427 CPNE7 copine VII

595 NM_003851 CREGI1 cellular repressor of E1A—stimulated genes 1

596 BF540954 CRIPT postsynaptic protein CRIPT

597 NM_004750 CRLF1 cvtokine receptor—like factor 1

598 AK001293 CRYZLA1 crystallin, zeta (quinone reductase)-like 1

599 NM_001893 CSNK1D casein kinase 1, delta

600 NM_001321 CSRP2 cysteine and glycine—rich protein 2

601 AA584310 CTHRC1 collagen triple helix repeat containing 1

602 Al184512 CTMP C—terminal modulator protein

603  NM_003798 CTNNALI1 catenin (cadherin—associated protein), alpha—llke 1

604 NM_004937 CTNS cystinosis, nephropathic

605 NM_001905 CTPS CTP synthase

606 NM_003592 CUL1 cullin 1

607 NM_001916 CYCl1 cytochrome c—1

608 BF057059 D15Wsu75e DNA segment, Chr 15, Wayne State University 75, expressed

609 AF271088 DAZ2/DAZ4/D deleted in azoospermia 2/deleted in azoospermia 4/deleted in

. AZ/DAZ3 azoospermia/deleted in azoospermia 3

610 AAT22799 DCBLD2 discoidin, CUB and LCCL. domain containing 2

611 BC002746 DCI dodecenoyl-Coenzyme A delta isomerase (3,2 trans—enoyl—-
Coenzyme A isomerase) -

612  NM_003887 DDEF2 ADP-ribosylation factor[arfl-directed GTPaseactivating protein

613 AB018268 DDHD2 DDHD domain containing 2

614  AA156797 DDX5 ‘DEAD (Asp—Glu—Ala—Asp) box polypeptide 5

615 NM_001359 DECRI1 2,4~dienoyl CoA reductase 1, mitochondrial

616 BF062547 DEPC-1 prostate cancer antigen—1

617 AA447709 DJ12208.2 hypothetical protein dJ12208.2

618 NM_030954 DKFZP564A022 hypothetical protein DKFZp564A022

619 BC002571 DKFZP5640243 DKFZP5640243 protein

620 NM_018410 DKFZp762E131 hypothetical protein DKFZp762E1312

2

621 AW299740 DLAT dihydrolipoamide S—acetyltransferase (E2 component of pyruvate
dehydrogenase complex)

622 AA905286 DLEU2 deleted in lymphocytic leukemia, 2

623 S72422 DLST dihydrolipoamide S—succinyltransferase (E2 component of 2~oxo—
glutarate complex)

624 NM_004405 DLX2 distal~-less homeo box 2

625 AA040332 DLX6 distal-less homeo box 6

626 NM_005509 DMXLA1 Dmx-like 1

627 BF591419 DNAJCI1 DnadJ (Hsp40) homolog, subfamily C, member 1

628 AF250307 DNCI2 dynein, cytoplasmic, intermediate polypeptide 2

629 BF001267 DOCK7 dedicator of cytokinesis 7

630 AB035745 DSCR5 Down syndrome critical region gene 5

631 NM_012145 DTYMK deoxythymidylate kinase (thymidylate kinase)

632  BG005047 DUSP6 dual specificity phosphatase 6

633 BG502305 DZIP3 zine finger DAZ interacting protein 3

634 NM_018456 EAF2 ELL associated factor 2

635 NM_004092 ECHS1 enoyl Coenzyme A hydratase, short chain, 1, mitochondrial
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636 NM_018098 ECT2 epithelial cell transforming sequence 2 oncogene

637 BF001312 EEF2K eukaryotic elongation factor-2 kinase

638 Al123320 EIF3S10 eukaryotic translation initiation factor 3, subunit 10 theta,

150/170kDa

639 NM_018091 ELP3 elongation protein 3 homolog (S. cerevisiae)

640 AlI963713 ENAH enabled homolog (Drosophila)

641 NM_001977 ENPEP glutamyl aminopeptidase (aminopeptidase A)

642 Al652872 EPB41L5 ervthrocyte membrane protein band 4.1 like 5

643 X97671 EPOR erythropoietin receptor

644 NM_012291 ESPLI1 extra spindle poles like 1 (S. cerevisiae)

645 AF008915 EVI5 ecotropic viral integration site 5

646 NM_002685 EXOSC10 exosome component 10, polymyositis/scleroderma autoantigen 2

(100kD)

647 AF281132 EXOSG3 exosome component 3, Rrp40

648 NM_004456 EZH2 enhancer of zeste homolog 2 (Drosophila)

649 NM_000137 FAH fumarylacetoacetate hydrolase (fumarylacetoacetase)

650 NM_016044 FAHD2A fumarylacetoacetate hydrolase domain containing 2A

651 ABO046794 FAM29A family with sequence similarity 29, member A

652 Al697488 FAM45A family with sequence similarity 45, member A

653 AF142481 FBXL5 F-box and leucine-rich repeat protein 5

654 NM_024555 FBXL6 F-box and leucine—rich repeat protein 6

655 BF196856 FBXO16 F-box protein 16

656 AW294765 FBX022 F~box protein 22

657 NM_024735 FBX031 F-box protein 31

658 NM_004110 FDXR ferredoxin reductase

659 U29538 FHLA four and a half LIM domains 1

660 BF439289 FIBCD1 fibrinogen C domain containing 1

661 NM_004214 FIBP fibroblast growth factor (acidic) intracellular binding protein

662 NM_004117 FKBP5 FK506-binding protein 5

663 BC005400 FKSG14 leucine zipper protein FKSG14

664 AKO001717 FLJ10006 hypothetical protein FLJ10006

665 NM_018087 FLJ10407 hypothetical protein FLJ10407

666 NM_018172 FLJ10661 hypothetical protein FLJ10661

667 W74442 FLJ10719 polymerase (DNA directed), gamma

668 NM_022908 FLJ12442 hypothetical protein FL.J12442

669 NM_022773 FLJ12681 hypothetical protein FLJ12681

670 NM_021927 FLJ13220 hypothetical protein FL.J13220

671 AK091575 FLJ13305 hypothetical protein FLJ13305

672 NM_022744 FLJ13868 hypothetical protein FLJ13868

673 D80480 FLJ14624 hypothetical protein FLJ14624

674 Al884627 FLJ14639 nuclear factor of activated T—cells, cytoplasmic, calcineurin—-
: dependent 2 interacting protein

675 Al769794 FLJ14681 hypothetical protein FLJ14681

676 AK098125 FLJ20296 all-trans—13,14~dihydroretinol saturase

677 NM_017777 FLJ20345 hypothetical protein FL.J20345

678 BC010850 FLJ20397 hypothetical protein FLJ20397

679 BC002331 FLJ20487 hypothetical protein FL.J20487

680 NM_017861 FLJ20522 GPIl-mannosyltransferase subunit

681 NM_017910 FLJ20628 hypothetical protein FLJ20628

682 AK025047 FLJ21394 hypothetical protein FLJ21394

683 NM_024604 FLJ21908 hypothetical protein FLJ21908

684 NM_024854 FLJ22028 hypothetical protein FLJ22028

685 NM_024686 FLJ23033 hypothetical protein FLJ23033

686 BM980844 FLJ23825 hypothetical protein FLJ23825

687 AL133053 FLJ23861 hypothetical protein FL.J23861

688 AA252512 FLJ23861 ribulose—5—phosphate—3—epimerase

689 AA054642 FLJ31842 hypothetical protein FLJ31842

690 AV758242 FLJ33167 hypothetical protein FLJ33167

691 Al078279 FLJ35093 FLJ35093 protein

692 BE222618 FLJ35827 metastasis—associated 1-like 1

693 AAB27649 FLJ36445 hypothetical protein FLJ36445

694 NM_004475 FLOT2 flotillin 2

695 188966 FRAP1 FK506 binding protein 12-rapamycin associated protein 1

696  NM_012280 FTSJ1 FtsJ homolog 1 (E. coli)

697 NM_017647 FTSJ3 FtsJ homolog 3 (E. coli)
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698 NM_000402 G6PD glucose—6-phosphate dehydrogenase

699 NM_000152 GAA glucosidase, alpha; acid (Pompe disease, glycogen storage disease
type II)

700 AA554045 GALNT12 UDP-N-acetyl-alpha—D-galactosamine:polypeptide N-
acetylgalactosaminyltransferase 12 (GalNAc-T12)

701 BF063271 GALNT3 UDP-N-acetyl-alpha—~D-galactosamine:polypeptide N—
acetylgalactosaminyltransferase 3 (GalNAc—T3)

702 NM_017423 GALNT7 UDP-N-acetyl-alpha~D—galactosamine:polypeptide N-
acetylgalactosaminyltransferase 7 (GalNAc-T7)

703 NM_014291 GCAT glycine C~acetyltransferase (2—amino—-3—ketobutyrate coenzyme
A ligase)

704 BE326952 GGCX gamma-—glutamyl carboxylase

705 NM_004837 GGPS1 geranylgeranyl diphosphate synthase 1

706 NM_012201 GLG1 Golgi apparatus protein 1

707 NM_002076 GNS glucosamine (N—acetyl)-6-sulfatase (Sanfilippo disease IlID)

708 NM_002080 GOT2 glutamic—oxaloacetic transaminase 2, mitochondrial (aspartate
aminotransferase 2)

709 AA160529 GPATC2 G patch domain containing 2

710 AL157493 GPS2 G protein pathway suppressor 2

711 AK026752 GRHPR glyoxylate reductase/hydroxypyruvate reductase

712 NM_002092 GRSF1 G-rich RNA sequence binding factor 1

713 AV701723 GSPT1 G1 to S phase transition 1

714 NM_000178 GSS glutathione synthetase

715 AL162742 GSTO2 glutathione S—transferase omega 2

716 NM_005316 GTF2H1 general transcription factor IIH, polypeptide 1, 62kDa

717 NM_002103 GYSi glycogen synthase 1 (muscle) ‘

718 AL136923 H17 hypothetical protein H17

719 Al823792 H2AFV H2A histone family, member V

720 NM_000183 HADHB hydroxyacyl-Coenzyme A dehydrogenase/3—ketoacyl-Coenzyme
A thiolase/enoyl-Coenzyme A hydratase, beta subunit

721 NM_005327 HADHSC L-3-hydroxyacyl-Coenzyme A dehydrogenase, short chain

722 AF232772 HAS3 hyaluronan synthase 3

723 BC001465 HBS1L HBS1-like (S. cerevisiae)

724 NM_022346 HCAP-G chromosome condensation protein G

725 NM_017902 HIF1AN hypoxia—inducible factor 1, alpha subunit inhibitor

726 NM_003483 HMGA2 high mobility group AT—hook 2

727 AL539253 HNLF putative NFKkB activating protein HNLF

728 AW137669 HNRPU heterogeneous nuclear ribonucleoprotein U (scaffold attachment
factor A) ’

729 AA618420 HOOK1 Hook homolog 1 (Drosophila)

730 Al743731 HOZFP ovarian zinc finger protein

731 AA219354 HPS3 Hermansky—Pudlak syndrome 3

732 NM_007032 HRIHFB2122  Tara-like protein

733 NM_012262 HS2ST1 heparan sulfate 2—O—sulfotransferase 1

734 NM_014473 HSA9761 putative dimethyladenosine transferase

735 BC002927 HSCARG HSCARG protein

736 NM_017512 HSRTSBETA  rTS beta protein

737 U52144 IDH2 isocitrate dehydrogenase 2 (NADP+), mitochondrial

738 NM_000876 IGF2R insulin—like growth factor 2 receptor

739 BC001903 IL10RB interleukin 10 receptor, beta

740 AF147209 ILF3 interleukin enhancer binding factor 3, 90kDa

741 NM_004517 ILK integrin—linked kinase

742 AY024365 ILKAP integrin—linked kinase—associatedserine/threonine phosphatase
2C

743 NM_006547 IMP-3 IGF-II mRNA-binding protein 3

744 NM_014214 IMPA2 inositol(myo)—1(or 4)-monophosphatase 2

745 AF039217 INVS inversin

746 NM_018085 IPO9 importin 9 .

747 AW271106 IQGAP3 IQ motif containing GTPase activating protein 3

748 NM_018442 IQWD1 IQ motif and WD repeats 1

749 NM_001571 IRF3 interferon regulatory factor 3

750 AL137749 ISYNA1 myo-inositol 1-phosphate synthase A1

751 NM_002204 ITGA3 integrin, alpha 3 (antigen GD49C, alpha 3 subunit of VLA-3
receptor)

752 NM_000213 ITGB4 integrin, beta 4
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753 D26351 ITPR3 inositol 1,4,5—-triphosphate receptor, type 3
754 BC000819 KAT3 kynurenine aminotransferase Il
755 NM_016657 KDELR3 KDEL (Lys—Asp—Glu—Leu) endoplasmic reticulum protein
retention receptor 3
756 AKO025679 KIAA0073 KIAA0073 protein
757 NM_014680 KIAA0100 KIAA0100 gene product
758 NM_014673 KIAA0103 KIAA0103 gene product
759 NM_014730 KIAAD152 KIAAO0152 gene product
760 BC001404 KIAAD0310 KIAA0310
761 BF030508 KIAA0738 KIAA0738 gene product
762 ~ AA522514 KIAA0746 KIAAQ746 protein
763 AL136745 KIAA0853 KIAA0853
764 AK021557 KIAA0971 KIAA0971 protein
765 AW134976 KIAA0984 KIAAQ984 protein
766 NM_014925 KIAA1002 KIAA1002 protein
767 AL137753 KIAA1033 KIAA1033 protein
768 AL137384 KIAA1109 KIAA1109
769 AA156777 KIAA1219 KIAA1219 protein
770 AL136820 KIAA1411 KIAA1411
771 AW664013 KIAA1833 KIAA1833
772 NM_004520 KIF2 kinesin heavy chain member 2
773 uU63743 KIF2C kinesin family member 2C
774 BC000712 KIFC1 kinesin family member C1
775 NM_012311 KIN KIN, antigenic determinant of recA protein homolog (mouse)
776 NM_014315 KLHDGC2 kelch domain containing 2
777 NM_018846 KLHL7 kelch-like 7 (Drosophila)
778 NM_002296 LBR lamin B receptor
779 BC001214 LCMT1 leucine carboxyl methyltransferase 1
780 NM_006893 LGTN ligatin
781 NM_022126 LHPP phospholysine phosphohistidine inorganic pyrophosphate
phosphatase
782 NM_002311 LIG3 ligase IlI, DNA, ATP—dependent
783 NM_004524 LLGL2 lethal giant larvae homolog 2 (Drosophila)
784 NM_005573 LMNB1 lamin B1 .
785 BE328850 LOC116238 hypothetical protein BC014072
786 AA883486 LOC124512 hypothetical protein LOC124512
787 BF055289 LOG129531 hypothetical protein BC018453
788 NM_138804 LOC130951 hypothetical protein BC014602
789 BF057717 LOC147991 hypothetical protein LOC147991
790 BF666325 LOG203411 membrane—bound transcription factor protease, site 2
791 AK094254 LOGC203427 similar to solute carrier family 25 , member 16
792 BE857362 LOC219854 hypothetical protein LOC219854
. 793 BE795104 LOC221955 KCCR13L :
794 Al739035 1L.0C283232 hypothetical protein LOC283232
795 BE501733 LOGC283852 hypothetical protein LOC283852
796 BF034206 LOC339745 leucine—rich repeat—containing 2
797 AW243154 L0C441422 similar to 60S ribosomal protein L7a (Surfeit locus protein 3)
: (PLA-X polypeptide)
798 N51514 LOGC51136 PTDO16 protein
799 AF151063 LOC51249 hypothetical protein LOC51249
800 BE963444 LOC57149 hypothetical protein A-211C6.1
801 AU151793 LOGC90806 similar to RIKEN ¢cDNA 2610307121
802 AV706096 1.0C92482 hypothetical protein LOC92482
803 W87466 LOC92689 hypothetical protein BC001096
804 AU145356 LPAAT-e acid acyltransferase—epsilon
805 W60686 LRBA cell division cycle 4-like, LPS~responsive vesicle trafficking,
beach and anchor containing
806 NM_018214 LRRC1 leucine rich repeat containing 1
807 D63807 LSS lanosterol synthase (2,3-oxidosqualene-lanosterol cyclase)
808 NM_021070 LTBP3 latent transforming growth factor beta binding protein 3
809 NM_002372 MAN2A1 mannosidase, alpha, class 2A, member 1
810 BF342661 MAP2 microtubule—associated protein 2
811 NM_004990 MARS methionine—tRNA synthetase
812 BC004998 MBGC2 likely ortholog of mouse membrane bound C2 domain containing

protein
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813 NM_003791 MBTPST1 membrane—bound transcription factor protease, site 1

814 M55905 ME2 malic enzyme 2, NAD(+)-dependent, mitochondrial

815 NM_014623 MEA male—enhanced antigen

816 NM_024102 MEP50 MEP50 protein

817 NM_030780 MFTC mitochondrial folate transporter/carrier

818 AL528840 MGC13204 hypothetical protein MGC13204

819 NM_032916 MGGC16279 hypothetical protein MGC16279

820 BE646208 MGC2408 hypothetical protein MGG2408

821 AI017631 MGC26710 hypothetical protein MGC26710

822 Al125996 MGGC29784 hypothetical protein MGC29784

823 AA398590 MGC29898 hypothetical protein MGG29898

824 NM_144597 MGC29937 hypothetical protein MGC29937

825 AK026666 MGC3207 hypothetical protein MGC3207

826 NM_024308 MGC4172 hypothetical protein MGC4172

827 NM_005932 MIPEP mitochondrial intermediate peptidase

828 NM_024629 MLF1IP MLF1 interacting protein

829 NM_018099 MLSTD1 male sterility domain containing 1

830 NM_022782 MPHOSPH9 M-phase phosphoprotein 9

831 AWA450911 MPP2 membrane protein, palmitoylated 2 (MAGUK p55 subfamily
member 2)

832 NM_016065 MRPS16 mitochondrial ribosomal protein S16

833 AW272333 MRPS30 mitochondrial ribosomal protein S30

834 NM_005830 MRPS31 imogen 38, mitochondrial ribosomal protein S31

835 AF052167 MRS2L MRS2-like, magnesium homeostasis factor (S. cerevisiae)

836 AF142408 MSF MLL septin-like fusion

837 u04045 MSH2 mutS homolog 2, colon cancer, nonpolyposis type 1 (E. coli)

838 NM_002451 MTAP methvylthioadenosine phosphorylase

839 U20489 MTND5 NADH dehydrogenase 5

840 NM_006554 MTX2 metaxin 2

81 NM_017458 MVP major vault protein

842 BG251821 MYO1C myosin IC

843 NM_018728" MYO5C myosin VC

844 NM_004999 MYO6 myosin VI

845 BF339566 NAV1 neuron navigator 1

846 BC001450 NCBP1 nuclear cap binding protein subunit 1, 80kDa

847  AB046857 NCOA5 nuclear receptor coactivator 5

848 NM_005004 NDUFBS8 NADH dehydrogenase (ubiguinone) 1 beta subcomplex, 8, 19kDa

849 NM_005006 NDUFS1 NADH dehydrogenase (ubiquinone) Fe—S protein 1, 75kDa
(NADH-coenzyme Q reductase)

850  AV700007 NEK1 NIMA (never in mitosis gene a)-related kinase 1

851 NM_020202 NIT2 nitrilase family, member 2

852 NM_003551 NMES5 non—metastatic cells 5, protein expressed in (nucleoside—
diphosphate kinase)

853 AlI570834 NMT1 N-myristoyltransferase 1

854 D83243 NPAT nuclear protein, ataxia—telangiectasia locus

855 AF247168 NPDO14 NPD014

856 AA191576 NPM1 nucleophosmin (nucleolar phosphoprotein B23, numatrin)

857 NM_003297 NR2C1 nuclear receptor subfamily 2, group G, member 1

858 NM_003580 NSMAF neutral sphingomyelinase (N-SMase) activation associated factor

859 BC001041 NSUN2 NOL1/NOP2/Sun domain family 2

860 NM_012345 NUFIP1 nuclear fragile X mental retardation protein interacting protein 1

861 AL523184 NUP188 nucleoporin 188kDa

862 AA502912 NUP210 nucleoporin 210

863 NM_002532 NUP88 nucleoporin 88kDa

864 U41815 NUP98 nucleoporin 98kDa

865 AV656810 NYD-SP28 NYD-SP28 protein

866 NM_024928 OBFC1 oligonucleotide/oligosaccharide—binding fold containing 1

867 NM_006190 ORGC2L origin recognition complex, subunit 2-like (veast)

868 NM_017906 PAK1IP1 PAK1 interacting protein 1

869 NM_024960 PANK2 pantothenate kinase 2 (Hallervorden—Spatz syndrome)

870 BF797555 PAPOLA poly(A) polymerase alpha

871 NM_002598 PDCD2 programmed cell death 2

872 BG484789 PDCD6IP programmed cell death 6 interacting protein

873 NM_002601 PDE6D phosphodiesterase 6D, cGMP-specific, rod, delta

874 NM_005390 PDHA2 pyruvate dehydrogenase (lipoamide) alpha 2
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875
876
871
878
879
880
881
882
883
884
885
886
887
888

889
890
891
892
893
894
895
896

897
898

899
900
901
902
903
904
905

906
907

908
909
910

911
912
913
914
915
916
917
918
919
920
921
922
923
924
925
926
927
928
929
930
931
932

NM_006117
NM_000466
NM_003630
NM_012088
AL136705
NM_018288
D38616
NM_000293
NM_002645
NM_006218
NM_003662
NM_000297
NM_013355
ABO033026

Z25433
NM_021105
NM_016147
NM_016937
NM_002692
AL562282
BC004162
AF136972

NM_002716
M29550

BE622723
NM_002733
NM_006254
Al768512
AA133962
NM_004682
BC002684

BG029917
Al872384

BF112019
AL561868
NM_002863

NM_005051
NM_198686
NM_014353
BG107203
NM_006860
AF125949
N38985
Al761595
BF447705
NM_005778
Al928344
NM_014329
AlI962943
AF251052
BF475369
NM_003721
AF074979
Al263909
NM_014899
BC001338
NM_006397
NM_014746

PECI
PEX1
PEX3
PGLS
PGM2
PHF10
PHKA2
PHKB
PIK3G2A
PIK3CA
PIR
PKD2
PKN3
PLEKHH1

PLK4
PLSCRI1
PME-1
POLA
POLE2
PP591
PPARA
PPM1B

PPP2R1B
PPP3CB

PRKACB
PRKAG1
PRKCD
PRKWNK1
PRO0149
PSIP1
PSME3

PSMF1

PSPC1/LOC37

4491
PTER
PYCR2
PYGL

QARS
RAB15
RAB26
RABGAP1L
RABL4
RAD52
RAP140
RBBP9
RBM12
RBMS
RBMX
RCD-8
RECQL
REPS1
RFT1
RFXANK
RGS20
RHOB
RHOBTB3
RHOD
RNASEH2A
RNF144

peroxisomal D3,D2—enoyl-CoA isomerase

peroxisome biogenesis factor 1

peroxisomal biogenesis factor 3

6—phosphogluconolactonase

phosphoglucomutase 2

PHD finger protein 10

phosphorylase kinase, alpha 2 (liver)

phosphorylase kinase, beta

phosphoinositide—3—kinase, class 2, alpha polypeptide
phosphoinositide—3—kinase, catalytic, alpha polypeptide

pirin (iron—binding nuclear protein)

polycystic kidney disease 2 (autosomal dominant)

protein kinase N3

pleckstrin homology domain containing, family H (with MyTH4
domain) member 1

polo—like kinase 4 (Drosophila)

phospholipid scramblase 1

protein phosphatase. methylesterase—1

polymerase (DNA-directed), alpha

polymerase (DNA directed), epsilon 2

FAD-synthetase

peroxisome proliferative activated receptor, alpha

protein phosphatase 1B (formerly 2C), magnesium—dependent,
beta isoform

protein phosphatase 2 (formerly 2A), regulatory subunit A (PR
65), beta isoform

protein phosphatase 3 (formerly 2B), catalytic subunit, beta
isoform (calcineurin A beta)

protein kinase, cAMP—-dependent, catalytic, beta

protein kinase, AMP—activated, gamma 1 non—catalytic subunit
protein kinase C, delta

protein kinase, lysine deficient 1

PRO0149 protein

PC4 and SFRS1 interacting protein 1

proteasome (prosome, macropain) activator subunit 3 (PA28
gamma; Ki)

proteasome (prosome, macropam) inhibitor subunit 1 (PI31)
paraspeckle component 1/TPTE and PTEN homologous inositol
lipid phosphatase pseudogene

phosphotriesterase related )
pyrroline—~b—carboxylate reductase family, member 2
phosphorylase, glycogen; liver (Hers disease, glycogen storage
disease type VI)

glutaminyl-tRNA synthetase

RAB15, member RAS onocogene family

RAB26, member RAS oncogene family

RAB GTPase activating protein 1-like

RAB, member of RAS oncogene family—like 4

RAD52 homolog (S. cerevisiae)

retinoblastoma—associated protein 140

retinoblastoma binding protein 9

RNA binding motif protein 12

RNA binding motif protein 5

RNA binding motif protein X-linked

autoantigen

RecQ protein-like (DNA helicase Q1-like)

RALBP1 associated Eps domain containing 1

putative endoplasmic reticulum multispan transmembrane protein
regulatory factor X—associated ankyrin—containing protein
regulator of G—protein signalling 20

ras homolog gene family, member B

Rho-related BTB domain containing 3

ras homolog gene family, member D

ribonuclease H2, large subunit

ring finger protein 144
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933 BE466173 RNPGC2 RNA-binding region (RNP1, RRM) containing 2
934 BE964473 RPE ribulose—5—phosphate—3—epimerase
935 BG498334 RPS6KA3 ribosomal protein S6 kinase, 90kDa, polypeptide 3
936 NM_003729 RTCD1 RNA terminal phosphate cyclase domain 1
937 BC004558 RTKN rhotekin
938 D87446 RW1 RW1 protein
939 AB020724 SCFD1 sec1 family domain containing 1
940 Al738666 SDAD1 SDA1 domain containing 1
941 NM_004168 SDHA succinate dehydrogenase complex, subunit A, flavoprotein (Fp)
942 AC004832 . SEC14L4 SEC14-like 4 (S. cerevisiae)
943 BC001189 SECISBP2 SECIS binding protein 2
944 NM_025265 SEN2L likely homolog of yeast SEN2
945 AA128978 SERACI serine active site containing 1
946 AF073518 SERF1A small EDRK-rich factor 1, short isoform
947  AI554300 SERPINB1 serine {or cysteine) proteinase inhibitor, clade B (ovalbumin),
) : member 1
948 NM_006276 SFRS7 splicing factor, arginine/serine-rich 7, 35kDa
949 AL530504 SFXN2 sideroflexin 2
950 NM_014633 SH2BP1 SH2 domain binding protein 1 (tetratricopeptide repeat
containing)
951 NM_021805 SIGIRR single Ig IL~1R-related molecule
952 NM_005983 SKP2 S-phase kinase—associated protein 2 (p45)
953  AK025062 SLC12A2 solute carrier family 12 (sodium/potassium/chloride transporters),
member 2
954  AW235061 SLC1A1 solute carrier family 1 (neuronal/epithelial high affinity glutamate
transporter, system Xag), member 1 ‘
955 NM_012140 SLC25A10 solute carrier family 25 (mitochondrial carrier; dicarboxylate
‘ transporter), member 10
956  NM_006345 SLC30A9 solute carrier family 30 (zinc transporter), member 9
957 AL355815 SLC35B3 solute carrier family 35, member B3
958  NM_001467 SLC37A4 solute carrier family 37 (glycerol-6—phosphate transporter),
member 4
959 NM_003615 SLC4A7 solute carrier family 4, sodium bicarbonate cotransporter, member
7 .
960 NM_005629 SLC6AS8 solute carrier family 6 (neurotransmitter transporter, creatine),
member 8
961 NM_014720 SLK STE20-like kinase (yeast)
962 NM_003069 SMARCA1 SWI/SNF related, matrix associated, actindependent regulator of
chromatin, subfamily a, member 1
963 AW069285 SMC6L1 SMC6 structural maintenance of chromosomes 6-like 1 (veast)
964  AA418403 SMILE SMILE protein
965 AI809870 SMYD2 SET and MYND domain containing 2
966 BC003686 SNAP23 synaptosomal—associated protein, 23kDa
967 N73970 SNED1 sushi, nidogen and EGF-like domains 1
968 AL578668 SNX14 sorting nexin 14
969 AF225416 Spc25 kinetochore protein Spc25
970 AB002330 SR140 U2-associated SR140 protein
971 NM_001047 SRD5A1 steroid—5-alpha-reductase, alpha polypeptide 1 (3—oxo—5 alpha—
steroid delta 4—dehydrogenase alpha 1)
972 NM_006947 SRP72 signal recognition particle 72kDa
Y973  NM_021947 SRR serine racemase
974 NM_007315 STATH1 signal transducer and activator of transcription 1, 91kDa .
975 BE672676 STATIP1 signal transducer and activator of transcription 3 interacting
protein 1
976 Al476536 STUBI1 STIP1 homology and U-Box containing protein 1
977 AJ002077 STX3A syntaxin 3A
978 AB002559 STXBP2 syntaxin binding protein 2
979 AL530743 SUHW4 suppressor of hairy wing homolog 4 (Drosophila)
980 BC033074 SUPT6H suppressor of Ty 6 homolog (S. cerevisiae)
981 NM_003172 SURF1 surfeit 1
982  AF078866 SURF4 surfeit 4
983  BC029360 SUV39H2 suppressor of variegation 3-9 homolog 2 (Drosophila)
984  AI341537 SYTLA synaptotagmin—like 1
985 NM_005641 TAF6 TAF6 RNA polymerase II, TATA box binding protein (TBP)-

associated factor, 80kDa
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986
987
988
989
990
991
992
993
994
995
996
997
998
999
1000
1001
1002
1003
1004
1005
1006
1007
1008
1009
1010
1011
1012
1013
1014

1015
1016
1017
1018
1019
1020
1021
1022
1023
1024
1025
1026
1027
1028
1029
1030
1031
1032
1033
1034
1035
1036
1037
1038
1039
1040
1041
1042
1043
1044

1045
1046
1047
1048

AF029750
AL157485
BC006364
NM_006602
NM_006519
NM_018319
AA905942
NM_017746
NM_014174
NM_018448
NM_014428
U61500
AL080250
NM_014255
AW272611
NM_015959
BF431017
AJO11712
NM_006809
NM_001067
NM_005802
NM_018475
NM_000366
AlI806564
NM_016146
NM_018700
AF220028
AA973551
NM_016213

AGC005600
NM_003331
NM_001071
D50479
AF322916
NM_014847
NM_024818
AWT779859
AB028839
NM_006002
NM_003365
BF109140
AW473649
AF170562
NM_018391
AAT741061
NM_005154
NM_006295
BE222664
NM_017684
AAB12224
AF165513
NM_013245
AL359939
NM_006296
BF062886
NM_007086
NM_018256
AF255649
NM_016087

AA621580
N24643

AF298880
AF089744

TAPBP
TBG1D16
TBCD
TCFL5
TCTELA1
TDP1
TEAD2
TEX10

THY28

TIP120A
TJP3
TMEM1
TMEM30A
TMEM4
TMPO
TMX2
TNIK
TNNT1
TOMM34
TOP2A
TOPORS
TPARL
TPM1
TRAF7
TRAPPC4
TRIM36
TRIM5
TRIP12
TRIP4

TSGC2
TYK2
TYMS
TYRO3
UACA
UBAP2L
UBE1DG1
UBE2Q
UBE4B
UCHL3
UQCRG1
USP13
USP19
USP25
USP48
USP6NL
USP8
VARS2
VARS2L
VPS13C .
VPS39
VPS45A
VPS4A
VPS54
VRK2
VRK3
WDHD1
WDR12
WHSC1L1
WNT16

WRNIP1
WSB1
XPO5
XPR1

TAP binding protein (tapasin)

TBC1 domain family, member 16

tubulin—specific chaperone d

transcription factor—like 5 (basic helix—loop—helix)
t—-complex—associated—testis—expressed 1-like 1
tyrosyl-DNA phosphodiesterase 1

TEA domain family member 2, CD37 antigen
testis expressed sequence 10

thymocyte protein thy28

TBP-interacting protein, TIP120 protein

tight junction protein 3 (zona occludens 3)
transmembrane protein 1

transmembrane protein 30A

transmembrane protein 4

thymopoietin

thioredoxin—related transmembrane protein 2
TRAF2 and NCK interacting kinase

troponin T1, skeletal, slow

translocase of outer mitochondrial membrane 34
topoisomerase (DNA) II alpha 170kDa
topoisomerase I binding, arginine/serine-rich
TPA regulated locus

tropomyosin 1 (alpha)

TNF receptor—associated factor 7

trafficking protein particle complex 4

tripartite motif—containing 36, zinc—binding protein Rbcc728
tripartite motif—containing 5

thyroid hormone receptor interactor 12

thyroid hormone receptor interactor 4, activating signal
cointegrator 1

tuberous sclerosis 2

tyrosine kinase 2

thymidylate synthetase

TYRO3 protein tyrosine kinase

uveal autoantigen with coiled—coil domains and ankyrin repeats
ubiquitin associated protein 2-like
ubiquitin—activating enzyme E1—-domain containing 1
ubiquitin—conjugating enzyme E2Q (putative)
ubiquitination factor E4B (UFD2 homolog, yeast)
ubiquitin carboxyl-terminal esterase L3 (ubiquitin thiolesterase)
ubiquinol-cytochrome ¢ reductase core protein |
ubiquitin specific protease 13 (isopeptidase T-3)
ubiquitin specific protease 19

ubiquitin specific protease 25

ubiquitin specific protease 48

USP6 N-terminal like

ubiquitin specific protease 8

valyl-tRNA synthetase 2

valyl-tRNA synthetase 2-like

vacuolar protein sorting 13C (yeast)

vacuolar protein sorting 39 (veast)

vacuolar protein sorting 45A (yeast)

vacuolar protein sorting 4A (yeast)

vacuolar protein sorting 54 (yeast)

vaccinia related kinase 2

vaccinia related kinase 3

WD repeat and HMG-box DNA binding protein 1
WD repeat domain 12

Wolf-Hirschhorn syndrome candidate 1-like 1
wingless—type MMTYV integration site family, member 16, WNT16
protein

Werner helicase interacting protein 1

WD repeat and SOCS box—containing 1

exportin 5

xenotropic and polytropic retrovirus receptor
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1049 N21127 ZADH2 zinc binding alcoh ol dehydrogenase, domain containing 2
1050 BC004535 ZDHHC16 zinc finger, DHHC domain containing 16
1051 Al814257 ZDHHG2 zinc finger, DHHC domain containing 2
1052 NM.014733 ZFYVE16 zinc finger, FYVE domain containing 16
1053 NM_005095 ZNF262 zinc finger proteirs 262
1054 NM_ 014803 ZNF518 zing finger proteirs 518
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401 BC001627 — 2—-hydroxyphytanoyl—-CoA lyase

402  Al459194 —_— early growth response 1

403  AAB888858 —_— ESTs

404 BE620739 —_— ESTs

405  AA534526 — ESTs

406  AI769745 — ESTs

408 BG499974 — ESTs

409 BE501881 _— ESTs

411 AI656807 - ESTs

412  BE672700 — ESTs

413  AA156238 — ESTs

414  Al948456 — ESTs

416  AA564926 — ESTs

417  AW242920 -_— ESTs

418 BF114967 —_— ESTs

419 AA833832 S ESTs

420  AI769269 —— ESTs

421  Al452595 - ESTs

422  AW965494 — ESTs

423  AA227879 — ESTs

425  Al452512 —_— ESTs

426  AA954994 _— ESTs

427  AI798207 — ESTs

429 BF109906 — ESTs

430 BGO054833 — ESTs

431  AA813336 — ESTs

432 BF115851 _— ESTs

434  AlI332476 _— ESTs

435  Al743120 —_ ESTs

436 BE645154 - ESTs, Moderately similar to ALUS.HUMAN ALU SUBFAMILY SX
SEQUENCE CONTAMINATION WARNING ENTRY

439 BG252318 —_— ESTs, Weakly similar to ALU2_ HUMAN ALU SUBFAMILY SB
SEQUENCE CONTAMINATION WARNING ENTRY

440  Al983432 — ESTs, Weakly similar to ALUC_HUMAN, ALU CLASS C WARNING
ENTRY i

441 AA805633 —_— Homo sapiens ¢cDNA FLJ10500 fis, clone NT2RP2000369

442  AKO021551 — Homo sapiens ¢cDNA FLJ11489 fis, clone HEMBA1001915

444  BF692729 -— Homo sapiens cDNA FLJ14214 fis, clone NT2RP3003576.

445  AK056720 —_— Homo sapiens cDNA FLJ32158 fis, clone PLACE6000231.

447  AK096932 - Homo sapiens cDNA FLJ39613 fis, clone SKNSH2009357.

449  AL521247 - Homo sapiens cDNA: FLJ23285 fis, clone HEP09071

450  ALS833123 — Homo sapiens mRNA; cDNA DKFZp31 3C0432 (from clone
DKFZp313C0432)

451 AW192692 R Homo sapiens mRNA; cDNA DKFZp434N2116 (from cIone
DKFZp434N2116)

452  BC024936 -— Homo sapiens, clone IMAGE: 4389310, mRNA

453 BC042959 - Homo sapiens, clone IMAGE:5285801, mRNA

454  BCO009590 - Homo sapiens, Similar to neuronal thread protein, clone
IMAGE:4102657, mRNA

455 NM_138474 hypothetical protein BC008631

456  Al928342 hypothetical protein FLJ22316

457  NM_024599 -_— hypothetical protein FLJ22341

458  AL566069 - hypothetical protein FLJ23142

460 BG150485 -_ KIAA1719 protein

461 AV724183 —_ lysophosphatidic acid acyltransferase—delta

462  AF132198 - PRO1405

463 BG571343 — Tara-like protein

465 NM_003349 -— ubiquitin—conjugating enzyme E2 variant 1,isoform b -

466 BC008122 -— unknown (protein for MGC:18053)

467 AF277184 ABGCB10 ATP-binding cassette, sub—family B (MDR/TAP), member 10

468  Al948503 ABCC4 ATP-binding cassette, sub—family. C (CFTR/MRP), member 4

472  NM_001098 ACO2 aconitase 2, mitochondrial

473 NM 016234 ACSL5 acyl-CoA synthetase long—chain family member 5
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474  AL532341 ACTRI1A ARP1 actin-related protein 1 homolog A, centractin alpha (yeast)

475 NM_000666 ACY1 aminoacylase 1

477 NM_020679 ADO023 ADO023 protein

478  AF033861 ADCY3 type Il adenylyl cyclase

479  NM_019903 ADD3 adducin 3 (gamma)

480  Al651212 ADRBK2 adrenergic, beta, receptor kinase 2

482 BF688144 AGPS alkylglycerone phosphate synthase

483 NM_015239 . AGTPBP1 ATP/GTP binding protein 1

484 NM_006621 AHCYL1 S—adenosylhomocysteine hydrolase—like 1

485  AWI117717 AHSA2 AHAI1, activator of heat shock 90kDa protein ATPase hhomolog 2

: (veast)

486 BF511276 AKAP12 A kinase (PRKA) anchor protein (gravin) 12

487 NM_006066 AKR1A1 aldo—keto reductase family 1, member A1 (aldehyde re ductase)

488 NM_003689 AKR7A2 aldo—keto reductase family 7, member A2 (aflatoxin aldehyde
reductase)

489 NM_000693 ALDH1A3 aldehyde dehydrogenase 1 family, member A3

490 ABO038950 ALS2CR2 amyotrophic lateral sclerosis 2 (juvenile) chromosome region,
candidate 2

491 AA604393 ANAPC4 anaphase promoting complex subunit 4

492  AL137586 ANAPGC7 anaphase promoting complex subunit 7

493 NM_001147 ANGPT2 angiopoietin 2

494  NM_020987 ANK3 ankyrin 3, node of Ranvier (ankyrin G)

496  AWO002399 ANKRD5 ankyrin repeat domain 5

497  AF279145 ANTXR1 anthrax toxin receptor 1

498 NM_001153 ANXA4 annexin A4

499 NM_001155 ANXAG6 annexin A6

501 BE964704 AP4E1 adaptor—related protein complex 4, epsilon 1 subunit

502 NM_001640 APEH N—acylaminoacyl-peptide hydrolase

507 B(C024312 ARC92 ARG/mediator transcriptional coactivator subunit

508 BG249305 ARCH archease

509 © NM_015320 ARHGEF4 Rho guanine nucleotide exchange factor (GEF) 4

511 NM_022838 ARMCX5 armadillo repeat containing, X-linked 5

513  AB020982 ASH2L ash2 (absent, small, or homeotic)-like (Drosophila)

514 NM_000048 ASL argininosuccinate lyase

515  AF289489 ASPH aspartate beta—hydroxylase

516 NM_018123 ASPM asp (abnormal spindle)—like, microcephaly associated (Drosophila)

518 NM_014109 ATAD2 ATPase family, AAA domain containing 2

519 BF475862 ATP11C ATPase, Class VI, type 11C

520 AA805753 ATP2A2 ATPase, Ca++ transporting, cardiac muscle, slow twitch 2

522  AL080089 ATP5G1 ATP synthase, H+ transporting, mitochondrial FO complex, subunit
¢ (subunit 9), isoform 1

523  AW195882 ATP5S ATP synthase, H+ transporting, mitochondrial FO complex, subunit
s (factor B)

524  AB032963 ATP8B2 ATPase, Class |, type 8B, member 2

525 ABO014511 ATP9A ATPase, Class 1I, type 9A

526 u49844 - ATR ataxia telangiectasia and Rad3 related

527 NM_002973 ATXN2 ataxin 2

528 BF000175 AZI2 5~azacytidine induced 2

530 NM_024649 BBSi Bardet—Bied! syndrome 1

531 Al683802 BBS7 Bardet—Bied| syndrome 7

532 NM_003766 BECN1 beclin 1 (coiled—coil, myosin—like BCL2 interacting pro-tein)

533 BCO003179 BENE BENE protein ’

535 D38553 BRRN1 barren homolog (Drosophila)

536 NM_004725 BUB3 BUB3 budding uninhibited by benzimidazoles 3 homolo g (yeast)

537 BE962354 C100rf61 chromosome 10 open reading frame 61

540 NM_017615 C100rf86 chromosome 10 open reading frame 86

543 NM_031213 C19orf27 chromosome 19 open reading frame 27

544  NM_030934 Clorf25 ~ novel protein similar to archaeal, yeast andworm N2,N2~
dimethylguanosine tRNA methyltransferase

545 NM_016546 - C1RL complement component 1, r subcomponent-like

546  AW303865 C200rf22 chromosome 20 open reading frame 22

547 NM_153203 C2lorfl4 chromosome 21 open reading frame 74

548 NM_024053 GC220rf18 chromosome 22 open reading frame 18

549 U72514 C2F C2f protein

550 NM_016085 C2orf28 apoptosis related protein APR-3
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551 AlI307615 Chorf3 chromosome 5 open reading frame 3
554  AI052103 Cborfi70 chromosome 6 open reading frame 170
555 NM_024573 C6orf211 chromosome 6 open reading frame 211
556  AF348513 CTorf2 chromosome 7 open reading frame 2
557 NM_024315 C7orf23 chromosome 7 open reading frame 23
558 AF260336 C7orf35 chromosome 7 open reading frame 35
559 BF031819 CYorf41 chromosome 9 open reading frame 41
560 NM_018465 CYorf46 chromosome 9 open reading frame 46
563 BC004331 C9orf99 chromosome 9 open reading frame 99
564  NM_004341 CAD carbamoyl—phosphate synthetase 2, aspartate transcarbamylase,
and dihydroorotase
566 NM_001239 CCNH cyclin H
568 NM_003903 cDC16 CDC16 cell division cycle 16 homolog (S. cerevisiae)
569  AF277724 CDG25C cell division cycle 25C .
570 NM_001256 CDG27 cell division cycle 27
572 NM_001254 CDC6 CDC6 cell division cycle 6 homolog (S. cerevisiae)
573 NM_004935 CDK5 cyclin—dependent kinase 5
576 NM_016053 CGI-116 CGI-116 protein
577 NM_015954 CGI-26 CGI-26 protein
578 NM_016001 CGI-48 CGI-48 protein
579 NM_016033 CGI-90 CGI-90 protein
580 AF113700 CHURCA1 churchill domain containing 1
581  AL519818 CIRH1A cirrhosis, autosomal recessive 1A (cirhin)
582 NM_016951 CKLF chemokine—like factor
583 BE551219 CLDN18 claudin 18
584  AF005422 CLNS1A chloride channel, nucleotide—sensitive, 1A
585  AA207013 CLUAP1 clusterin associated protein 1
. 586 NM_018686 CMAS cytidine monophosphate N-acetylneuraminic acid synthetase
589 BC007230 COCH coagulation factor C homolog, cochlin {Limulus polyphemus)
590 U24105 COPA coatomer protein complex, subunit alpha
591° NM_016035 COQ4 coenzyme Q4 homolog (yeast)
592  AL578583 CORT cortistatin
593  AW170571 CPNE2 copine II
594 NM_014427 CPNE7 copine VII
595 NM_003851 CREG1 cellular repressor of E1A-stimulated genes 1
598  AKO001293 CRYZL1 crystallin, zeta (quinone reductase)-like 1
601  AA584310 CTHRC1 collagen triple helix repeat containing 1
602 Al184512 CTMP C~terminal modulator protein
603 NM_003798 CTNNALI1 catenin (cadherin—associated protein),alpha—like 1
604 NM_004937 CTNS cystinosis, nephropathic
605 NM_001905 CTPS CTP synthase
607 NM_001916 CYC1 - cytochrome ¢c—1
609 AF271088 DAZ2/DAZ4/D deleted in azoospermia 2/deleted in azoospermia 4/deleted in
. AZ/DAZ3 azoospermia/deleted in azoospermia 3
610 AA722799 DCBLD2 discoidin, CUB and LCCL domain containing 2
613 ABO018268 DDHD2 DDHD domain containing 2
614 AA156797 DDX5 DEAD (Asp—Glu—Ala—Asp) box polypeptide 5
615 NM_001359 DECRI1 2,4—dienoy! CoA reductase 1, mitochondrial
616 BF062547 DEPC-1 prostate cancer antigen—1
618 NM_030954 DKFZP564A022 hypothetical protein DKFZp564A022
619 BC002571 DKFZP5640243 DKFZP5640243 protein
620 NM_018410 DKFZp762E131 hypothetical protein DKFZp762E1312
2
622 AA905286 DLEU2 deleted in lymphocytic leukemia, 2
623 S72422 DLST dihydrolipoamide S—succinyltransferase (E2 component of 2—oxo—
‘ glutarate complex)
624 NM_004405 DLX2 distal-less homeo box 2
625 AA040332 DLX6 distal-less homeo box 6
626  NM_005509 DMXL1 Dmx—like 1 ) -
628 AF250307 DNCI2 dynein, cytoplasmic, intermediate polypeptide 2
629 BF001267 DOCK7 dedicator of cytokinesis 7
630 AB035745 DSCR5 Down syndrome critical region gene 5
631 NM_012145 DTYMK deoxythymidylate kinase (thymidylate kinase)
634 NM_018456 EAF2 ELL associated factor 2
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635 NM_004092 ECHSI1 enoyl Coenzyme A hydratase, short chain, 1, mitochondrial
638 AI123320 EIF3S10 eukaryotic translation initiation factor 3, subunit 10 theta,
150/170kDa
639 NM_018091 ELP3 elongation protein 3 homolog (S. cerevisiae)
640 AI963713 ENAH enabled homolog (Drosophila)
641 NM_001977 ENPEP glutamyl aminopeptidase (aminopeptidase A)
642  AI652872 EPB41L5 erythrocyte membrane protein band 4.1 like 5
643  X97671 EPOR erythropoietin receptor i
645 AF008915 EVI5 ecotropic viral integration site
. 647 AF281132 EXOSC3 exosome component 3, Rrp40
648 NM_004456 EZH2 enhancer of zeste homolog 2 (Drosophila)
649 NM_000137 FAH fumarylacetoacetate hydrolase (fumarylacetoacetase)
650 NM_016044 FAHD2A fumarylacetoacetate hydrolase domain containing 2A
651 AB046794 FAM29A family with sequence similarity 29, member A
652  AI697488 FAMA45A family with sequence similarity 45, member A
653 - AF142481 FBXL5 F-box and leucine-rich repeat protein 5
654 NM_024555 FBXL6 F-box and leucine-rich repeat protein 6
657 NM_024735 FBXO031 F~box protein 31
658 NM_004110 FDXR ferredoxin reductase
659 U29538 FHL1 four and a half LIM domains 1
660 BF439289 FIBCD1 fibrinogen C domain containing 1
661 NM_004214 FIBP fibroblast growth factor (acidic) intracellular binding protein
662 NM_004117 FKBPS FK506-binding protein 5
664 AKO001717 FLJ10006 hypothetical protein FLJ10006
665 NM_018087 FLJ10407 hypothetical protein FLJ10407
667 W74442 FLJ10719 polymerase (DNA directed), gamma
668 NM_022908 FLJ12442 hypothetical protein FLJ12442
669 NM_022773 FLJ12681 hypothetical protein FLJ12681
670 NM_021927 FLJ13220 hypothetical protein FLJ13220
671  AK091575 FLJ13305 hypothetical protein FLJ13305
672° NM_022744 FLJ13868 hypothetical protein FLJ13868
673 D80480 FLJ14624 hypothetical protein FLJ14624
674  Al884627 FLJ14639 nuclear factor of activated T—cells, cytoplasmic, calcineurin—
dependent 2 interacting protein
675 AlI769794 FLJ14681 hypothetical protein FLJ14681
676 AK098125 FLJ20296 all-trans—13,14—dihydroretinol saturase
677 NM_017777 FLJ20345 hypothetical protein FLJ20345
679 BC002331 FLJ20487 hypothetical protein FLJ20487
680 NM_017861 FLJ20522 GPl-mannosyltransferase subunit
681 NM_017910 FLJ20628 hypothetical protein FL.J20628
682 AK025047 FLJ21394 hypothetical protein FLJ21394
685 NM_024686 FLJ23033 hypothetical protein FLJ23033
688 AA252512 FLJ23861 ribulose-5—phosphate—3—epimerase
689  AA054642 FLJ31842 hypothetical protein FLJ31842
690 AV758242 FLJ33167 hypothetical protein FLJ33167
691  Al078279 - FLJ35093 FLJ35093 protein
692 BE222618 FLJ35827 metastasis—associated 1-like 1
693 AA827649 ~ FLJ36445 hypothetical protein FLJ36445
694 NM_004475 FLOT2 flotillin 2
697 NM_017647 FTSJ3 FtsJ homolog 3 (E. coli)
700 AA554045 GALNT12 UDP-N-acetyl—alpha—D—galactosamine:polypeptide N—
acetylgalactosaminyltransferase 12 (GalNAc-T12)
701 BF063271 GALNT3 UDP-N-acetyl-alpha-D—galactosamine:polypeptide N—
acetylgalactosaminyltransferase 3 (GalNAc-T3)
702 NM_017423 GALNT7 UDP-N-acetyl—alpha—D—galactosamine:polypeptide N—-
acetylgalactosaminyltransferase 7 (GalNAc-T7)
703 NM_014291 GCAT glycine C—acetyltransferase (2—amino—3—ketobutyrate coenzyme
A ligase)
705 NM_004837 GGPS1 geranylgerany| diphosphate synthase 1
706  NM_012201 GLG1 Golgi apparatus protein 1
708  NM_002080 GOT2 glutamic—oxaloacetic transaminase 2, mitochondrial (aspartate
aminotransferase 2)
709 AA160529 GPATC2 G patch domain containing 2
710  AL157493 GPS2 G protein pathway suppressor 2
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712  NM_002092 GRSF1 G-rich RNA sequence binding factor 1

714 NM_000178 GSS glutathione synthetase

715 AL162742 GSTO2 glutathione S—transferase omega 2

716 NM_005316 GTF2H1 general transcription factor IIH, polypeptide 1, 62kDa

717  NM_002103 GYSt glycogen synthase 1 (muscle)

718  AL136923 H17 hypothetical protein H17

719  AI823792 H2AFV H2A histone family, member V

720 NM_000183 HADHB hydroxyacyl-Coenzyme A dehydrogenase/3—ketoacyi~ Coenzyme
A thiolase/enoyl-Coenzyme A hydratase, beta subunit

721 NM_005327 HADHSC L-3-hydroxyacyl-Coenzyme A dehydrogenase, short chain

724  NM_022346 HCAP-G chromosome condensation protein G

725 NM_017902 HIF1AN hypoxia—inducible factor 1, alpha subunit inhibitor

727  AL539253 HNLF putative NFkB activating protein HNLF

729  AA618420 HOOKI1 Hook homolog 1 (Drosophila)

730  AlI743731 HOZFP ovarian zinc finger protein

731 AA219354 HPS3 Hermansky—Pudlak syndrome 3

732  NM_007032 HRIHFB2122 Tara-like protein

733  NM_012262 HS2ST1 heparan sulfate 2-O—sulfotransferase 1

734  NM_014473 HSA9761 putative dimethyladenosine transferase

735 BC002927 HSCARG HSCARG protein

736  NM_017512 HSRTSBETA  rTS beta protein

737 Ub2144 IDH2 isocitrate dehydrogenase 2 (NADP+), mitochondrial

738 NM_000876 IGF2R insulin—like growth factor 2 receptor

739 BC001903 IL10RB interleukin 10 receptor, beta

740  AF147209 ILF3 interleukin enhancer binding factor 3, 90kDa

741 NM_004517 ILK integrin—linked kinase '

743 NM_006547 IMP-3 IGF-1I mRNA-binding protein 3

744 NM_014214 IMPA2 inositol(myo)-1(or 4)-monophosphatase 2

745  AF039217 INVS inversin

747  AW271106 IQGAP3 IQ motif containing GTPase activating protein 3

749 - NM_001571 IRF3 interferon regulatory factor 3

750 . AL137749 ISYNAT1 myo—inositol 1-phosphate synthase A1l

751 NM_002204 ITGA3 integrin, alpha 3 (antigen CD49C, alpha 3 subunit of VLA-3
receptor)

752  NM_000213 ITGB4 integrin, beta 4

753 D26351 ITPR3 inositol 1,4,5—triphosphate receptor, type 3

754  BGC000819 KAT3 kynurenine aminotransferase llI

755 NM_016657 KDELR3 KDEL (Lys—Asp—Glu—Leu) endoplasmic reticulum protein retention
receptor 3

756  AK025679 KIAA0073 KIAAQ073 protein

757 NM_014680 KIAAQ100 KIAAO100 gene product

759 NM_014730 KIAA0152 KIAA0152 gene product

760 BC001404 KIAA0310 KIAA0310

762  AAbB22514 KIAAQ746 KIAAQ746 protein

763  AL136745 KIAA0853 KIAA0853

767  AL137753 KIAA1033 KIAA1033 protein

768  AL137384 KIAA1109 KIAA1109

770  AL136820 KIAA1411 KIAA1411

771 AW664013 KIAA1833 KIAA1833

772 NM_004520 KIF2 kinesin heavy chain member 2

773 U63743 KIF2C kinesin family member 2C

774  BC000712 KIFC1 kinesin family member G1

775 NM_012311 KIN KIN, antigenic determinant of recA protein homolog (mouse)

776 NM_014315 KLHDC2 kelch domain containing 2

777 NM_018846 KLHL7 kelch—like 7 (Drosophila)

778  NM_002296 LBR lamin B receptor

780 NM_006893 LGTN ligatin

781 NM_022126 LHPP ~ phospholysine phosphohistidine inorganic pyrophosphate
phosphatase

782  NM_002311 LIG3 ligase III, DNA, ATP—dependent

783  NM_004524 LLGL2 lethal giant Iarvae homolog 2 (Drosophila)

784  NM_005573 LMNB1 lamin B1

785  BE328850 LOC116238 hypothetical protein BC014072

786  AA883486 LOC124512 hypothetical protein LOC124512
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787 BF055289 LOC129531 hypothetical protein BC018453

788 NM_138804 LOC130951 hypothetical protein BC014602

790 BF666325 LOGC203411 membrane—bound transcription factor protease, site 2

791 AK094254 LOC203427 similar to solute carrier family 25 , member 16

792 BE857362 LOC219854 hypothetical protein LOGC219854

793 BE795104 LOC221955 KCCR13L

794  AI739035 LOC283232 hypothetical protein LOC283232

795 BE501733 LOC283852 hypothetical protein LOC283852 .

796  BF034206 LOC339745 leucine—rich repeat—containing 2

797  AW243154 LOC441422 similar to 60S ribosomal protein L7a (Surfeit locus protein 3)
(PLA-X polypeptide)

798 N51514 LOC5H1136 PTDO16 protein

799  AF151063 LOC51249 hypothetical protein LOC51249

802 AV706096 LOC92482 hypothetical protein LOC92482

803 W87466 LOC92689 hypothetical protein BC001096

804 AU145356 LPAAT-e ~ acid acyltransferase—epsilon

805 W60686 LRBA cell division cycle 4-like, LPS—responsive vesicle trafficking,
beach and anchor containing

807 D63807 LSS lanosterol synthase (2,3—oxidosqualene-lanosterol cyclase)

808 NM_021070 LTBP3 latent transforming growth factor beta binding protein 3

810 BF342661 MAP2 microtubule—associated protein 2

811 NM_004990 MARS methionine-tRNA synthetase

814  Mb5905 ME2 malic enzyme 2, NAD(+)-dependent, mitochondrial

815 NM_014623 MEA male—enhanced antigen

816 NM_024102 MEP50 MEP50 protein

817 NM_030780 MFTC mitochondrial folate transporter/carrier

818  AL528840 MGC13204 hypothetical protein MGC13204

819 NM_032916 MGC16279 hypothetical protein MGC16279

821  AIO17631 MGC26710 hypothetical protein MGC26710

822  Al125996 MGC29784 hypothetical protein MGC29784

823" AA398590 MGC29898 hypothetical protein MGC29898

824 NM_144597 MGG29937 hypothetical protein MGC29937

825 AK026666 MGC3207 hypothetical protein MGC3207

826 NM_024308 MGC4172 hypothetical protein MGC4172

827 NM_005932 MIPEP mitochondrial intermediate peptidase

828 NM_024629 MLF1IP MLF1 interacting protein

830 NM_022782 - MPHOSPH9 M-phase phosphoprotein 9

831 AW450911 MPP2 membrane protein, palmitoylated 2 (MAGUK p55 subfamily
member 2)

833 AW272333 MRPS30 mitochondrial ribosomal protein S30

834 NM_005830 MRPS31 imogen 38, mitochondrial ribosomal protein S31

835 AF052167 MRS2L MRS2-like, magnesium homeostasis factor (S. cerevisiae)

836 AF142408 MSF MLL septin-like fusion

838 NM_002451 MTAP methylthioadenosine phosphorylase

839 U20489 MTND5 NADH dehydrogenase 5

840 NM_006554 MTX2 metaxin 2

841 NM_017458 MVP major vault protein

842 BG251821 MYO1C myosin IC

843 NM_018728 MYO5C myosin VC

844  NM_004999 MYO6 myosin VI i

845 BF339566 NAV1 neuron navigator 1

846 BC001450 NCBP1 nuclear cap binding protein subunit 1, 80kDa

848 NM_005004 NDUFBS8 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 8, 19kDa

849 NM_005006 NDUFS1 NADH dehydrogenase (ubiquinone) Fe—S protein 1, 75kDa
(NADH-coenzyme Q reductase)

850 AV700007 NEK1 NIMA (never in mitosis gene a)-related kinase 1

852 NM_003551 NMES non—metastatic cells 5, protein expressed in (nucleoside—
diphosphate kinase)

853  AIb70834 NMT1 N-myristoyltransferase 1

855 AF247168 NPDO14 NPDO14

856 AA191576 NPM1 nucleophosmin (nucleolar phosphoprotein B23, numatrin)

857 NM_003297 NR2C1 nuclear receptor subfamily 2, group C, member 1

858 NM_003580 NSMAF neutral sphingomyelinase (N-SMase) activation associated factor

859 BC001041 NSUN2

NOL1/NOP2/Sun domain family 2
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862 AAbH02912 NUP210 nucleoporin 210

863 NM_002532 NUP88 nucleoporin 88kDa

864 U41815 NUP98 nucleoporin 98kDa

866 NM_024928 OBFCt oligonucleotide/oligosaccharide—binding fold containing 1

867 NM_006190 ORC2L origin recognition complex, subunit 2-like (yeast)

868 NM_017906 PAK1IP1 PAK]1 interacting protein 1

869 NM_024960 PANK2 pantothenate kinase 2 (Hallervorden—Spatz syndrome)

870 BF797555 ~PAPOLA poly(A) polymerase alpha

871 NM_002598 PDCD2 programmed cell death 2

872 BG484789 PDCD6IP programmed cell death 6 interacting protein

873 NM_002601 PDE6D phosphodiesterase 6D, cGMP—specific, rod, delta

874 NM_005390 PDHA2 pyruvate dehydrogenase (lipoamide) alpha 2

875 NM_006117 PECI peroxisomal D3,D2-enoyl-CoA isomerase

876 NM_000466 PEXI1 peroxisome biogenesis factor 1

877 NM_003630 PEX3 peroxisomal biogenesis factor 3

878 NM_012088 PGLS 6—phosphogluconolactonase

879  AL136705 PGM2 phosphoglucomutase 2

880 NM_018288 PHF10 PHD finger protein 10

881 D38616 PHKA2 phosphorylase kinase, alpha 2 (liver)

882 NM_000293 PHKB phosphorylase kinase, beta

883° NM_002645 PIK3C2A phosphoinositide—3—kinase, class 2, alpha polypeptide

884 NM_006218 PIK3CA phosphoinositide—3—kinase, catalytic, alpha polypeptide

885 NM_003662 PIR pirin (iron-binding nuclear protein)

886 NM_000297 PKD2 polycystic kidney disease 2 (autosomal dominant)

887 NM_013355 PKN3 protein kinase N3

888 ABO033026 PLEKHH1 pleckstrin homology domain containing, family H (with MyTH4
domain) member 1

890 NM_021105 PLSCR1 phospholipid scramblase 1

891 NM_016147 PME-1 protein phosphatase methylesterase-1

892 NM_016937 POLA polymerase {(DNA-directed), alpha

894 - ALb562282 PP591 FAD-synthetase

895 BGC004162 PPARA peroxisome proliferative activated receptor, alpha

896 AF136972 PPM1B protein phosphatase 1B (formerly 2C), magnesium—dependent,
beta isoform

897 NM_002716 PPP2R1B protein phosphatase 2 (formerly 2A), regulatory subunit A (PR 65),
beta isoform

898  M29550 PPP3CB protein phosphatase 3 (formerly 2B), catalytic subunit, beta
isoform (calcineurin A beta)

899 BE622723 PRKACB protein kinase, cAMP—dependent, catalytic, beta

900 NM_002733 PRKAG1 protein kinase, AMP—activated, gamma 1 non—catalytic subunit

901 NM_006254 PRKCD protein kinase C, delta

903  AA133962 PRO0149 PRO0149 protein

905 BC002684 PSME3 proteasome (prosome, macropain) activator subunit 3 (PA28
gamma; Ki)

907  AI872384 PSPC1/LOC37 paraspeckle component 1/TPTE and PTEN homologous inositol

4491 lipid phosphatase pseudogene

909 AL561868 PYCR2 pyrroline—5—carboxylate reductase family, member 2

910 NM_002863 PYGL phosphorylase, glycogen; liver (Hers disease, glycogen storage
disease type VI)

912 NM_198686 RAB15 RAB15, member RAS onocogene family

914 BG107203 RABGAP1L RAB GTPase activating protein 1-like

915 NM_006860 RABL4 RAB, member of RAS oncogene family-like 4

918  AIl761595 RBBP9 retinoblastoma binding protein 9

919 BF447705 RBM12 RNA binding motif protein 12

921 Al928344 RBMX RNA binding motif protein, X—linked

922 NM_014329 RCD-8 autoantigen

923  AlI962943 RECQL RecQ protein—like (DNA helicase Q1-like)

924  AF251052 REPS1 RALBP1 associated Eps domain containing 1

925 BF475369 RFT1 " putative endoplasmic reticulum multispan transmembrane protein

926 NM_003721 RFXANK regulatory factor X—associated ankyrin—containing protein

927  AF074979 RGS20 regulator of G—protein signalling 20

930 BCO001338 RHOD ras homolog gene family, member D

931 NM_006397 RNASEH2A ribonuclease H2, large subunit

933 BE466173 RNPC2 RNA-binding region (RNP1, RRM) containing 2
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934 BE964473 RPE ‘ribulose-5—phosphate—3—epimerase

935 BG498334 RPS6KA3 ribosomal protein S6 kinase, 90kDa, polypeptide 3

936 NM_003729 RTCD1 RNA terminal phosphate cyclase domain 1

938 D87446 RW1 RW1 protein

939 AB020724 SCFD1 sec1 family domain containing 1

941 NM_004168 SDHA succinate dehydrogenase complex, subunit A, flavoprotein (Fp)

942  AC004832 SEC14L4 SEG14-like 4 (S. cerevisiae)

943 BCO001189 SECISBP2 SECIS binding protein 2

944  NM_025265 SEN2L likely homolog of yeast SEN2

945  AA128978 SERAGT serine active site containing 1

946  AF073518 SERF1A small EDRK-rich factor 1, short isoform

947  AI554300 SERPINB1 serine (or cysteine) proteinase inhibitor, clade B (ovalbumin),
member 1

948 NM_006276 SFRS7 splicing factor, arginine/serine~rich 7, 35kDa

949  AL530504 SFXN2 sideroflexin 2

950 NM_014633 SH2BP1 SH2 domain binding protein 1 (tetratricopeptide repeat containing)

951 NM_021805 SIGIRR single Ig IL-1R-related molecule

953  AK025062 SLC12A2 solute carrier family 12 (sodium/potassium/chloride transporters),
member 2

954  AW235061 SLC1A1 solute carrier family 1 (neuronal/epithelial high affinity glutamate
transporter, system Xag), member 1

955 NM_012140 SLC25A10 solute carrier family 25 (mitochondrial carrier; dicarboxylate
transporter), member 10

956 NM_006345 SLC30A9 solute carrier family 30 (zinc transporter), member 9

957  AL355815 SL.C35B3 solute carrier family 35, member B3 '

958 NM_001467 SLC37A4 solute carrier family 37 (glycerol-6—phosphate transporter),
member 4

959 NM_003615 SLC4A7 solute carrier family 4, sodium bicarbonate cotransporter, member
7

960 NM_005629 SLC6A8 solute carrier family 6 (neurotransmitter transporter, creatine),
member 8 I’

962 NM_003069 SMARCAT1 SWI/SNF related, matrix associated, actindependent regulator of
chromatin, subfamily a, member 1

963  AW069285 SMC6L1 SMC6 structural maintenance of chromosomes 6-like 1 (veast)

964  AA418403 SMILE SMILE protein

965  AI809870 SMYD2 SET and MYND domain containing 2

966 BC003686 SNAP23 synaptosomal—associated protein, 23kDa

968 AL578668 SNX14 sorting nexin 14

969  AF225416 Spc2b kinetochore protein Spc25

970  AB002330 SR140 U2-associated SR140 protein

971 NM_001047 SRD5A1 steroid—5-alpha—reductase, alpha polypeptide 1 (3-oxo—5 alpha—
steroid delta 4—dehydrogenase alpha 1)

972 NM_006947 SRP72 signal recognition particle 72kDa

973 NM_021947 SRR serine racemase

974 NM_007315 STATI signal transducer and activator of transcription 1, 91kDa

976  Al476536 STUB1 STIP1 homology and U-Box containing protein 1

977  AJ002077 STX3A syntaxin 3A

978  AB002559 STXBP2 syntaxin binding protein 2

979  AL530743 SUHW4 suppressor of hairy wing homolog 4 (Drosophila)

980 BC033074 SUPT6H suppressor of Ty 6 homolog (S. cerevisiae)

981 NM_003172 SURF1 surfeit 1

982  AF(078866 SURF4 surfeit 4

984  AI341537 SYTLA synaptotagmin-like 1

985 NM_005641 TAF6 TAF6 RNA polymerase H, TATA box binding protein (TBP)~
associated factor, 80kDa

987  AL157485 TBC1D16 TBC1 domain family, member 16

989 NM_006602 TGFLbS . transcription factor-like 5 (basic helix-loop—helix)

991 NM_018319 TDP1 tyrosyl-DNA phosphodiesterase 1

994 NM_014174 THY28 thymocyte protein thy28

995 NM_018448 TIP120A TBP-interacting protein, TIP120 protein

996 NM_014428 TJP3 tight junction protein 3 (zona occludens 3)

997 U61500 TMEM1 transmembrane protein 1

998  AL080250 TMEM30A transmembrane protein 30A
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1000 AWW272611 TMPO thymopoietin
1001  NM_015959 TMX2 thioredoxin—related transmembrane protein 2
1002 BF431017 TNIK TRAF2 and NCK interacting kinase
1003 AJO011712 TNNT1 troponin T1, skeletal, slow
1004 NM_006809 TOMM34 translocase of outer mitochondrial membrane 34
1005 NM_001067 TOP2A topoisomerase (DNA) Il alpha 170kDa
1007 NM_018475 TPARL TPA regulated locus
1008 NM_000366 TPMI1 tropomyosin 1 (alpha)
1010 NM_016146 TRAPPC4 trafficking protein particle complex 4
1011 NM_018700 TRIM36 tripartite motif—containing 36, zinc—binding protein Rbcc728
1012 AF220028 TRIM5 tripartite motif-containing 5
1013 AA973551 TRIP12 thyroid hormone receptor interactor 12
1017 NM_001071 TYMS thymidylate synthetase
1018 D50479 TYRO3 TYROS protein tyrosine kinase
1019 AF322916 UACA uveal autoantigen with coiled—coil domains and ankyrin repeats
1020 NM_014847 UBAP2L. ubiquitin associated protein 2-like
1021 NM_024818 UBE1DCI1 ubiquitin—activating enzyme E1—domain containing 1
1023 AB028839 UBE4B ubiquitination factor E4B (UFD2 homolog, yeast)
1024 NM_006002 UGHL3 ubiquitin carboxyl-terminal esterase L3 (ubiquitin thiolesterase)
1025 NML_003365 UQCRC1 ubiquinol-cytochrome ¢ reductase core protein |
1026 BF109140 USP13 ubiquitin specific protease 13 (isopeptidase T—3)
1027 AWA473649 USP19 ubiquitin specific protease 19
1030 AA741061 USP6NL USP6 N-terminal like
1031 NM_005154 USP8 ubiquitin specific protease 8
1033 BE222664 VARS2L valyl-tRNA synthetase 2-like
1034 NM_017684 VPS13C vacuolar protein sorting 13C (yeast)
1035 AA812224 VPS39 vacuolar protein sorting 39 (veast)
1036 AF165513 VPS45A vacuolar protein sorting 45A (yeast)
1040 BF062886 VRK3 vaccinia related kinase 3
1042 NM_018256 WDR12 WD repeat domain 12
1043 AF 255649 WHSCI1L1 Wolf-Hirschhorn syndrome candidate 1-like 1
1044 NM_016087 WNT16 wingless—type MMTV integration site family, member 16, WNT16
protein
1045 AA621580 WRNIP1 Werner helicase interacting protein 1
1046 NZ24643 WSB1 WD repeat and SOCS box—containing 1
1047 AF298880 XPO5 exportin 5
1048 AF089744 XPR1 xenotropic and polytropic retrovirus receptor
1050 BC004535 ZDHHC16 zinc finger, DHHC domain containing 16
1051 AI814257 ZDHHC2 zinc finger, DHHC domain containing 2
1052 NM_014733 ZFYVE16 zine finger, FYVE domain containing 16
1053  NIM 005095 ZNF262 zingc finger protein 262
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1845, BHFEE: 847, EFIFES : 848, EFIES: 85 0~EIF
: 852, BFIES: 85 4~EFIBES : 86 0, EIES: 862, BIIF
: 86 4~EFES: 866, BIES: 86 8~EEZ?U%% 1870, BAHE
: 87 2~EFIFES : 888, EHIES: 891, EIEFS: 893, BIF
: 8.9 5~EFIEE: 897, BEFIIES: 89 9~EFIFET: 903, WIEF
: 90 5~EHFERE: 919, EIEFESF: 92 1~EIES: 931, BIF
1 93 3~EFEE: 937, EHES: 939, EBIES: 940, BEIF
P 94 2~EIIBE: 946, EFIES: 948, BIES: 949, BIE
195 1~FFIES: 959, BEFES: 961, EIES: 96 3~EFEF
971, BAEE: 973, EFIEST: 975 ~EFES: 984, HIF
:986~HFIEE: 989, BEHIES: 99 1~EFIFES: 1004, Kl
£5:1006, EFIBEE: 1007, BFIBES: 1009~EFES: 101
7.8FEE:101 9~EIES:1023, BFES: 1025~EINES:
1038, FEFIES: 104 0~FEFEF: 10540V ThIrTRINIEE
RFZzE&FTHEETFIZ. EBEAREO2, /42493571y |
(W002/42493) IZBWNWT, AVAHY T I FEELEDEIER S ERFICRIET
DREENET B Z LITOVWTIIREBIEBD b,

Ju o o gn 4 oo gp g oo g

aj

EHaf 3 DNA <A 7 a7 LA BT

HCT116 #ilE %, 10 %D R4 Mm{E. 100 units/ml D<=V >, 100 u g/ml
DA PVT b ERMU RPMI-1640 ¥HF TR L7, U, BREB
I OMEA WAL, 5%C02. 3TCICHAEINEA VFa2XR—F—NTITo7, 10
om BEOMMEET ¢+ v =12 2.0 X108 I/ F 4 » 3 = OFEAT HOT116 M
EEE, 4 FREERICUTOREMAEEZT o,

AEHEFITIE HCT116 Mz AV, E7820 (0.16 » M), E7070 (0.26 1 M),
LY186641 (59 1 M), LY295501 (24 » M), LY-573636 (9.6 u M), CQS (4.0 z M),
MST16 (100 z M). etoposide (3.6 &2 M), ethoxzolamide (410 # M), capsaicin (280
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uM). trichostatin A (0.16 » M), kenpaullone (7.1u M)® 12 {t&# TLE LT
LEDBBTFRELMLEHNT,

Z = C.MST16 iZ. catalytic type ® DNA topoisomerase IT FEZEA. etoposide
1% cleavable complex Pk % ¥+ 5 DNA topoisomerase II FEZEHI
ethoxzolamide 1% carbonic anhydrase FAEHI. capsaicin ¥ tumor-specific
plasma membrane NADH oxidase FHE#. trichostatin A X histone deacetylase
FEZ=%]. kenpaullone iZ cyclin-dependent kinases (CDKs)FEEA| & LT, £h %
NWAMDILEMTH D,

(LAMABRET, &% DLAMO HOTIL6 MIICHT 5 50%HAmmEERE

(MTT %Az 3 BEOMBEERGHTEECESL) 2R2ETZO 2 FORE
LLTREL, LRAmA R EIPNIOR LERERE T 24 RELERIC
MBEEEIN Lz, £k, bEHEMATIC 24 REFEEE LM S RERICER L
7o

ER L= ffans B 04 RNA ofiHix, TRIZOLRIE (B e Y= 1)
AW THRMA OBIFEIZIE > TIT o T,

DNA =4 7 u7 LA I X AEETFREMTIE, EEFL1Fo [(2) DNA <
A 7ua7 VvAIL X DBEFREMBT] LRRCITo R,

Fie. KEMPIT, £ 7o T duplicate T o7 (ERROMWHEE,
FRNENLDOY > FIVIERBITE % X 51T control -1, control-2, E7070-1, E7070-2
DEETHEE % L7%), £L T, GeneChip (Affymetrix) system (Human
Focus array) Z AW TEALEYOFET 2 BEFRELIEHIT L7

AEHEHTE SN 26 8 (control+12 L&D 183 ¥ 7V X2) D.cel 77
A Vizkt L RMA ¥ (robust multi-array average 1% (Biostatistics(2008), 4,
249-264)) WAL, 70 —7 LV TOERS 2T o e, BET LV
TOVITAREDOu 7 ERZER L, VT, FBETFO(LEWLERICKT
BV T FNRED T SEN LA YRAER (control-1) 2RI DT T FNBE
Du fExZBI &, control-1 XX A2{LEMRIEFHED Y S Itk v TEZRI,
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FLTC, YA VHBEREEFEL, ERMoMEBREL L72(®2), ZOMHE
¥ EH 21T, UPGMA ¥ (Unweighted Pair Group Method with Arithmetic
mean 1) KX VBRI 7 X% —U 7T LT2(K 3), contxol-2 IZ2WNTH,
AEOCHEZ T (KN4 BIOES), EALELY Z U =T X R
2.0.1(http://www.r-project.org/). affy package 1.5.8(http://swwww.bioconductor.
org) TH B, | ‘

B2 ~K 5B\, TLY1) X LY186641 %, [LY2] LY295501 %. 1-LY5_A|
IX LY573636 %. [CAILl iX ethoxzolamide #. [Capl 1% capsaicin %, TMST]
X MST16 %. [Etop) iZ etoposide %, [TSA] i trichostatin A %. [Kenpl
IX kenpaullone 7R ¥, ® 3 B LU 5128V T, Ide helust (¥, "average™) | 1%,
HEHEN ZT OO <2 FTHY | dupulicate DEERT —F OFBHEZ AW T
RIZEBIITRE—V VTG ET2TI EEFRT,

fENT DFER. E7070. E7820, LY186641. LY295501, LY573636 & X T* CQS
A3, HCT116 Mifick L <ol & - FRETFEMIERICE O EMEZ R L, i
D E DAY (MST16. etoposide. ethoxzolamide. capsaicin. trichostatin A,
kenpaullone) ®7ua 77 A& %Eiﬁé TERHLNE o (B2~K5),
J:O'.f\ AEEFTIZEL Y, E7070. E7820. LY186641. LY295501, LY573636 B
E CQS &, A—F 3O EA#FEERE TS LELALIL, R—E AU
DEETEMB L OHEE b bT 2 L BB RRE NI,

EHEF 4 BRI SRVER
36 kD b MNEMKE XL EHAWT.ET820.E7070.CQS.LY 186641.1.Y295501
DO EENFEEOMBERAT, AV EMEKIET. DLD-1, HCTI5,
HCT116, HT29, SW480, SW620, WiDr (B _E. b M RIBEMEEER) . A427, AB49,
LX-1, NCI-H460, NCI-H522, PC-9, PC-10 (B E. & MEREAEIR) . GT3TKB,
HGC27, MKN1, MKN7, MKN28, MKN74 (Bl k. & MEEMEK) . AsPC-1,
KP-1, KP-4, MiaPaCall, PANC-1, SUIT-2 (Bl E, b MEERRIEMIEH) . BSY1,
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HBC5, MCF-7, MDA-MB-231, MDA-MB-435, MDA-MB-468 (Ml Lk, t ~#LEM
Bakk) . CCRF-CEM, HL60, K562, MOLT-4 (Pl k. & +EMmAMAEE) 3 6
BETHY., £ TOMIIE 10%D B R4 MmE, 100 units/ml D<=V /{ 100
pgml DA R L7 <A L& EM LT RPMI-1640 ¥i#i % Fiv T 5% COz ki
FT81CIlT TR LI (R9),

#9

36 human cancer cell lines tested in 3-day MTT assays

Colon Stomach Breast
DLD-1 (1250/well, 16.8 h) GT3TKB (2000/well, 21.1 h) BSY-1 (2000/well, 46.1 h)
HCT15 (1500/well, 14.5 h) HGC27 (1500/well, 14.6 h) HBCS (2000/well, 31.8 h)
HCT116 (1250/well, 13.4 h) MKN1 (4000/well, 35.9 h) MCF-7 (3000/well, 29.5 h)
HT29 (2500/well, 19.8 h) MKN7 (3000/well, 37.4 h) MDA-MB231 (2000/well, 21.6 h)
SW480 (3000/well, 19.5 h) MKN28 (2000/well, 22.7 h) MDA-MB-435 (3000/well, 24.4 h)
SW620 (2500/well, 17.3 h) MKN74 (4000/well, 24.8 h) MDA-MB-468 (3000/well, 3.2 h)
WiDr (2000/well, 18.9h)
Pancreas Leukemia
Lung AsPC-1 (2500/well, 28.4 h) CCRF-CEM (1500/well, 27.2 h)
A427 (2500/well, 32.4 h) KP-1 (2000/well, 24.8 h) HL60 (1500/well, 29.5 h)
A549 (1250/well, 18.9 h) KP-4 (2000/well, 16.7 h) K562 (1500/well, 20.6 h)
LX-1 (2000/well, 17.2 h) MiaPaCall (2500/well, 19.1 h) MOLT-4 (1500/well, 22.3 h)

NCI-H460 (1000/well, 13.6h)  PANC-1 (2500/well, 27.9 h)
NCI-H522 (4000/well, 80.4h)  SUIT-2 (2000/well, 15.6 h)
PC-9 (2000/well, 23.7 h)

PC-10 (2000/well, 24.0 h)

Cell line (initial cell number, doubling time)

%90, b MEMBEKSRVICEIT A MEMRKOEE, BE ZAMREER
L O LRE 2R T

FOIRBOMBEETISY =2 Vv A 77 L— b (EE)IZEE (50 lVwell) .
24 B IC 3 EFRBFIOLAWETM L (50 pUwell), & HIT T2 RERIC

WST-8 (10 Uwell) ZH#ML, 450 nm DRHAEZBE LT, RDTHREIZTXY

4 36 Bk D EMALIC T B 50 %IETEIMHIAERE LS RD, ZORF— v E2SLE
YRl U, BB & L CiX, Pearson's correlation coefficients Z& F >
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7= (Paull, K. D. et al. Display and analysis of patterns of differential activity of
drugs against human tumor cell lines: development of mean graph and
COMPARE algorithm. J. Natl. Cancer Inst. 1989, 81, 1088-1092; Monks, A. et
al. Feasibility of a high-flux anticancer drug screen using a diverse panel of
5 cultured human tumor cell lines. J. Natl. Cancer Inst. 1991, 83, 757-766.) .

ZOfER. E7070, E7820. LY186641, LY295501 3L U° CQS ik, & REMAL
BTk A EEMETEEIC BT, mOEBEREEZRLE (R10), LoT. &
fEHTIZ L v . E7070. E7820. LY186641, LY295501 B LT* CQS 1%, M—% 7
ECORASEEAE T 2B L0, A—ERREU0BRGETFEAB L UR

10 %2b7bTZ eRNRIFRINT,

#10
E7070 E7820 CQS LY186641 1LY295501
E7070 1.00 0.98 0.97 0.93 0.80
E7820 0.98 1.00 0.96 0.95 0.82
CQ@s 0.97 0.96 1.00 0.92 0.82
1.Y186641 0.93 0.95 0.92 1.00 0.81
LY295501 0.80. 0.82 0.82 0.81 1.00

#1001, b MEMREKEAARAVCEITSIEWE (E7070. E7820. CQS.
LY186641 3 £ O LY295501) DAEEIEHE RS,
15
ERPIS  E7070 WEMRICI T 5 REME
E7070 TRk % T, BE7820. LY186641, LY295501. LY-ASAP B LT CQS
0D i e 1 TR 0 A E M & B L7z, HCT116-C9 3. b MRBEHE¥R HCT116
(American Type Culture Collection, Manassas, VA, U.S.A.) 7575t L 72 HEER
20 ThV. ZD HCT116-C9 % E7070 FE T TH#E L, ET070 #EZWRNIZ L
AH&E¥prZ Lick B E7070 T4 HE# 2 HCT116-C9-Cl 8 L T
HCT116-C9-C4 T& 5 (Molecular Cancer Therapeutics, 2002, 1, 275-286)
HCT116-C9. HCT116-C9-Cl. HCT116-C9-C4 @ 3 #lfE#k & & % 3000
cells/well T 96 "=/ 7L —b (EE) KFEE (50ulwell). 24 B
95. 1%IC 3fERMATIDMAWETRM LI (50pUwell), S BIT, 72 KE#IC MTT
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% (Mossmann T., J. Immunol. Methods, 1983, 65, 55-63) T & ¥ i & FE #
T A BEA U e, B/ TIRIRIC & 0 AIERIIRIC R B 50 %A i BRI A Aok
iz,

ZOFER, E7070 OMBEBEEMEITEMAEIZ. HCT116-C9 (C9) XL T IC50
i 0.127uM TH o7z, THicx L, HCT116-C9-C1 (C9C1l) B L U
HCT116-C9-C4 (C9C4) iR+ HEMIXZNEN IC50=31.9x M. 26.9uM T
H Y. E7070 ® C9C1 B L T} C9C4 ITx§ 2 M FEMBIEENEEF KT 5
ZENER SN (K6), £z, E7820, CQS. LY186641. LY295501, LY-ASAP
DR FEINENEAE 1= >V Tk, HOT116-C9 /3 5 EMR ZhEh 1050 =
0.080 p M. 1.73p M, 33.6 M. 109uM. 1.683uM ThokDiTx L.
HCT116-C9-C1 B X T HCT116-C9-C4 iZxtd 2 &M%, HCT116-C9-C1 {2\
T, ThFRIC50 = 51.2u M. 634pM, 184p M. 111 M, 113 M TH Y,
HCT116-C9-C4 IZ2>W\W T, £RFH IC50 = 52.8p M. 517 M. 188 M. 110
pM, 90.3uM Thotz, Lo 7T, E7820. CQS. LY186641, LY295501.
LY-ASAP O EREIEEEIC O W T, C 1Tk 2 E TR, CI9C1 B &
VN COC4 Xt T BAIEMNBEZITET LTV (B6), LoT, E7070. E7820.
LY186641. LY295501, LY-ASAP B L' CQS I%. M—E 3L OER#F %

 ETALEZLN. A—:(rRENOEEFEBIOHRE b LTI L 2%

SRR EhT,

Eiefle  B7070 MERRICI T 5 REMmE
EHip 5 &£ < ik LT, BE7070 MR % VT LY573636 0D fic 3 5E #71
EHEZ BE7070 & FRICFHE L 7,
ZOfER, E7070 OAMEEFEMBIEEIZ. HCT116-C9 I § S EMKEIC I~
(IC50=0.127 » M), HCT116-C9-C1 3 X ' HCT116-C9-C4 iZx§ 5iFtE (£
hZhIC50=32.7uM, 28.0u M) REZKTTHILIFERR L (K
7). Eiz. LY573636 OMEMEFEMBEEME S, HCT116-CO IZx ¥ HIEHEIC A

131



10

15

20

25

WO 2006/036025 PCT/JP2005/018574

(IC50 = 5.11x M), HCT116-C9-C1 B L O HCT116-C9-C4 iZxt5 5i&H: (£
nZh IC50 = 264u M, 240u M) BREEICETLTWE (KH7)s o T,
LY573636 iX, E7070 L A— £ I3ELOERABFE2A TS EEXL 00, A—%
IXEL OB EFEMBIVHRE LTI BB FRREINT,

IhbofER (EEM 1 ~6) b, E7070. E7820. LY186641, LY295501,
LY-ASAP, LY573636 b L <% CQS iz b OMAELER, A—Ekid
BLUOBRBFEMR DR —(FEUOERABIUHRELLLT I EHH
bk Rol,

LoT, B7070 LFAEIC (EHHI2). AVFTT I FEELEDERESH
FEAEZEIVERY HEShEEBEHRIZREIT S, BEFES: 1 ~EFIFES: 113
O DNTNHTREINAEEFRINEEHTIRBEBETFIHORIHENLERSNS 1
I EEOEGFORBELHETDIZ LI, BIO/ ERITEERE LY
Ry HEhZEBMEICANLVE T I FEFRLEMEZER S E, BIES 1~
FFIEE: 11390V ThNTRINDIERRFIEZERTL2EBTFNLRDR
PHBIREND 1 ELFEBOBETORABLHETHZ &ICX Y., HEKES
MBEORTANVE LT 2 FEFLADICK T HRZIMEH D LPTMETH D
ZEBHOMNERST,

Eiwfl 7 E7070 ALEICRBIT 5 Eh~— I —BEHEBTORERE L
RSl & o B OB O BT
CONH (BFIEE: 5 6 6 TRENBHERFI L EE T 5RETFEFT, T,
FL.). GOT2 (BFIEE: 7 0 8 THESNSHEMII+ 8T 5 BET 2RI,
DIF. FT.). GSS (MFIEE: 71 4 TCRENIEERIIZEHT 5 EET %
F¥, UF. AL.). ME2 (B5IB% : 8 1 ATHRSNAHEMII2EHT 5%
ET%EFT, T, AC,). MIPEP (B5I%E : 8 2 7 TRENSEHEEFI 25
B4 5EETEFRT, M. AL,). NCBP1 (FFIESE : 8 4 6 TESh B

. BEFEERTAEETETRT, T, FL.), NDUFS1 (Bd3I%E=% : 84 9 TXK
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ENHEERSEEETH2EEBETFERT, UT. BHL,) BXUV SRP72 (EFIF
F:1 972 TRSNHHEEESNZEFTHECTFETT, AT, BL.) i3, &%
% 3 FEE D GeneChip array TEME L THERBHAR P BB LD TH Y,
Egh~ — I —FEHBEETFORBMGIE BT I ENTED, £ T, ET070 LHEiC
BT, Ihd 8 BETFTORBMA & MIREEIH & OMICH WHENIRD b
B INE D DIRFEZ R T2,
(1) SRBIEIZ X % E7070 o>l fuss i =R ol 2

E7070 OABIEFEHISE ORI EIL. sulforhodamine B (SRB)¥# (Skehan, P.,
Storeng, R., Scudiero, D., et al. New colorimetric cytotoxicity assay for
anticancer-drug screening. J. Natl. Cancer Inst. 1990, 82, 1107-1112) % T
fTote, AWEMEKIX, DLD-1, HCT15, HCT116, HT29, SW480, SW620,
WiDr (P E. & b KB M) . A427, A549, LX-1, NCI-H460, NCI-H522, PC-9,
PC-10 (B k. v MEEMAEE) . GTSTKB, HGC27, MKN1, MKN7, MKN28,
MEN74 (BLE, b FBEEMELK) . AsPC-1, KP-1, KP-4, MiaPaCall, PANC-1,
SUIT-2 (BALE. E bEREEMEK) . BSY-1, HBC5, MCF-7, MDA-MB-231,
MDA-MB-435, MDA-MB-468 (2 L. & ¥ @M AE4K) . CCRF-CEM, HL60, K562,
MOLT-4 (BALE, & FEIMBMELR) O3 6BETHY ., £ TOMEIX 10% DA
WRAEME. 100 units/ml D=V > 100pgml DA V7 <A ¥ E2HRM
L7z RPMI-1640 ¥:Hi% BT 5% CO: &M T 87 CITTHERE L, FEHMIEK
ZRIICEBOMBEEOMN 8fFEOMIEE T 24 V=TV —k (FE) ZEx (1
mlwell) . 24 Bsfi# 1 E7070 ZWM L7z (0.27, 0.8, 2.4u M), & 51T 72 B
B &kt 7o 412 SRB BIC X D MBEEE L Z EE Lz, BRITK 8 ITRTE
D CThol, K8 DHEIL., xtROMATHEE L~ % 100% & Liz & & OffifaE
FERERT,

(2) EEH RT-PCR I X 5 &= THEENT

LFE3 6EED L MEMEKER I ICEROMAEEL DK 100 FOMEE TER

10 cm OHIEREET 1 v 2 ICHEE (10 mlwell), (1) L FERROBEELMET 24
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RIS R L7z, E7070 0.8 M ¥R Lz, & 5IC 24 ReMIEER 2R 1o &Mk
ZEIX L7z, £ 72, B7070 Z RS FICEBROLMETRE L SMB B ER L7,

EIl)e bflfg‘%ﬂ]ﬂﬂﬁlg M4 RNA OHitHid, TRIZOL R (v huad= 1
) & AVWTHRMAOBRIEEICH > TITo T,

Zhb 36 IO B MEMEAKICIW T, ET070 0.8 o M AEIZ & 5 EFE 8 EiR
FRI|DEI % High-Capacity cDNA Archive Kit+TaqMan Universal PCR
Master Mix (Applied Biosystems)33 & U8 ABI Prism 7700 sequehce Detection
System (Applied Biosystems) % FiV 7z &#) RT-PCR iZ & b EIE Lz,

BIERMEERGR Y PCR KD 2 BHETTo/c, REDBRMETH 5 HRE
Fitntx. 5ug D% RNAIZ 1XReverse Transcription Buffer, 1XdNTPs, 1X
random primers. 0.4 U/ p 1 RNase Inhibitor . 2.5 U/ x 1 MultiScribe
Transcriptase (Applied Biosystems) & %2, 25 ‘CiZ T 10 HEH&ER. 37 CiZ
T 120 FRMRT 5 2 22 L VAT 27,

5 cDNA &% 2 B2fE D PCR KR ITfik L7, PCR KJinid. 20 ng cDNA,
1XTagMan Universal Master Mix (Applied Biosystems). 900 nM primer pair
B LT 250 nM TagMan probe DK% TITo 72, RingdfFid 50 C 2 & F"ﬂ
95 C 10 A DORIEH. 95 C 158 +60 CLHE DY A 7 V% 40 T4 y e
1To 7,

75 < —BLO S e — 71X, Primer Express Y 7 b 7 = 7 (Applied
Biosystems) # AW TEFFEHF L THVWE®., b LLETEHOD
Assay-on-Demand Gene Expression Products (Applied Biosystems) & £ D & &
iz, BRiIZiX, 18S ribosomal iZ. Assay-on-Demand Gene Expression
Products Hs99999901_s1 (Applied Biosystems). GOT2 /%, E5IES : 114
0 (attccaaccc tcccctcaat). EEFIES : 114 1 (caatgatgeg gtecagecat) KUY
Bi%l2E5: 1 1 4 2 (accccagatt tgcgaaaaca atgge (51 FAM 45 - 3'/8] TAMRA
1E#%)) .ME2 13, Assay-on-Demand Gene Expression Products Hs00242842_m1

(Applied Biosystems). CCNH /. Assay-on-Demand Gene Expression Products
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Hs00236923_m1 (Applied Biosystems). GSS iX. Assay-on-Demand Gene
Expression Products Hs00609286_m1 (Applied Biosystems). MIPEP I,
Assay-on-Demand Gene Expression Products Hs00255074_m1 (Applied
Biosystems) . SRP72 ¥ . Assay-on-Demand Gene Expression Products
Hs00601540_m1 (Applied Biosystems). NDUFS1 i&. Assay-on-Demand Gene
Expression Products Hs00192297_m1 (Applied Biosystems). NCBP1 I3,
Assay-on-Demand Gene Expression Products Hs00159552_m1 (Applied
Biosystems). & ZH LAV,

ZWAEH O mRNA BIZHARELZRET S Z LIV ERE L, 28, E7070
SLERAR R B SR DA R & RAAEAIIESEORE O HBICB W T, MEERMEE SR
k48 D 188 ribosomal RNA ZiIZ XLV FIEL TT o7,

(3) BE7070 BB} 3~ — I —BEMEETF ORRE/ & MBI

& O OAEBEREOREH
E7070 0.8y M A TRIF 5, L 8EETFORIAMMBIMEML LF 3 6 BHL
N AR RR I 5 B AR RS 1 & O OMBREOEERECIEYT Y O
BRE (r) ZAV, 1248 0.500 B2 5 X 5 2B TR WHEEZTR LcBET
(D WTIX, 0274 M R BTNT 2.4u M @ ET070 LETORZRAH O — %
(2) LARCLTHRR (H9~F16), ©7 Y roMBEREETnThFREL

TRDZ (F11),

F11
Pearson correlation coefficient (1)
Gene symbol 0.27 uM 0.80 uM 2.4 uM
MIPEP 0.702 0.867* 0.863*
SRP72 0.758%* 0.875* 0.910%*
ME?2 0.578 0.820* 0.862%*
CCNH 0.666 0.719% ©0.664
GSS 0.708* 0.853* 0.894*
NDUFS1 0.712% 0.809* 0.823*
NCBPI 0.549 0.818* 0.622
GOT2 NT 0.643 NT
NT: not tested ’ )
* 12> 0.500
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DI EOfSEER EMHE 1 0% 2 RILRIhEEY~— I —EHEGRTD I b,
Kz CCNH. GOT2. GSS. ME2. MIPEP. NCBP1, NDUFS1 & X U SRP72
DHERBFEOEEDNRF — i, 3 6 EED & MEMER AR VIZEBIT S ET7070
O RETEINRIFEE DO F — 2 L E<HB LTV,

IhODRERNDL, BIIEE 1 ~EFES: 11390V ThMrTREND
ARSI EZSHETIBETPORIBENOBNREND 1 ELITEROBLET DO
REDEDS, ET070 ROARNVK YT 2 FERLEWOTIEEDNRORE < —D
— L LTERTEAFREESREVWI ERRR I,

Fio, ZHIULDRRND, AVEYT I FEEIEWIC X 5 AR O RS
BickiFs,. BAEE: 1~ESES: 113900 TinTRINSHEERS
R eATHEBEFPORIFENDBRIND L EFLREROBLTFORAEDE
LEBETDILICEY., YEEEMROANK T I FEHEMLEMITET 5K
ZHEERECTE A EPRINT,

Ehif 8 In vivo xenograft model B\ 7z E7070 &~ —h —EET
DF FHEDREE
CCNH, GOT2. GSS. ME2, MIPEP. NCBP1. NDUFS1 ¥ & ' SRP72 7
in vivo I35 T b E7070 DHIEEHRORE— 51— LTHRTh 5 1ED
FREET S 7=z, b PRBEHERO HCT116 B X U0V SW620 @ 2 Mgk 2 Fv,
ENEMEEEX — R RE TBEEF VBT A EETFREABTZ EEN
RT-PCRIZTATo T,
7THEEOHERX — F< 72 (BALB/c nwnu) OHMIKTIZ, HCT116 L DRk
B (8.0X 107 cells/ml) 38 X U SW620 FIEDOBIEIK (5.0X107cells/ml) &%
HEH 100 u Vmouse THEABIE LTz, &4 OEMBEOERIZEWNT, BEAHAR
A% 100 mm8® ##8 % =BT E7070 R5F# 3L & RGBS LICX— F~v Y
R &40, BTE L. E7070 150 mglkg Z 8RR E LT, RERRELTIE, B
BHFA E7070 : N-Methyl-D-Glucamine : D-Mannitol = 100:380:475 T ¥ .
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E7070 ODEER 33.3 mg/ml TH HKEREZFH LR, EAHED 20 mlkg &
BBHEITABREAKTHERLCHWE, BE5% 24 FE T, E7070 K5 3L
LSt SRR S IEH D T BN OEFREIRY L, EHICREZEN TR
7=t . TRIZOL RN THEMR IV,

Z D1, TRIZOLRAEKE (f v huPx 48 ICHRAOBIEEICHE> T
RNA Oz 1T\, Eiif] 7 o (2) & FEEkICEE/R RT-PCR % VT, CCNH,
GOT2. GSS. ME2, MIPEP., NCBP1, NDUFS1 & X O SRP72 @ E7070 #& &
WX BRBAEBEFNT, ERERIIKL 7R LE,

THDDORERNDL, HCT116 B LT SW620 it P RKIBEKRDO X — F<v U R
THIEETVIZB VT, CCNH, GOT2. GSS. ME2. MIPEP, NCBP1, NDUFS1
B L SRP72 OXEBAMBIERHBIRBD bz, Lz o> T, invivo BN TH,

FHIEFS 1 ~EFIES : 11390V ThhTRENDIHEERINZEETLHE

BIPORIENDBIRENS 1 ERIIEROBELEFORAEOELI, ET070
BOAAEKRYT I RERIELEVMOFREESRORBE~—I—L LTHEHATESZ
LR RBENT,

EMiF9  Invivo xenograft model iZB175 DNARA 7 uT L AIZLD
BT RBIBRENT
b bR B HCT 116 38 X U8 SW620 @ 2 Mgk & vy, b MM X
— P~ AR TBEET VBT 2BEETFREAMITZ DNA ~( 7T LA
(Affymetrix GeneChip FHuman Focus array) IZT{To7,
EHf] 8 THL RNA AW, EHI 10 [(2) DNASA7vT7 VAT
KB BEFREMT] & RRITIT> 7, |
EERNT — ZEWIT. 2T GeneChip software (Affymetrix) X Gene
Spring (Silicongenetics) %* HAWVWTITo7,
RERFUCBN T, BRIOREB~—V— LR 5BETFEZHMETHEREO 5N
BBVIE D] OHBIZIZ, T OREREVE,
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1) E7070 150 mg/kg 858 L R EHD 2 DD 7 /N —7H T mRNA D EEE
24 B 1.8 E, RV HFE LT 2FBULEEELTHNDZ L,

2) EF1) oXE#¥EE HCT116 & SW620 Ot b RBEHKICIS W THITHZ L
TWBHZ Lk,

FROEECESE, ET070 LBIZ XV ZOREANFRIC M) L& HE
EINTEEH— I —EFEBEFOYV R FER1 2B XTE1 312, FERIC ET070
MIIZ LY ZOREABFER B LEHEINEEY~— IV —EHERT
DYARNERLIABIOERL IR L T,
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®12

BAEE ST o Gene Symbol BETA
90 NM_022568 ALDHB8AT1 aldehyde dehydrogenase 8 family, member Al
154  NM_001357 DHX9 DEAH (Asp—Glu-Ala-His) box polypeptide 9
197 NM_016534 FLJ39616 apoptosis—related protein PNAS-1
200  NM_002044 GALK2 galactokinase 2
315 NM_003913 PRPF4B PRP4 pre-mRNA processing factor 4 homolog B (yeast)
317 NM_021190 PTBP2 polypyrimidine tract binding protein 2
331 AW057781 RPL10 ribosomal protein L10
333 BC001663 RPL31 ribosomal protein L31
368 NM_014765 TOMM20 translocase of outer mitochondrial membrane 20 homolog (yeast)
386 NM_003451 ZNF177 zinc finger proteir; 177
1055 AB019219 C20orf14 chromosome 20 open reading frame 14
1056  BC000196 CCNG1 cyclin G1
1057 NM_001280 CIRBP cold inducible RNA binding protein
1058 NM_018973 DPM3 dolichyl-phosphate mannosyltransferase polypeptide 3
1059 NM.018559 KIAA1704 KIAA1704
1060 NM_022129 MAWBP MAWD binding protein
1061 NM_006599 NFATS nuclear factor of activated T—cells 5, tonicity—responsive
1062  AL558030 POLR2K polymerase (RNA) Il (DNA directed) polypeptide K, 7.0kDa
1063 NM. 014374 REPIN1 replication initiator 1
1064 . NM_005059 RLN2 relaxin 2 (H2)
1065 NM_002970 SAT spermidine/spermine N1—acetyltransferase
1066  AKO001135 SEC23iP SEC23 interacting protein
1067  AF107405 SFRS3 splicing factor, arginine/serine—rich 3
1068 BF224259 SMNDG1 survival motor neuron dormain containing 1
1069  J04564 SNRPB " small nuclear ribonucleoprotein polypeptides B and B1
1070  Al688580 SURB7 SRB7 suppressor of RNA polymerase B homolog (yeast)
1071 NM_005642 TAF7 TAF7 RNA polymerase I, TATA box binding protein (TBP)-

associated factor, 55kDa

1072 NM.017646 TRIT1 tRNA isopentenyltransferase 1
1073  NM_016258 YTHDF2 YTH domain family 2

#1 21%, E7070 #EBIZKIT 5 mRNA ORI EN E7070 FEREREITHA,
1.8 fELL EHM L2 b D &R,
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%13
mHES g?g‘jgkayﬁ% Gene Symbol BIEF4&
90 NM_022568 ALDH8AT1 aldehyde dehydrogenase 8 family, member Al
317 NM_021190 PTBP2 polypyrimidine tract binding protein 2
333 BC001663 RPL31 ribosomal protein L31
386 NM_003451 ZNF177 zine ﬁnge’r protein 177
1058 NM_018973 DPM3 dolichyl-phosphate mannosyltransferase polypeptide 3
1059  NM_018559 KIAA1704  KIAA1704
1060 NM_022129 MAWBP MAWD binding protein

%1 3. E7070 BEEICHBIF 5 mRNA OREER ET070 i BRI o~
20 E¥EIMLES DERT,
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z14
BEIIEE g?_gi'j;_lg% Gene Symbol BEF 4

a7 u18197 ACLY ATP citrate lyase

484 NM_006621 AHCYL1 S—adenosylhomocysteine hydrolase—like 1

487 NM_006066 AKR1A1 aldo—keto reductase family 1, member Al (aldehyde reductase)

488 NM_003689 AKR7A2 aldo—keto reductase family 7, member A2 (aflatoxin aldehyde
reductase)

502 NM_001640 APEH N—-acylaminoacyl-peptide hydrolase

515 AF289489 ASPH aspartate beta—hydroxylase

522 AL080089 ATP5G1 ATP synthase, H+ transporting, mitochondrial FO complex, subunit
¢ (subunit 9), isoform 1

536 NM_004725 BUB3 BUBS3 budding uninhibited by benzimidazoles 3 homolog (yeast)

566 NM_001239 CCNH cyclin H

590 U24105 COPA coatomer protein complex, subunit alpha

600 NM_001321 CSRP2 cysteine and glycine—rich protein 2

603 NM_003798 CTNNAL1 catenin (cadherin—associated protein), alpha-like 1

615 NM_001359 DECR1 2,4—dienoyl CoA reductase 1, mitochondrial

631 NM_012145 DTYMK deoxythymidylate kinase (thymidylate kinase)

635 NM_004092 ECHS1 enoyl Coenzyme A hydratase, short chain, 1, mitochondrial

661 NM_004214 FIBP fibroblast growth factor (acidic) intracellular binding protein

696 NM_012280 FTSJ1 FtsJ homolog 1 (E. coli)

702 NM.017423 GALNT?7 UDP-N-acetyl-alpha—D—-galactosamine:polypeptide N—
acetylgalactosaminyltransferase 7 (GalNAc—-T7)

705 NM_004837 GGPS1 geranylgerany| diphosphate synthase 1

706 NM_012201 GLG1 golgi apparatus protein 1

710 AL157493 GPS2 G protein pathway suppressor 2

712 NM_002092 GRSF1 G-rich RNA sequence binding factor 1

714 NM_000178 GSS glutathione synthetase

736 NM_017512 HSRTSBETA rTS beta protein

738 NM_000876 IGF2R insulin—like growth factor 2 receptor

743 NM_006547 IMP-3 IGF-II mRNA-binding protein 3

744 NM_014214 IMPA2 inositol(myo)—1(or 4)-monophosphatase 2

752 NM_000213 ITGB4 integrin, beta 4

814 M55905 ME2 malic enzyme 2, NAD(+)~dependent, mitochondrial

815 NM_014623 MEA male—enhanced antigen

834 NM_005830 MRPS31 imogen 38, mitochondrial ribosomal protein S31

838 NM_002451 MTAP methylthioadenosine phosphorylase

848 NM_005004 NDUFBS8 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 8, 19kDa

849 NM_005006 NDUFS1 NADH dehydrogenase (ubiquinone) Fe—S protein 1, 75kDa
(NADH-coenzyme Q reductase)

851 NM_020202 NIT2 nitrilase family, member 2

875 NM_006117 PECI peroxisomal D3,D2-enoyl-CoA isomerase

885 NM_003662 PIR pirin (iron—binding nuclear protein)

906 BG029917 PSMF1 proteasome (prosome, macropain) inhibitor subunit 1 (PI31)

931 NM_006397 RNASEH2A ribonuclease H2, large subunit

936 NM_003729 RTCD1 RNA terminal phosphate cyclase domain 1

972 NM_006947 SRP72 signal recognition particle 72kDa

974 NM_007315 STAT1 signal transducer and activator of transcription 1, 91kDa

978 AB002559 STXBP2 syntaxin binding protein 2

981 NM_003172 SURF1 surfeit 1

989 NM_006602 TCFL5 transcription factor-like 5 (basic helix—loop—helix)

999 NM_014255 TMEM4 transmembrane protein 4

1004 NM_006809 TOMM34 translocase of outer mitochondrial membrane 34

1005 NM_001067 TOP2A topoisomerase (DNA) Il alpha 170kDa

1008  NM_000366 TPMI1 tropomyosin 1 (alpha)

1017  NM_001071 TYMS thymidylate synthetase

1024 NM_006002 UGCHL3 ubiquitin carboxyl-terminal esterase L3 (ubiquitin thiolesterase)

1025 NM_003365 UQCRCT1 ubiquinol-cytochrome ¢ reductase core protein I

1032  NM_006295 VARS2 valyl-tRNA synthetase 2

1037  NM.013245 VPS4A vacuolar protein sorting 4A (yeast)
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BHES g?—l?;?/kayﬁ% Gene Symbol E{EFH
1074 NM_000019 ACAT1 acetyl-Coenzyme A acetyltransferase 1 (acetoacetyl Coenzyme
A thiolase)
1075  Al082078 ACTN1 Actinin, alpha 1
1076  NM_000026 ADSL adenylosuccinate lyase
1077 ABO11446 AURKB aurora kinase B
1078 NM_003670 BHLHB2 basic helix-loop-helix domain containing, class B, 2
1079 BE788439 C200rf18 chromosome 20 open reading frame 18
1080 NM_005768 C3F putative protein similar to nessy (Drosophila)
1081 NM_000075 CDK4 cyclin—dependent kinase 4
1082 NM_001379 DNMT1 DNA (cytosine~5-)-methyltransferase 1
1083 U36764 EIF3S2 eukaryotic translation initiation factor 3, subunit 2 beta, 36kDa
1084 NM_001975 ENO2 enolase 2 (gamma, neuronal) ’
1085 BC003573 FDFT1 farnesyl—diphosphate farnesyltransferase 1
1086  NM_002004 FDPS farnesyl diphosphate synthase (farnesyl pyrophosphate

synthetase, dimethylallyltranstransferase,
geranyltranstransferase)

1087 NM_013451 FERIL3 fer—1-like 3, myoferlin (C. elegans)

1088 NM_002014 FKBP4 FK506 binding protein 4, 59kDa

1089  AlI830227 FLII flightless I homolog (Drosophila)

1090 AWO051856 FLNA filamin A, alpha (actin binding protein 280)

1091 M62994 FLNB filamin B, beta (actin binding protein 278)

1092 NM_000158 GBE1 glucan (1,4—alpha-), branching enzyme 1 (glycogen branching
enzyme, Andersen disease, glycogen storage disease type IV)

1093  AL353759 H2AFL H2A histone family, member L

1094 NM_004499 HNRPAB heterogeneous nuclear ribonucleoprotein A/B

1095 D55674 HNRPD heterogeneous nuclear ribonucleoprotein D (AU-rich element
RNA binding protein 1, 37kDa)

1096 NM_006389 HYOQU1 hypoxia up-regulated 1

1097 NM_013417 IARS isoleucine—-tRNA synthetase

1098 BC005247 DI isopentenyl-diphosphate delta isomerase

1099  AL548363 ITGB1BP1 integrin beta 1 binding protein 1 :

1100 NM_016121 KCTD3 potassium channel tetramerisation domain containing 3

© 1101 NM_005733 KIF20A kinesin family member 20A

1102  NM_015907 - LAP3 leucine aminopeptidase 3

1103  NM_000527 LDLR Jow density lipoprotein receptor (familial hypercholesterolemia}

1104 NM_014342 MTCH2 mitochondrial carrier homolog 2 (C. elegans)

1105 NM_002541 OGDH oxoglutarate (alpha—ketoglutarate) dehydrogenase (lipoamide)

1106 NM_000436 OXCT1 3-oxoacid CoA transferase 1

1107  NM_000917 P4HAI1 procollagen—proline, 2—oxoglutarate 4—dioxygenase (proline 4~
hydroxylase), alpha polypeptide 1

1108 NM_004563 PCK2 phosphoenolpyruvate carboxykinase 2 (mitochondrial)

1109 NM_000445 PLEC1 plectin 1, intermediate filament binding protein 500kDa

1110  NM_002808 PSMD2 proteasome {prosome, macropain) 26S subunit, non-ATPase, 2

1111 BC000576 . QDPR quinoid dihydropteridine reductase

1112 NM_002896 RBM4 RNA binding motif protein 4

1113  BC001866 RFC5 replication factor C (activator 1) 5, 36.5kDa

1114  NM_020216 RNPEP arginyl aminopeptidase (aminopeptidase B)

1115 BC001886 RRM2 ribonucleotide reductase M2 polypeptide

1116 NM_006666 RUVBL2 RuvB-~like 2 (E. coli)

1117  AV704962 SC4AMOL sterol~C4~methyl oxidase-like

1118  AB032261 SCD stearoyl-CoA desaturase (delta~9—-desaturase)

1119  BC004948 SERPINB6  serine (or cysteine) proteinase inhibitor, clade B (ovalbumin),
member 6

1120 NM_005412 SHMT2 serine hydroxymethyltransferase 2 (mitochondrial)

1121 AL513917 SLC16A3 solute carrier family 16 (monocarboxylic acid transporters),
member 3

1122  NM_006931 SLC2A3 solute carrier family 2 (facilitated glucose transporter), member 3

1123  AB040875 SLC7A1 solute carrier family 7, (cationic amino acid transporter, y+
system) member 11

1124  AL136877 SMC4L1 SMG4 structural maintenance of chromosomes 4-like 1 (yeast)

1125  AF098865 SQLE squalene epoxidase

1126  NM_005653 TFCP2 transcription factor CP2

1127  NM_003334 UBE1 ubigquitin—activating enzyme E1 (A1S9T and BN75 temperature
sensitivity complementing)

1128 M14016 UROD uroporphyrinogen decarboxylase

1129 AFQ022375 VEGF vascular endothelial growth factor

£ 141X, E7070 #EFHITEIT 5 mRNA OFBEEN E7070 FFRERITH A~
18 FEULEEA L bDZERT,
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#15
BIES g?ﬁi;kapé% Gene Symbol E{EF 4

487 NM_006066 AKR1A1 aldo—keto reductase family 1, member A1 (aldehyde reductase)

502 NM_001640 APEH N—-acylaminoacyl-peptide hydrolase

515 AF289489 ASPH aspartate beta—hydroxylase

566 NM_001239 CCNH cyclinH

603 NM_003798 CTNNALA1 catenin (cadherin—associated protein), alpha-like 1

702 NM_017423 GALNT7 UDP-N—-acetyl-alpha—D-galactosamine:polypeptide N~

. acetylgalactosaminyltransferase 7 (GalNAc—T7)

710 AL157493 GPS2 G protein pathway suppressor 2

714 NM_000178 GSS glutathione synthetase

814 M55905 ME2 malic enzyme 2, NAD(+)-dependent, mitochondrial

815 NM_014623 MEA male—enhanced antigen

848 NM_005004 NDUFB8 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 8, 19%kDa

849 NM_005006 NDUFS1 NADH dehydrogenase (ubiquinone) Fe—S protein 1, 75kDa
(NADH-coenzyme Q reductase)

885 NM_003662 PIR pirin (iron—binding nuclear protein)

931 NM_006397 RNASEH2A ribonuclease H2, large subunit

936 NM_003729 RTCD1 RNA terminal phosphate cyclase domain 1

972 NM_006947 SRP72 signal recognition particle 72kDa

978 AB002559 STXBP2 syntaxin binding protein 2

981 NM_003172 SURF1 surfeit 1

989 NM_006602 TCFL5 transcription factor—like 5 (basic helix—loop—helix)

1005 NM_001067 TOP2A topoisomerase (DNA) Il alpha 170kDa

1017  NM_001071 TYMS thymidylate synthetase

1025 NM_003365 UQCRCT1 ubiquinol-cytochrome ¢ reductase core protein I

1079 BE788439 C20orf18 chromosome 20 open reading frame 18

1080 NM_005768 C3F putative protein similar to nessy (Drosophila)

1089  AlI830227 FLII flightless I homolog (Drosophila)

1093  AL353759 H2AFL H2A histone family, member L

1106  NM_000436 OXCTH 3-oxoacid CoA transferase 1

1107  NM_000917 P4HA1 procollagen—proline, 2—oxoglutarate 4—dioxygenase (proline 4—
hydroxylase), alpha polypeptide 1

1112 NM_002896 RBM4 RNA binding motif protein 4 '

1122  NM_006931 SLC2A3 solute carrier family 2 (facilitated glucose transporter), member 3

1127 NM_003334 UBET1 ubiquitin—activating enzyme E1 (A1S9T and BN75 temperature
sensitivity complementing)

1129  AF022375 VEGF vascular endothelial growth factor

#*1 51%. E7070 #5821 5 mRNA OFHER E7070 FEREFEITHEA,
20U WA L b DESRT,

B, #12~%1 5 CERSNEBETFCHoT, BFIES: 1055~
FIEE: 112900 FRNTRENIEERFZEFTLIEETDO O B, B
FE:1055~EFES: 1069, BEIFES: 107 1~IEFEZ: 107
9. BFIFHESE:1081~EFEZ: 1083, EFIFES:1085~EIES:
1090, BFIFEE: 109 2~FFES: 1095, EIFEZ: 109 7~K
FIZE:1106, BAEZ: 1108~EFBES: 1112, BIFEF:11
14~FFIFES: 1125, BIES: 1127~EF5FS: 112900ThH
PTRESNWDZEERSE R T HBETIL. BRARFE02 /742493755
7Ly b (WO02/42493) ZBWT, AAKRYT I REFLEWEIER S Bk
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CEBETFORRENENT D Z LI OVTIIERLIBD bR,
REBEFIOFRER., ZHE TIZ invitro TR ENTE 2 E7070 BT 5E D
RE<w—H— LR DBEFDEL N in vivo THREROEHRAEOELEREZ T
ERFER Sz, S 61T, invitro TIXRHEERD o 2H 7272 E7070 IR 5%
BORB~—I— L RDIEBEFHIARERFICEIY D TRE I,

EHEF L 0 E7070 EfDANK T I FEHRAEMRFETL2EET
FHFEOEEMN RT-PCR IT X 5 ik

CCNH. GOT2. GSS. ME2. MIPEP. NCBP1. NDUFS1 # X 8 SRP72
E7070 D& b THOANVKF T I FEFILEY. T7hbbH, E7820, CQS,
LY186641, LY295501, LY-ASAP, LY573636 I & » THEHONRBE~v—F—L L
TERTHOADEDPERIET 272012, FEH RT-PCR [T TEEFREMEIT 1T
27,

EHEFI Lo (1) LFEARIC HCT116 Miz% 10 cm BOMBEEERET + v ¥ =21
TH:FE L. E7070 (0.8 M), E7820 (0.8 M), CQS (8 » M), LY186641 (80 1 M),
LY295501 (30 u M), LY-ASAP (8 u M), LY573636 (8 1 M), kenpaullone (10 z M),
trichostatin A (0.1x M) TH & 24 ReHLE LTz, {LEWEMZTIC 24 FEHEIEEE

LS RS TRIZOL SR GEIN L. B O BIERICHE> T4 RNA O

ZiTo 7,
COBITEREM T O(2) L REFEOBREEZITV.EERN RT-PCR # T CCNH.

GOT2. GSS. ME2. MIPEP, NCBP1. NDUFS1 % X Ot SRP72 Db A Mis

X BRAEL TR,

Z DOfEHR. E7070, E7820, CQS, LY186641, LY295501, LY-ASAP B X O}
LY573636 2 & - T 24 R X vz HCT116 Mifa Tix. {k&WRLBED =
FE—ZHERTESUTOLRVICETIND 8 BEFETORAI I S
B EBHBNER-T (R16), —%. kenpaullone 33 KX T trichostatin A i
THE Sz HCT116 Ml Tk, FRARRIEMENIIVThOBBEFICELTHR
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DoRpoTe (R16),

*16
MIPEP  SRP72 ME2 CCNH GSS NDUFS1 NCBP1 GOT2

E7070 28% 30% 28% 31% 29% 30% 45% 41%
E7820 25% 32% 23% 29% 29% 25% 41% 38%
CcQas 29% 32% 26% 33% 31% 29% 45% 43%
LY186641 33% 43% 29% 41% 38% 37% 50% 48%
LY295501 31% 37% 29% 32% 31% 32% 49% 43%
LY-ASAP 28% 35% 28% 32% 33% 33% 47% 42%
LY573636 29% 31% 28% 33% 31% 31% 49% 41%
Trichostatin A|  115% 105% 76% 107% 100% 102% 72% 87%
Kenpullone 105% 87% 79% 93% 107% 79% 91% 93%

#1 61X ERA L 0ITBWT LEWALTE 24 R 12123817 5 CCNH.GOT2,
GSS. ME2, MIPEP, NCBP1, NDUFS1 8 X O'SRP72 D#HEEZ = hu—
VT HDELSRTERLELDTH S,

INHORBRLY, BEFIES 1 ~EFHES: 113900 ThnTREND
BERSZEFTHIEGCTINORIHENOBRINS 1 ITEEOERT O
BEOELN., E7070 DHRLTEDOEEANVE T I FEHELEem. FELL
iX, E7820, LY186641, LY295501, LY-ASAP, LY573636 3L U CQS 5723
HENOBRINAMEVOTEEDRORB - —L LTHEATESZ LR
SFRBRENhZ,

EEZE ORI A O R REME
AFEPICLY, ANVECT I FEREEH. FE L <E ET7070. E7820.

LY186641, LY295501, LY-ASAP. LY573636 b L <1 CQS £/ixZh bl
HEDLEEREINTDERE L VRV H S ZEEMRICRE TS, BEIES : 1
~EFEE: 113 9D0VTIHTRINDIERERIZEATIEBTNORD
HEPOBIREIND 1 ERITEROBBETORRELAET A LICLY, BXTD
JSOIERE L VR HENEEBHRIEANVE YT I FEELEAY. BELL
i% E7070, E7820. LY186641. LY295501, LY-ASAP, LY573636 b L < iX CQS
EEN D OMAE DR S, BAES: 1~EAES: 113900
TN TREINIEERINZEFTIEBRTIORAIBENDODBEREIND 1 21X
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EROBEFORREZHETHILICLY., YUKEEEBMEOFGEANEKST
REHIEDZTHTHIRZEEZRET A LNAEE Lo T,

BFIRZ7 ) —FTF X b

FRFIFRIZB VT, nia, g cXiZt TH D,
EFIEE 1140 HBEDNA

BFES 1141 AKDNA

BiFEE : 1142 HARDNA
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H
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R2b

[, JiZk, —O—FXIEX—NH—%, Ribjx, KERF. "uFVEF, &
BPEZHEL TN THINWC—Ce TAFNNE, BHREZFLTNHNTHLNC,
—Cu TN IR VE BHREZAELTVTHINC—CyTAXFATFFE, —C
Fs3, —OCF3, —SCFj3 BREZELTHNTHIWC,—CyTvaxvh
NAR=E, =brueEE TYFE, —0 (SO3) CHs, —N (CHs) 2. ZKE
E V=V E BRERZETSI 7z E VIVSAVE, FoovE T
UNE, VS VEERIIN TY AR, RD I KREF, ~u sy
FF,. V7 /., —CF3 BEREZALTVTHIWC—CeTAF/VE, B
BEPELTOVTHEINVCI—Cy Tz IR VE BREZFELTH
THENWC —CyT7haxvE BREZFLTVWTHLIWT o= VEERX
BREZE LTV THIWNE /U =& SR, RO X, ABRRFERLITEREL
HLTNTHENWC—CyThafvEs RoF, KBRFELIBERESL
FELTWTHEINWC,—CeTAFNE (HEL, RO¥BITVRL DD Eb—
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5 LTWTHENWC,—Ce 7T AFNEERITI—CFs EL, R®PZELIEIRPDON
PR —HR, BREZELTOHTHLIWNVWC—Ce TAIAETHDLN, D
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NENEKRT 5, | |

10 TRbanA{LEY.
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5 HITHILREE,

(b) THE (a) THAE L EEHME L CELEQOBEMICBIT S, BIIE 5
1~EFBEE: 113 90VWThrTRINHIEEREFZEFT HEETF
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<110>

<120>

<130>

<150>
<151>

<150>
<151>

<150>
<151>

<160>
<170>

<2105
<211>
<212>
<213>

<220>
<221>
<222>

<223>

<220>
221>
<222>
<223>

<2207
221>
<222>
<223>

<2205
221>
222>
{223>

<220>
221>
222>
{2235

<400>

SEQUENCE LISTING

EISAT Co., Ltd.

A method of testing a sensitivity of tumor cells against
sulfonamide—including compounds

PCT05-0048

JP2004-286259
2004-09-30

JP2005-054475
2005-02-28

JP2005-054866
2005-02-28

1142

PatentIn version 3.3

1

595

DNA

Homo sapiens

misc_feature
(497).. (497)
nisa, ¢, g

misc_feature
(506). . (506)

n is a, ¢, g,

misc_feature
(523).. (523) -
n is a, ¢, g,

misc_feature
(B7D).. (571)
nisa, ¢, g

misc_feature
(579).. (579)
n is a, ¢, g,

1

ttacatgcaa
aaagcaagca
ggcatccaac
ataatatatt
aatgtttcte
caggtgette
gtacctgecet
aatcgatttg
ctctectagat
ttaaaagaat

tacttttatt
gcetgtataca
acaaacaggc
gtggegcagg
aatgcttcca
aaatgtcgtg
aatactaagt
aacatcttgt
ataaacnatg
atgccatagt

or t

or t

or t

or‘t

or t

ttagacatge
gacagcaaaa
atgagacaat
aggaggaaag
atatataatg
cattacagtg
ttggtcaaaa
gaagttattg
aattcnttte
tacccatatt

aaggaaagct
gaagcaacat
gcatatttat
gaggggaaaa
ctaaatttce
agaatgttaa
cacattttca
tttaataact
cctttataaa
naaggtttna

atttcagaat
tttgttacag
gtagcattaa
aaaaatagaa
cacctgattg
gaatggaaaa
tagatctict
tacttaactt
aanatatgct
aatccggaat

1/1203

ctactaattt
cttagcacaa
aaccagatga
atgaaagacc
atagcacatc
tcttatetgt
ttcagtgata
aggctttatg
gcatggttta
ataat

PCT/JP2005/018574

60
120
180
240
300
360
420
480
540
595



WO 2006/036025

210> 2
211>
<212>
213>

DNA

<400> 2

atgaataaag
tcattagcac
ttaggtggga
agagtattig
tttaattttt
atactaaatg
gatcaaaaca
agtggttctt
agattattat
attggtgecag
gtttcaattg
gttaaagaat
ttcacagatg
agagttttaa
gaattaaatc
gtttatgcaa
ggtgatatag
acaactccat

<210> 3
<211>
<212>
<213>

DNA

<400> 3

ctgtagtcgg
tggcaaggat
ccaccagggg
agacgetggsg
ggeeccageac
gtcatttage
gtaaatgaag
atgcagagaa
agagtgagge
cagaggagac
ctgggtcagt
gaacagaagt
tcttatagac
gtggacagtt
agaaaggagc
ccttctacaa
acatggagca
gcettgecat
ccactcggea
acaacctgat
gccaggececa
cctgatgtac
tgagagcctce
tggatgeeca
tggeteacge
ggagttttaa
aaattagetg
agaattgett
agtccagtcet
cacagcatcg
ctcggacaaa
atggcggeat
ctgtagaaaa

3181

1032

Homo sapiens

agattaaaaa
ttttattggt
cttgtgtaaa
aagaagtaaa
ttgaaattca
gtttaactaa
atgcaagagt
cttcaagaaa
attcaacaga
gtcctattte
ttgaatcaag
atttacaaca
caaacacagt
ttgcagttgg
caaatcaatc
ttggtgatgt
ttgcaaaaga
ga

Homo sapiens

acacactccce
gttcggetgg
ccatcctget
tctgtgacag
tggaaggcaa
tggcaccate
acgtgaaaag
geaggeacgg
aggggtggea
cccagttcct
gtetggteeg
aaaaccttac
cccaccccac
gctgtectet
tgaggaggag
ccacgagceag
getgetggee
ccctgeagec
ggeegeggge
cgacaccatc
ttcccagetg
ctgaagcaga
gtcececetge
tcaggacacc
ctgtaatcce
gaccagcctg
ggagtgttge
gctcaaacce
gggegacaga
agtcggectt
tettteteta
tttaggcete
ttatatagga

atttgatatt
taaaaacaac
tgaaggttge
aagaagttca
agcaagaaga
tgeaggtgtt
taacgaagaa
aatcaacata
tcttttaaat
attagaattt
agaattttta
aagaaatatt
tttaatagaa
aagagttget
agttaaagtt
aactggttca
cattttagaa

agctggccca
tctceettgg
cctttegeca
gctgaaccgt
aggagaggtg
tttttgeete
cctaggttet
tagccactgg
gtgactgaag
tcetgagtee
aatccttgge
agtgttccga
ggaagtgggt
ctgttttcte
aagccaaaga
atgggectte
cttgggaagg
cagctggteg
atccggetge
acgggcatge
ctgecagtacg
tectgtattt
tgaccceggg
tcagttctet
agcactiggg
gccaacatgg
cgtggeetgt
gggaggegga
gtgagaatca
gttggectac
aagacctcag
ggacaccatc
gtataaaccg

getgttttag
aaaaaagtag
attccaacta
caatttggag
aagaaaaata
gaagttgttt
gattatactt
gaaggacaag
attaataaag
gcttatettt
ggtaactttg
aaaatttatg
aatgaagaac
aatacagaat
gatcacagaa
atgatgctit
ttcgaaaatg

gtttgtgeat
ctcceggeag
caactttgte
gtgaggagca
geggggeagg
tttctttete
gtgcagetta
gaccgtggtg
accattaagt
cctctecettg
ttggagatga
tgagaccaca
ctcaacatta
tetttgtgee
ggaggaggcea
tcecgggatga
aggcceggge
tgetgeecta
aggaccaggt
acagcgtgga
tggagcgata
gctggagaaa
cctgcaaaac
gtgtttttaa
aggccgagge
tgaaatccca
agtcccaget
ggttgeagtg
gtctcaaaaa
tgggtitgee
tcagatacta
cctacatgac
aacaggaaca

gagctggtee
tactttttga
aaacccttat
ttcatactca
aagaaaaatt
ttggtgaage
ttgacaaact
aactagtaga
ctcctaaaaa
tetetgettt
atacaaaatt
aaaattcaaa
aaatgacttt
cctttaaaaa
ataaaacttc
cttcaattge
aagaaacttt

gaggtgaaga
gtaaacagta
ctgctegtce
gcecectecee
tccacatgtg
ctttgectgea
tcaacgaccg
tagccgeagg
gtetttcata
ggaaaaagtg
ttttacggge
gtaggcagta
cacaacccce
tgtgecacce
ggagaageag
ggcectggea
ctgtecctat
tcagatgetg
ggtgatcate
ggtcagegge
cggegtttga
ttcgtggete
tegetggget
gaagggtcgg
aggtggttca
tctetactaa
gctccagagg
agccgagatt
aaaaaaaaaa
aatacctcag
gtcaatateca
agtgacaatg
gcacaacctg

2/1203

aggtggatat
aagacaagat
aaaatcagct
taaagtgcac
aaacaacgca
tacaatitta
tgttctatet
aaatgaagga
actagtgata
agggtctgaa
acaatcaaat
agttgttaaa
aggattttgt
tctaaactta
attagaaaat
atataaacaa
agatgtitca

agagccectt
gccagtattt
aggccttggg
tgacciggee
ttggtaggat
gaacctttgt
ctgegtggac
tggtectggag
gaaagaatgg
ttectactet
tetttetgga
cttgggageg
tettgggece
tcagagaaga
gcagectgee
gaggtgaagg
tacgggagee
ctgcatgegg
gacgaggcac
teccagetet
aggccaagaa
tgctagggge
getttiteet
ctgggtgegs
cctgaggtca
aaatacaaaa
ctgagacaag
gtgececactge
aaaaaaaggc
aaacaaatac
aatcatgtag
atgaactcte
ggacccagac

PCT/JP2005/018574

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1032

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
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atgcagtacc
cgaacaatac
aattcaacaa
taagactttg
actgatggga
tccagectcea
acatacaagt
ttcaagttce
gettetgatt
tattgecccea
cttaaagctg
agattcagtt
caacacagta
tgattaggtg
gegtttetgt
tettttetta
gaagtgtcat
gtgtttacag
aggtagetgt
ggtecttigag
c

<210> 4
<211> 381
<212> DNA

tctacgcaaa
cagcaacatc
cagcaagcaa
gattctgcta
ttcaagatga
ggagtataca
ccatcaacgg
cacagtgcac
gggaacaaca
ataaatgcac
gccgetgeag

.ccaagggaaa

gcgatggagg
ctatgcatca
ggcagctgtg
ctgttaatag
cacatcatgt
ttttttgtac
ggactccttg
ttttetgtgt

<213>

<220>
221>
222>
<223>

<220>
221>
<222>
<223>

{220>
<221>
<222>
<223>

{220>
221>
222>
{223>

<220>
221>
<222>
<223>

<400>

Homo sapiens

misc_feature
(191).. (191)
n is a, ¢, g

misc_feature
(201).. (202)
nissa c g

misc_feature
(206) .. (206)
n is a, c, §g,

misc_feature
(234).. (234)
n is a, ¢, g,

misc_feature
(349). . (349)
nisa, ¢, g

4

cataaataca
ccacaacact
aacaaaacag
agaccaaaaa
ccgtaaagaa
tatgttettt
ggacagcagce

210> 5
211> 486
{212> DNA

aaattttatt
caagacacac
tgcagtttaa
naaaaaaaaa
gggggaagtt
gatatagtaa
gtgttttaaa

gtaaaagtag
aacagcaact
atagtaatic
gtgcacagtt
aggatgatgt
agggcttaca
caggttcage
tgagtcatca
ttcgattaac
gacatatacc
caaactgtca
atcatgaatc
tgacgtaget
gtagcatttt
gggactigac
gaaaaaaaat
geatggtgeg
actgtacctt
gtattttgta
atcatgtgaa

or t

or t

or t

or t

or t

tgcactticat
caagttattc
taaaagatat
nnaaangaac
ttatcattac
aatgcatctc
a

cagtggttca
ggcactcalg
ctccaccaac
tgetgettet
ggtgettgga
cctcagtagt
tttgttacag
agtaactget
tgtaccttca
taggacttta
agtttccaag

‘agaaaagcca

tectecgagt
gaatgcaagg
agcaatgctc
caacatctgt
gaacctgctg
cattggttce
aatggtataa
aaaaaatggt

tagtgtagaa
aaatacataa
accaaagata
acagtctagg
aaaggtacag
tttaaaattc

gcacactttg
cagaaacagc
acatcacagg
gctttggtga
atcggggtga
actacaccaa
ccttcaaata
gccaattctg
tcagttgceca
agtgctgttc
gteccatett
gcactgaaca
ggaactgcag
gatgatggaa
atctctcatg
aaattaagaa
ttttatctat
tgtgctgtag
cataacttgg
gacatacata

agaccacaat
ttacttaatt
gagttcacaa
cttaatcaga
agtgtttagg
ctttaaacng

3/1203

catttacage
agcttgcaca
gttttgttic
catcagaaca
atggegtect
cagcacttgt
ttacacagac
caacaactca
ctgtaaactc
catcatctge
catcctctgt
acatagcaga
cctggggact
agcagcacat
cttcaatttt
tacagcagat
ttattgtgee
taaatgtgtt
ttceeetctg
cagaatttta

gcttttcata
accttgacta
attcatcatce
atangcttca
caaatacacg
gatttgttta

PCT/JP2005/018574

2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940
3000
3060
3120
3180
3181

60
120
180
240
300
360
381
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<213>

<220>
221>
<222>
<223>

<220>
<221>
222>
<223>

<220>
221>
<222>
<223>

Homo sapiens

misc_featurel
(138).. (138)
nisa, ¢ g

misc_feature
(427).. (427)
nisa, ¢, g

misc_feature
(482).. (482)
nisa, ¢ g

<400> b5

tagtggcaat
ttgtatettg
gcgattgagg
aaaatcaaca
tggaaaacaa
ccttaaacct
atttttctaa
tgatgenttt

caaatttatt
gtgatccaca
cgcactgnca
taaactaaac
cattgaaaat
ttaacgttac
ccacaggaaa
gaccacaggg

tntttg

<210>
- <211>
<2125
<213>

<220>
221>
222>
<223>

<220>
221>
<222>
<223>

<220>
221>
222>
<223>

<220>
221>
<222>
<223>

<220>
221>
{222>
(223>

{220>
221>
{222>
{223>

<400>

6

315

DNA

Homo sapiens

misc_feature
(82).. (82)
nisa, c, g

misc_feature
(155).. (155)

n is a, ¢, g,

misc_feature
(239).. (239)
nisa, ¢, g

misc_feature
(267).. (267)

n is a, ¢, g,

misc_feature
(287).. (287)
nis a, ¢, g

misc_feature
(294).. (294)
nhis a, ¢, g

6

or t

or t

or t

aactgtaaag
tgecaggagt
gaaagctgca
cctttttcaa
aaatgattcg
tcttacaage
attgaaacat
tatatacagt

or t

or t

or t

or t

or t

or t

gacatcaata
agcgeggeag
cttctgeact
agtcatgtaa
tgtgatgeat
aaataccgtt
aagtaatctg
gttaagaatt

agaacagaca
aggatggaga
agagattaaa
acacaaatga
atcgatttca
aatagcttac
ataaacatca
taaattctat

4/1203

ggaccagaaa
gtggaactta
taagagggtc
ttgectgeaac
acaaaccttt
ttectgtctta
agttttacgt
ccatcagata

PCT/JP2005/018574
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180
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300
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tttttttttt
aatgtgatat
ccttatatta
aaacattact
taaaaaaatt
agccaaaaga

210> 7

211> 569
<212> DNA
<2135

<400> 7

ttttttttte
gtactagtge
tcagaatgea
atattttaaa
ttcttaagga
tgtatctcat
gttgctgagt
taacattgtt
gcagacaggt
teetetecac

<210> 8

<211> 588
<212> DNA
<213>

<400> 8

tttttttttg
" tttgagttee
aagaaataca
cacattttac
tcaactataa
gtacaaagta
cagaaaattt
aaaatcccat
atgcaatget
agctcggeat

<210> 9

<211> 181
<212> DNA
<213>

<400> 9
ggtcgacttt
ctgtgaatct
gccttacagg
c

<210>
211>
{212>
213>

10
331
DNA

<400> 10
tttttttttt
atttggatgt
cagagtttat
acttttacca
ttgtgacaga
gaaaaagttt

tttttttttt
aaagaaatac
tattacatat
acacaaagaa
acccgetgta
taaat

Homo sapiens

cttcaccatt
gttattttac
attttaaaat
atgtaaatat
agatcatttt
aagtctgtaa
cattttttaa
taacttgtac
gtgtgatgge
gaaggtagag

Homo sapiens

aaatgacaga
atatatataa
tcaaataaaa
ttacaaagta
gttgecatatg
aaatataaat
cttectagttt
atgcctecac
aaattaaaac
ggtgecatcag

Homo sapiens

tttgtttttt
caaataacta
taactgtaat

Homo sapiens

gagacggagce
cttittaage
ttatagccac
gacatagcca
gtctatatgg
gttaactett

tttttttage
ghaacataga
tctaatccta
ttccacaaag
tttttgnata

tatcatttca
ttatactcce
gtaaaggctc
tttatecgett
tatticaggat
cctacaggtt
ttagaattig
actagatgtt
aacagtgaaa
acagaaaac

cataaactaa

aaatcatgac

ggaaactcta
agattttect
tttgeactgt
gattaagaca
aaattgtttt
ccattatgta
atcagatcag
tttaagtgta

tttttgagag
acactaacaa
ggttgtaaca

attgttetgt
atcttctaat
atgtaaacaa
tgetecatttg
tctgecaaage
gtttggtegt

tttecttgat
ctacaagcta
catgnaacta
catacattca
aaaataatca

tagtcattta
ggatatcata
ttttataace
ctgttttete
ccaaatgtat
ccatttacct
ctgtattcta
gatgaaatcg
taaatacaaa

attgtaaaag
ttaaagataa
aaattccatc
tattttttte
atttttatta
aaatgcaaag
tttaaaagge
tgttttgtet
cactgaaaac
atatggcata

acagcccaga
aggaacatac
ttcacatett

cgceccagget
tcagggtcag
actggeette
ttaatgtact
ctaaactact
c

actttaatce
tcgtaggtct
tcagtaaaca
aacaagaggc
acattcncta

tgtttcatceg
ttatttaatg
ccccaaaaaa
agttgtctaa
atttaatage
ttgttttett
gatgtggett
gtgattgaga
accttctece

ctagtttgte
tcttaccaat
ttaacttata
ttcatcttga
ggtggectecaa
aaatagcaaa
ccctacaata
cttaacattt
acacacagaa
ggaatcaa

ctggtgetac

tttggggatg
aaaataaaat

gaagtgcagt
caaactccaa
acacctgget
gtctacgact
tttatetgge

5/1203

aatgattaaa
ggaacatgag
tettttttta
atctaaagnt
atgnacacaa

gtcctcatgt
catagcctet
tcacacaaat
aacaatgtgt
tttcagtagt
atttcttgaa
attgaatctc
ttttgtecea
aacccagaaa

aactatcaat
actagaaatc
aatcactttg
ttccacgeta
gtccattgtg
attaatttta
tgettgeaaa
cactggtice
cttagggcet

tgggecatttt
cagatctcaa
ctcgtegacg

ggcacaatac
cctgecttta
ttgtaaataa
gcttttgeat
accctttaca

PCT/JP2005/018574

60
120
180
240
300
315

60
120
180
240
300
360
420
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540
569

60
120
180
240
300
360
420
480
540
588

60
120
180
181

60
120
180
240
300
331
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<210>
211>
<212>
<213>

11
520
DNA

<400> 11

gtatgtagaa
atcttcctat
tatgataatg
tatggataca
tttacttcaa
tgtgaaaaag
atagtacaga
ctaatctcat
tgaaagcccet

<210>
<21
212>
<213>

12
438
DNA

<400> 12
tttccatgat
agttgaatta
aatgggaatg
agagtgtact
aagtgtgtta
aacaaatcta
tacacctgta
gagtgactga

<210>
211>
<212>
213>

13
519
DNA

<400> 13

tttttttttt
ctcectgagtt
ccaataagcc
gtggtaggte
cagtttatac
tttgaagtgg
tatccttctg
tgcttagaga
caggtacaaa

<210>
211>
<212>
<213>

14
549
DNA

<400> 14
gcttgataaa
acaacaatca
aacatcattt
ggcttcagaa
acatatagaa
aataaaatat
ataatctgte
ttgaattgac
tcagtgttgt
gtgtgtteg

Homo sapiens

tgattataaa
tcatgtggea
ggacaaaaaa
aaaaattgag
cggagcaggt
tattagaaaa
ttettgtttt
ggttgtgtta
ctatttttaa

Homo sapiens

ttcaattgte
cataaaaaat
ggttctgatg
tacacaaacc
ctgtactgag
aacatagaaa
cagggcactt
gtgagtga

Homo sapiens

aaagagatga
caagcgatcc
tggetcaaat
tagggtgagg
tgacaatgac
aagctactct
ggttctatga
agggatggat
gtctctaagg

Homo sapiens

ggtcaatttt
tggaattatt
tgaatatgaa
gaaaagcttt
atatatggta
ttattaatac
tacatcaaag
tttccatgge
agcagatata

tttattttta
ttatctgtca
attagaatta
acaggttcca
tttttagagg
ttgagcatag
ataaggtgte
cccctatgta
atagaatttt

attgttttat
ttaatccata
aattgaaccc
tagatggtat
tactatagge
aggtacaata
accataaatg

gatctcgeta
tetecactica
agaggectttt
cataggcatt
tgaacagaag
tggecacttg
actgaaaggg
caaacattaa
catggactet

tatttaaaaa
aaattgtttt
gtccatattt
tacattccac
aagaacatct
atagcgaatt
gtgagtgaat
acctgetctg
aacatgaaga

attatgtaaa
ttttttaaaa
caaagtttag
aaccaaaata
gaaggegatg
aaatgaagaa
aaattatgtg
tacttttgtt
tgatagigta

tttttccaaa
aaaccattat
ttgggegatt
agcctattgt
aactgtaaca
aaaatatggt
gagcttgege

ttttgeccta
gecttetgag
tagcttgaga
ttttaaaaag
tcacaatgtt
cattactttt
ttaaatcagg
atagcattgt
getgtgttt

gtaagetttc
tcaaaaagcet
gccactgaaa
aatataattt
tattaaaata
ttaagagtaa
taacggacta
ttgagcaatt
agacacagcc -

tacaagtttt
acaagtttaa
attatagggt
aagaatattg
aaagagtaaa
atattgggag
ctagccatat
tgtttttgta

ataacataaa
acagtcatgce
ttgtcacggg
tcctaggeta
cagtggtact
ataatggatt
gactggaagc

ttgectetge
tacgggacta
ctectatcetg

ctacaaatga.

agcacacaca
cceggtetat
tagcacagaa
cctgatacca

agaatcaatt
tgtaaggaaa
tgacaataaa
gatacttcta
gtgatcatte
gagataagta
ttttgaggta
atgtgtgaaa
tetetecttg

6/1203

agaatgaatc
aagcactttg
gacttcttaa
agttacttag
tgattaagca
gaaggaaaag
gtattattta
tgtacicate

aatactttce
attgggtaac
gaacatcata
taagettgta
tgtgtatcta
aaaaaaatgg
tgetetgget

tggegttaaa
caggcaggtg
agattttgat
ttccaatgta

catgaggaac:

cttttcacct
atctgagatg
ctcaattcat

cagtggtget
aataatatag
acaaatgctt
attatcatgt
cttaatattc
tcaatgcaga
attttactca
agccatgaac
aaagtttata

PCT/JP2005/018574

60
120
180
240
300
360
420
480
520

60
120
180
240
300
360
420
438

60
120
180
240
300
360
420
480
519

60
120
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360
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540
549



WO 2006/036025

<210>
<211>
<212>
<213>

<400>

tttttgaaac aaagtttcce
tcaggagaat
agtcctagca
cagaaaatca
gatggtgect
tgattcccat
ttcagtacaa
gtgtttgatg

<210>
<211>
<212>
<213>

<400>

accttcttaa
agagaggcta
aaaataggac
tttggagaca
tgettettte
aactacccaa
ataagaaacg
tggecatggtg
cagctgagtc

15
447
DNA

Homo sapiens

15

16
548
DNA
Homo sapiens

16

agaatgtc

<210>
211>
<212>
<213>

<400>

tttttettee
gctgacagac
aggccactta
ccactaaaaa
atagtttata
tagaactttc
gttgaagatt
ctctagatga

<210>
211>
<212>
<213>

<220>
<2215
<222>
<223>

<400>

tttttttttt ttaatctact
tgtatagatg tcaagatcac
gctaagctaa aactatttcee
cacagacaaa tctacacagg
caggctaaca tggggecegt

17
473
DNA
Homo " sapiens

17

18
961
DNA
Homo sapiens

misc_feature
(601). . (601)
nisa, ¢, g

18

atgcatttta
atgcaagcct
gttatttcat
gacttacaat
tcagtagaaa
tattcaataa
attttgecta

ctatgagatt
agttaatttc
aacacatgta
ccattctgeca
tcataatgece
attattgagg
catgagggat
tagtgtageca
tttgaaaaag

caacaccaat
atcaaggacc
agataaagtc
attattaatt
ggccatttag
aacatggttt
cagtcaaact
ttagttattt

tettgttace
acacgcetccee
tactgttaaa
tttaaacttt
ggttcagttt
ccgtacttcg
attacatgga
getgtag

attacaaata
tccaaggtce
ggcaatacca
tttegttgta
aaagtggcac
tgtttttget
gacatagtce
gaatcatgag
tccagatgag

ttcatggtig
aaagaatttt
tactgtttaa
tttagectage
gattctacaa
gattataata
ctagttttat
aagcctaaac

or t

agggtcttta
aatggggtga
caggttictet
atttagaagg
gececcttgget

caggctggag
ctgatgatac
ctatttttga
attcccagta
aggattttegc
agtatccata
cattcaacac

tatttttaca
cacagcaagt
agcagttctt
gtcatacaca
tattctaatt
cacttcttee
tccatcaaat
ctgccaggaa
aaacacttcc

ttaatgggtt
aattagaaga
atgtggggga
aatatttgta
gttttaagat
aaattattct
aaaaacttca
atcaaaataa

tttggaagtt
actatggteg
gtctgacctg
tagaagttta
ttetcaggtt

tgcaatggeg
ttctgececac
cttaaattga
ggaaatatga
aacttcaaga
aaccattctg
tttattataa

aatacaaaaa
aactgcagaa
gtggcagcaa
aaaccctagt
tactaacaag
cattagaata
ctgtecttte
attatgaatt
atcctgatge

gtgaccttta
ctticaaaac
aaaaaagcac
atatgcettt
atctaatgtt
gggaaagtig
tagtttaggce
tcaagattitg

acatatgatt
tttcatectg
gttctgggta
gtaacagtca
gctgtgaate

7/1203

caatctegtc
taaagctgta
gtgccagttt
gacattiaca
tggtcaaagg
tttttacget
aattggccta

actgaagtac
gggcaaagca
ctggaaacct
tatgtatcca
gttttctaaa
aatgtagaca
acacaagaga
ctgattccte
tgaagcaagg

gttaaaaaat
agaagatacc
aaaataacig
catttggatt
aaataaaatt
agtctgteta
atctgtggaa
aga

taaagagcca
tgtcaatgca
atggettgat
ttatgctaaa
tgccaacttig

PCT/JP2005/018574

60
120
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300
360
420
447

60
120
180
240
300
360
420
480
540
548

60
120
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300
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420
473

60
120
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300
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ttgggttaag
ccaggaatgt
tgtcagtgtg
ttctcateet
tggtggaacc
ntacttggtt
gcaaacagtt
atgcaatatce
tggeggtaat
cacagttggt
atgaccttce

g

<210>
<211>
<212>
<213>

19
460
DNA

<400> 19
ttttttttaa
aaagctgtat
agaggtttac
ggctgatage
ttgectagate
tcagaaatct
acatctaact
tcttaactet

<210>
<211>
<212>
<213>

20
542
DNA

<400> 20
gaaaaaggaa
caataaagtt
aattaattte
ggtttttcta
tgaatcttga
ttitgccaact
tataagccta
ggtgttccaa
tggecatactt
ca
<210> 21
<211
<212>
<213>

DNA

<400> 21~
“ttgtgagaat
taccaattta
ttaatagggt
caaattcaaa
agtaccgtag
gtaccttaac
tacggaagtc
aaaacaattg

22
556
DNA

<210>
<211>
<212>
<2135

473

tgggacagtyg
gtgcaactct
ggatgaggtc
accgtgactt
tggttagaga
tcttccacat
ttccagtggt
cctgacaaca
agtaacctaa
tctaagtgge
gattctttaa

Homo sapiens

attttcctgt
acatttactc
ttacttcacc
agagtgaaat
tctagcagaa
ttgcaatgaa
caaagtgaaa
atggaaatcc

Homo sapiens

tetgtatttt
ggtgaaagac
tggeccacaaa
agccacccecece
aagatatcct
aaactatcat
actttcaagt
aaatatatac
gcttaattee

Homo sapiens

cattaagttg
tgetaattaa
tatgccaaat
cttttggaat
getgetaaga
actggtecte
agcgttgece
aactgctgcet

“Homo sapiens

agcagcccac
ctggaaaaag
agatagatgt
taggcagaga
tttttctcag
tgettttget
tccaacatte
tttgagtctt
ctgggtacta
ccatggecatt
tggaggttag

cactgtttat
attcgaacat
tctaaagagg
aaatcacaaa
gtataaataa
atggcaaata
acaaaatgca
atgagtcaat

atttactcat
tcatacaacc
ttetattttt
tccaccecta
tggattetge
taccttcccee
tictaactca
tatacagcaa
aaaatcatta

gtttaattat
accagaaagt
agaaccaatg
ggcaacacaa
gtgttetttt
cttgacagca
atttctttag
tacaatataa

gctectgeet
tggccaageg
gcactctage
tccagetttc
acctctaact
tctectatee
attatccage
gcagatttet
ttcttcaggt
tctttcttaa
tttctggggt

ttagggcata
tgagagttga
ttctgtgace
acccttcaaa
catggacact
ctttgcagat
gcattcttta
aaatagaaat

tcatatttta
cacaatgttg
acagcatgta
gagaggggec
tgtctcaaat
gatgctaagg
gctgecaaaat
tttctaaagt
aaaagacaca

atcacagaag
ttctgtaggt
gttatataat
gtgagaatga
cttttaaaaa
gtgttagaga
ttcagtgatt
atagaatacc

ctgetettee
gttttettct
ctgtttttge
cactgactta
tgetaccttic
aaccttttat
agtggattgg
ctagtttttg
tcetgattac
gtttatttaa
gtcctttgag

cacatataaa
gatcaaactg
taagcctcat
acctattgat
ttcaagtttg
ggaataacta
agttcctaaa

gatccagaac
cccccataaa
attgaaacca
taaaaagaat
acagtttget
ttgaaaatca
attttcccaa
tataaatgtc
tttagtgaaa

tatgggctca
aattcagctc
acccagaata
gaggcaatat
tttgtegtggt
tggttaggta
aaaattgaaa
aacaggattc

8/1203

aacttccagg
gcagggcacc
tcgtttetac
tcecaccacct
ttgtagaatt
ggatacaata
agttcccatt
ccaaatctgg
cataaagatg
atttctgaaa
acccataact

aactttaata
gatgataacc
agaaaaagct
tctagcagaa
tacaatgaat
aagcaaattc
aaaatttact

caaagaaaag
aaatattcca
gattaccttt
gtagtataag

gcaaaaagtc

gcatcttgat
ctaaacctgt
ttggegeatt
aagtatctca

ctaatattta
tgagcaccat
taaacctcag
ttcatttcaa
tgttagtaat
gaacctatat
ttacttttac
ctg

PCT/JP2005/018574

360
420
480
540
600
660
720
780
840
900
960
961

60
120
180
240
300
360
420
460

60
120
180
240
300
360
420
480
540
542

60
120
180
240
300
360
420
473
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<220>
221>
222>
223>

<400> 22
tttttttttt
tgattcattt
tgaggaaaaa
cttaaatcaa
tggaaagatc
tattaataac
cgtgtettgt
acttctataa
gctaacgatn
gcagcagtge

<210>
<211>
<212>
<213>

23
582
DNA

<400> 23
ttteetggte
tatattttteg
aacaataagc
gcaatcaaat
tttaaatget
atttaagttt
tttctecttic
actacagggt
tatcaatttt
tgcaccacaa

<210>
<211>
<212>
<213>

24
580
DNA

<2205
221>
<222>
<223>

<400> 24
tttttttttt
aaggattcet
gttttaattt
aatttaaagt
caaaaaatgt
cccagtgtta
ttecccaccac
tgatccagtt
aggaatgaat
cataaactac

25
585
DNA

{210>
211>
<212>
<213>

<400> 25
tggettttac

misc_feature
(490). . (490)

nis a, ¢, g

tccctttaca
ttgcetetttt
cagcaaacta
tatattgcaa
ttgcctaata
agaattgttt
actaggataa
atactaagat
ttttttette
aatctc

Homo sapiens

agggctctge
aagaattttc
caagccaagce
ctaaaattaa
tatgaagtat
cctttcacag
tataagaact
cctcaaaata
aattgactag
aaaggttaat

Homo sapiens

misc_feature
(529). . (529)
n is a, ¢,

g,

teccatttgtt
ccttatttet
agggcaataa
catatcaagg
ttcaagtege
tectetattte
tgttatetta
ataccactcet
aggtatgatg
agaaaactca

Homo sapiens

aaaaaaggtt

or t

gttttattaa
attttitagg
aaaatgctac
gtaatttcta
agtttcatte
ttatagaaag
aataatgagc
aaataatcac
tttccaagac

ctgatgaaat
atcacaaagt
caagccaaga
ttacccaagt
atatcacagg
gtcattetgt
atcttgttteg
aaaggaggca
aaagagtaga
ctgataaatt

or t

ccatctccta
tcagaaaact
gctcaatata
ttcaatccaa
tacaacacta
ttgtatctta
agttatggaa
ttgagaatca
ccctttatee
aacagtacat

taactgaaga

taattattat
cagatggetg
ttcaaatata
tgaattttga
tactcctcaa
attccatctt
attgtgeate
tcttttaaat
agagtcttat

attttaaatg
tatttgttag
gctggtceca
aatatattta
ctgtagagat
gtgcatgeat
aaaaatttgg
cagctggtla
ataccctigte
caccatcaat

tgtaatctgt
tacataacte
tttcagaaat
gtcacaaata
ttatctgatg
aagcatatga
cactttecttg
atttactgaa
ttattcaaat
agctataaca

gtettttaaa

ttttcgtata
gtttttgtag
gcaacagtca
acaatacaat
agttactgaa
ctttactgtt
gcaccttctg
ttagagagag
tctgacgect

gtatacttga
tcttgatcca
actgctatac
aggaaataaa
atgtttgttt
caacacacac
cttagaaatt
gtttatgaat
acctgatact
tt

agattgacag
atgtaaaatt
aattttaaaa
gtgactggeca
ctgacaaagt
aacaaggtct
agtggcaaac
atacagctta
gtaatccana

aaggaagcct

9/1203

ccggttgeac
gattaagcag
ctacataagg
gtagtgtatg
gtcagtcaac
agatgttata
ataatctcat
ttggttitag
atgctggagt

aaagagtagc
ataaactctt
agtgetettt
taaaactgta
taccggcaaa
atatttatta
tattatagtg
catgetgeat
tcgaaccatc

tctgtgecta
acagaatata
catcaacctg
caatcacaga
ttcatatgtt
taaatgattt
aaggatatta
gaaatctaag
ttttagcaag

ctctagtttt

PCT/JP2005/018574

60
120
180
240
300
360
420
480
540
556

60
120
180
240
300
360
420
480
540
582

60
120
180
240
300
360
420
480
540
580

60
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ttttgttttt
caaacattta
acttcccace
ttaaaaaatt
ttactaaaaa
gtaccatgtt
gcatcagaaa
ggatacttigt
ttagttatet

<210>
<211>
<212>
<213>

26
434
DNA

<400> 26
tttttacaaa
acccattitt
gaaactgcaa
actccctace
ccttactgtt
tgtcacctce
ttagcatgtg
gaacaaaatt

<210>
<2115
212>
<213>

27
541
DNA

<400> 27
catgttttta
agttatacag
accttaagac
ttatattatt
cttttttecac
agctgcatag
tagtcatttg
tatgtatteca
agtggaattc
a

<210>
<211>
212>
<213>

28
552
DNA

<400> 28

ccagttaaaa
tgtaactaga
aagatatgtt
ttaaaatatt
tttcaacaat
ataaatatga
tagtcctagg
tttaaatttt
tgatgctagt
caaacatatg

<210>
<211>
<212>
<2135

29

DNA

tttttgtttt
acaattttaa
agctttegtt
ttttcattce
gaagtggata
ttttatttice
ctaagaatag
cacaattttt
caaaaatgtt

Homo sapiens

ctttccaaag
ttectticta
cctettetet
agttacaacc
gcctacagea
gggtcagtac
aatttgccaa
tact

Homo sapiens

tattttitata
aagaaacaat
aatcagtgat
tattttcceg
ttactcttta
tattgtgttt
ggttgattac
ttacattgtg
ctgggttaag

Homo sapiens

gccaaataga
tacatctaag
tctgeattge
ttttcatcte
caacagcatt
tcttaaattc
ttgaaaggac
caccagcact
ttaaaaaaaa
aa

1009

Homo sapiens

tt taaattac
aacacaaggt
ttcetttetce
ctacataget
aaatattgct
taataccata
aggatatggt
cttttaccce
ctttactttt

tgacaatgga
at ccaaccce
ctgtctttaa
aaggtagtca
aggcacaaaa
tcagacagtt
ct tgatatag

tattttttte
aagaagtaaa
agtagtttct
tacacaacaa
tecatattga
tatggatata
catctttacg
tcataacgag
ggcatacata

[

gctgtatttt
ggtaaattac
agactgatac
tggcagatat
aatcggtica
acggtttttt
atcactcaat
attctctaaa
aaaaagagct

atataacttt
aaggaticca
ttgtatcete
catgacccca
tagatticgt
taagtggtaa
tattgtictt
aggaaaataa
atgcactcct

ccaggcttca
tcattticca
atctctatee
ggetgettee
tetgtagttt
tcacttaatt
gctagattaa

aaaaattaca
tetttegtee
tggetgtace
cagcatatta
tatatagagg
tcatactttg
ctatgataac
accagtttat
tttgtaatit

tatactggac
acatctctca
tgaattttat
ttacaaggtc
ttaagacagg
cttcagetet
acaagtcata
tacttgggaa
gatgtgtaca

tcagggattt
ctagagataa
cttctettta
acaggcaata
ctaggaagca
aggcaaagtt
ttaacttgta
atagctataa
cctte

gttatttctg
atgacataac
ggettecaate
ctcaagtatc
ctttacagcet
gtactatctg
cataaaaatg

ttaacagcat
tgtcectgtge
ttcacaaata
tagacaacat
actgtectcat
tttaatttet
caagtatttc
ttgtaggata
tgacaaacac

aaaaaaattt
aacacagtat
acatctttat
aacagtgact
ataatggctt
gaaaaaatga
atttctatat
gtttatacca
ttccatatce

10/1203

ctcatatata
acatggctca
taattctcet
tgtatttctt
ggagaacaaa
ttaaaacaaa
atttcticta
aaaacaaatg

tccaagtccet
ccttacttag
cttecctaaat
ttcectagea
acactctett
cccacccecte
gcagactiag

aaaattcaaa
cccatctagt
ttctaggtat
tectetectgg
tetgettaac
attctggtaa
agtacttatce
tataatgagg
aaaattacat

acactcttaa
tttaacatct
ttacaataac
acatttcaca
acatgcacca
aggttgtcac
gcetatecta
agttataggt
ttttatgaag

PCT/JP2005/018574

120
180
240
300
360
420
480
540
585

60
120
180
240
300
360
420
434

60
120
180
240
300
360
420
480
540
541

60
120
180
240
300
360
420
480
540
552
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<400> 29

aawamtattt
tatacaaagt
aacaccagcce
agattctaca
tattttctaa
aacagcattt
maatcaagaa
agcaaggkeg
gtwtttcett
£882228888
mtaataattg
gcmgaccata
gcecccattac
agggraacwr
ctttewactt
caaaccttcc
ccmcaatwaw

<210>
211>
<212>
<213>

30
680
DNA

<400> 30

tgagagtaat
aacaaattct
gcccatgaat
gaaaccaaac
gtaaaaccat
taatctacca
ctatctcact
atatttgcaa
acttcagaag
catatgtcat
actatatttg
gaacaatgtt

<210>
<211>
<212>
<213>

31
517
DNA

<400> 31

tttttttttt
gtttttaaat
tacaatttaa
acctcttctg
gtcctectet
ccgeteggee
tcticacagg
tgaaagagaa
ttgttttgga

<210>
<211>
<212>
<213>

32
608
DNA

<400> 32

tttttttttt
cctgatettt
gtttectccat
aagtacaatt

atggtaaata
aagcgaaagg
ctaatgacma
awvaaatmata
agcataaaac
taaazaamaw
ccagaaaatg
gttattcaat
ggttagaaaa
gggggaatte
ccmatacgga
catcccatca
attagtkaac
tctcatttea
awaacmctca
atgatcccca
cataatcyaw

Homo sapiens

tagtataatt
tttcaagtca
tgtcagetga
gattgattga
ttctcageac
gtaggaacta
aagagatgtg
tcgtgtecatt
aattccagceg
atttttattg
aataacattt
gaagagctca

Homo sapiens

tttttttgag
tacaagcaat
aaatgtacac
cctgtgttaa
gcagacggaa
cacgtaggcce
ctgttggtaa
tgttetttgt
gattteccate

Homo sapiens

titttttget
tettttecta
gtcagacttc
cttatgactt

catatatata
gcacacataa
agacaatgtit
ttaaacgcaa
ttagggaaaa
waaacttarc
ggtttecttac
ctggtgttat
taattatagg
caggacagcet
tagagacctw
cagctattag
attagatcat
atgaggggat
aacttgtgtg
wwaaaacccce
tatttcceyt

aaaagtcact
gatggtttce
tgaaggaaca
catgcttaca
ttgtatctgt
ttcatccaga
ttcccaatag
ttgatccatt
tagagccata
cgaagaagtg
tttgttagag

tttataaata
ttattgaate
aatttaaact
agcacagcag
tcecgacggtg
tgagtgectta
ttcaacactg
taataaagac
ggaagtcact

tatgaagaat
ttgccaccac
tcatcctttt
gaagacatta

acttacttge
gaaatccacc
tcaaagaaca
gcamtatgat
tcattttacg
ttagttttaa
cttttgttte
gaaaagtaat
ctcectaaaa
tttgttgtat
aaggtccatt
ctgtctgrte
ctcttatett
tgaaatwcaa
aaggmebttt
gatwactaaw
tyttatetgd

agagaaagtig
agttctttge
ctatttggtt
acaaaactac
gaaaacaaca
taaatgaatt
aatttcacct
atatactaaa
aagttacacg
atcaagaaaa
tacaatctaa

tataactata
acactatgca
gaaagttcat
ggaggeetgg
gatccataca
accagcacgt
tcaatgcatc
ttgagccaac
gcgtata

gtacttttat
accacttcag
acttacccct
tttaatgatce

aatttaaatt
ttgaccacag
acaaacaama
gcacagacgt
ggggatctat
aaacaaaatt
cggtgggatg
tgmttcttaa
tattckaggg
cmaaagggag
ttatgagaca
atctatwetw
ccaattcmge
taaaaattwg
kmattaattt
gwaaagcycc
tgaatttta

aatgactcta
tttcaacaaa
tttggecatge
tagcattctc
gaattgaaaa
aattggigeg
tttataactg
gatgattgtg
aaatttttta
gegttgttcaa
atatgttaga

tttattttga
tcaatataca
tgactattat
tgggtetgac
ccagccccat
gtccacaccg
tttaagaatt
cccattigeta

tttttaaage
actttcatta
tctgccaaat
ctttaccaat

11/1203

acaaaattca
aaatgtagaa
agaaaagttg
gagccctgaa
tcatattcca
caracccaaa
tgggectgaam
agggacttaa
gggcataata
taactttett
ataaataagg
caaaaactat
atgaataaca
twgrgcacat
ggtectttce
caatwaccat

ataacaggat
attaatggtg
aactcggaaa
acctatttat
tgaaccctgt
tcagecceat
tgtgttatca
atgattactc
aggtttacta
acatcaaagt
gataataaaa

atattaaata
gtaaaaatct
attgccatga
ggecececctac
gatcaagatc
gtcaaactga
tctttataga
cttaggaata

aatttctecat
tattatactg
tagtttttca
tattacatgt

PCT/JP2005/018574

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1009

60
120
180
240
300
360

- 420

480
540
600
660
680

60
120
180
240
300
360
420
480
517

60
120
180
240
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tattatacct
gaaccaaata
agattaggta
actgtagatt
ggctatctga
gtccagacag
tceeteta

<210>
<211>
<212>
<213>

33
557
DNA

<400> 33

tttttttttt
ggggtgacca
gtggtatgtt
gtatcttatg
attgaccaat
ggtagtaagt
ctaaatatta
gatttacttc
catatggtta
tggtecceet

<210>
<211>
<212>
<213>

34
241
DNA

<400> 34
tttttttttt
gcaaaattca
actgtagaat
aggaactcac
g

<210>
{211>
<212>
<213>

35
566
DNA

<400> 35
tttttttttt
agaattcctt
gatgecttat
aatttgtgtt
aatatttctc
tatggtttca
atacatacgt
_ccataatatt
cttttataca
aggcagccat

<210>
<211>
<212>
<213>

36
468
DNA

<400> 36
agggcaggaa
agtcaacact
caaaagatta
aattaacttt

acaaaataaa
gtttgttecat
gcaaaaatta
tgaactcatt
gtcaacaggt
acaaaaacaa

Homo sapiens

tttttttaat
ctgatcattt
atttgcaata
cactccaaat
ttagatgtct
tcaaaaacaa
tgagttatat
taacagtgac
tgtaatagce
tigtcte

Homo sapiens

tttttttaag
tcetgttaag
cacactaaca
tgacctgttt

Homo sapiens

tttttaacac
ccactcacgg
acaataaagt
aaaaagcata
ctgatggtcet
tctggaaagg
caacgcctga
taggtttgeca
ttttaaccet
tiggttegty

Homo sapiens

acactgcaat
tgtttttaag
tataggtaaa
ctttacatga

ggattaaaaa
ctcicagtaa
agtgtaggta
tttgtcacca
actttttagt
aaagcatact

gacatggctc
caaattttac
ttaaaaaaac
aaaataaaac
tttacaggta
aacaaaccat
gttacaagaa
atgtgaagaa
agtctatcta

tttttaaagt
gtitgacaaa
attccttcet
ttctgtcaaa

aattacttta
atcactaaaa
tagaacttaa
actaataatt
tgaggttate
tgtgtetcac
gacaaagcat
tgatcactia
gaagataaga
tcaaga

gtttaattac
ggcaggaaac
tcacaacatt
ctttttaacc

ctgaacagag
acagatatta
ataagtggteg
ttatgccata
tagacacaaa
ctgtecactt

ttctggtagt
ttttgtaagt
agagatgtaa
ttttgtgtta
tcatagggga
gattattcta
atactttgtt
aaatatgtaa
gcaaaaggcea

catgtttatt
cgcacagtca
geeettgtaa
agtatcaaat

ttgatttctt
acaaagaaga
aatgcaccct
tggtttettt
accgttatga
accttataca
gtttcaaata
tgacataaca
aaaataattg

aaattataat
actgcaatgt
ccctttcata
attgaaatta

tatttactga
tattattatt
agccaactag
acgttctagt
ctttgttaca
ctactttact

ggtggcaaaa
gagaaactgc
gatcataaag
gcacaataaa
tatataccat
aaggttaaag
tagggaaatc
ttctccttaa
gacattaccg

gaagtatgat
taccataatc
tcaacccctt
ttcatcacta

acaatcaaat
cttecttggt
cattaattat
cttcataaca
gtagtgcaca
aaacgccagt
cgaagcagce
gattaattat
ttgettgaaa

taaaagaagc
ttaattacaa
aagcaatcat
atatcagagt

12/1203

gagtctggaa
tccactttac
gaagtggtgg
ctcttactgt
gccaactact
gtacaaatca

atatacagat
ctatgtcaaa
aattgtttet
atatttaaga
gtgactctga
tctgtaattt
ttactattgg
aaataaacta
tagaagttgg

tttacattca
aagatgcaga
tttgatccea
acctcgtgce

actgccaact
actttcaaat
gtaaactggt
cggaaattta
gtgeggeaca
aacaaaatgce
cctcaggetg
acataacata
aaattctite

tgttaaaaag
attataatta
tctgtaaaat
taacaggtaa

PCT/JP2005/018574

300
360
420
480
540
600
608

60
120
180
240
300
360
420
480
540
557

60
120
180
240
241

60
120
180
240
300
360
420
480
540
566

60
120
180
240
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cattttettg
taaacttact
tctaaattcet
gaaaatatca

{210>
<211>
<212>
<213>

37
635
DNA

<400> 37
tatttgtata
tatactttat
caaaatattt
gttattgetg
tctatgaaag
ctctttatgg
cgttgtgaga
gtactaattg
tggctaatat
aagtgttatt
aggataatac

<210>
<211>
<212>
<213>

38
672
DNA

<400> 38
cccccaacaa
ccataagctg
attgggggac
aagacagcca
gactaggcga
aaactcttat
aggggagetg
gtgccetggg
gctttacett
ttaaaccctg
gceccttatag
gaaaaacccg

<210>
<211>
<212>
213>

39
529
DNA

<400> 39
tactataata
aaaaaaaccc
aatgtattaa
gatgcagatg
ttgcaacatt
tagcatcttg
caaaatatcc
gttggacttc
acttgatttig

<210>
211>
<212>
<213>

40
778
DNA

<400> 40

caaacttgat
ggcagattaa
ttttttatgg
tatgaacatt

Homo sapiens

taactttaaa
ttcttgaaaa
cctactgttt
cattaaaaac
agtaaggaca
ttaatttata
acatttttaa
tacttttgta
tctaatccaa
atgccccgaa
caataagggg

Homo sapiens

tcetetettt
aatgtttcte
tgttgactgg
cttetectee
acagtittgg
gtgtaacccce
agtaccctet
tcactgttac
gaatagatag
aaaaaaaaaa
ggagtgegga
gg

Homo sapiens

tttaatataa
attcaacctg
tttcttaaat
taéggatcat
tettettigt
aaatccagga
cagcectatac
tatggcagat
ccccetgttg

Homo sapiens

aatcaactgt
aatccagttt
actaaactac
aagtaatgtg

aggagtagaa
aattacagat
ctttattcca
atgagtettt
ttaaaatgta
ttgaataatg
ttttatttaa
taataaaatc
tatttctcaa
cctttateet
ccaggeccegtce

ccatccatat
tttaaaggat
gattgtggge
ctaaccttgg
attattgtgt
aatatagaaa
ggaactggag
tcctataaga
ggtittatgt
aaaaaaaaaa
ttcacaattia

taatatacac
aaattaacta
ataaatcaaa
gaatcaatac
ttttcttcett
tttaagtcta
agtatcaacc
gtgtagtcat
ttatatgcag

tttatgecate
ataaactgga
ttttetetac
atttcaagtce

ggegctttttg
tttttgtaaa
gttgtattca
tttattaggt
agatgcatga
cattaggtag
aattaaatga
cagtgtattt
catgttaaaa
gtttccattt
tgggt

cccccagtat
ggagaaaact
tgggettgge
ttatgtettg
ttttagatgt
ctagattaaa
gcacctetga
cagtttaaag
tgggatataa
cctegaggeg
cggggeegeg

ttatacattg
ccttaaacac
atagctcaat
ttccattaag
tgtctagaat
agaccttett
ctectgttgta
ccatggette
tagccaaatc

aatttacata
gggetaattt
taaatagaac
atacaagt

cagagttatt
taatgat gta
catgtgaaag
ggeccattatt
tgaaaaatta
gtgttca gag
aaataaatta
ttaaaat gtt
tactatt gtg
tacttaaagg

ggacctt cca
tectgtet gte
ttctaactge
gcagcac agt
ggaattattt
agggagtctce
aaaaagc aaa
tgagacctgg
agaaataaaa

ggggeee ggg
gtttcaaacc

gtattattta
actatttaac
atctaaatta
ttaaaaatat
agtctgtttt
gaaatcttce
atatggaact
ataaaaatca
ctcagggcet

13/1203

tttacttgaa
taaaaataat
cggaaaaaat

acgtttgaag
attcaactct
catgtgatca
tatgatcttt
agtgaagagg
taatattttg
gtatattatt
aggttatgtg
cattctaaag
gattgatgaa

caactcccag
tctggcaaga
tgtgtgacce
gagcaggtcg
tttgttatat
tctggttigaa
ctgaaaacca
aaaaacattt
ctaaccctat
tceecaattc

ttggggacgg

cacttcatta
tttcagtget
ctgataacta
caataatttt
aagctcaaag
aaagcatcat

tcaaaattgg

accctgaagt

PCT/JP2005/018574

300
360
420
468

60

120
180
240
300
360
420
480
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600
635

60
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360
420
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672

60
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480
529
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tggctataaa
tttattttit
tagggctgea
attaatggac
tttctatagg
tctgttttta
atgttcttga
gaaaaaaaaa
ttaaacccat
gtcgtccaaa
aacggccgge
gtctcacaca
acgacaaact

<210>
<211>
<212>
213>

41
529
DNA

<400> 41

tttttttttt
aaactgetgt
tattttcatt
aatgtgaata
tgcataaacc
ccaggtctca
gtcttttata
tggaaagaca
aaatgcaaca

<210>
<211>
<212>
<213>

42
519
DNA

<400> 42
ttttttttit
acattgtaga
aagaatgcta
tcagaaaagt
taagtataca
cagtgaaagt
ttagagttige
ccttattetg
acttcaaaaa

{2105
211>
212>
<213>

43
583
DNA

<400> 43
ttttaaagac
atcatcatcce
gacagaaacc
accaagttgt
gceccagtta
agtaaatctt
gagaaagcaa
taattagata
aacagttcat
tgttcatcta

210> 44

cacatctget
aataatcagt
tatggcttaa
ttcctacata
taagtcatac
agacttcaga
ggecatgteetl
aaaaaaaaaa
ggtggggges
gaaaatccgg
ggcaccggac
geggtecagg
cacgacggge

Homo sapiens

tcacaaatct
tagataaage
tcccagtget
ccataacttia
agccaacgat
atcatctctg
aatcagtagt
ggatggacta
aagaaaaatg

Homo sapiens

aaattaatca
ggtaagtgge
gaagtagett
taaagetttt
gcaaattata
gtetactete
ttcagctttia
tactagatac
aagtatttta

Homo sapiens

aagagataca
tagtttttge
taagaagcat
atccattcta
gggegggeet
ttaggtgctg
atttccacaa
taatctttta
ttaattggeg
taaatgctga

gcacagctga
atggactaat
aattaatata
gctcatatga
attggatttc
gcaatttget
attacatttt
aaaaaaaaaa
gggecacccca
ggtcacacag
tgtgtttgga
agtcagataa
agagacgcag

agtttttatt
tttcaaagta
tgtcagatat
tactcaaata
tatgctcaca
ctcatgggaa
tccatectet
actggaagcce
gttaaaggag

tttgectttt
tgaaaatget
tcctecagaag
agtgtaaaaa
gattacaagc
aacattgacc
catatctgta
acataatata
atttacacaa

attcttcatt
caggacaaca
cctgaacttg
ttgctgaata
acacctgagg
tgacaaaatti
aaaaatttta
taagtttacc
ttcaaagtta
tctgecaatga

catttatctt
cctgatgatt
tacatgtgta
cgttagattt
catattacct
ggtcattgtt
taaggtatgt
atttttgggg
gaagtgtaat
caaggtgteg
accatcccaa
taccceggeg
cacagcagag

tagaagataa
catgaataat
aacaaataaa
tgattatgat
aaatcaacag
acaaggtaac
ctcttatcca
ctcetggtee
gaggaagaag

ataatctaaa
ctgettactg
taataattga
gcatggtaaa
aattagttac
agaaccttcc
aaacctaaga
tatagattta
tgttagatt

actactgata
taaaggtctt
ttctetctca
tctettgaat
ccaacaaact
gaagatgtaa
ttgaagaaat
actaagaata
gtgticccta
cattttatgt

ctacaataag
ttttttttaa
cctatataat
aaatgaaatt
atgattatga
ttctgtgttt
taataaaata
ggetggegee
agaaccagcg
tggtctccea
gagggtgtea
gggaaaaaca
cagaaacaga

gattcagata
gagtttgtaa
tgtattgggt
cccagagcaa
caatatgtaa
acacccatag
aagcctttca
ccceggagat
ctgtaagce

tcagaaattig
cacacaagca
acatttaaaa
tgacatttta
ccacatttca
tgttctgaag
ttactcaatg
gaacaaatgg

aatcaatgta
aattcaccca
cccatcactt
ccacttttct
tattctgtaa
tatacgtact
gttaaatatg
taattatttt
tcattaaaac
att

14/1203

caatgacaat
cattttcaaa
attcttattt
ccagaagggt
agtatttatt
ttatttggaa
atatttttaa
ggaaaggttt
ggccacacgg
ccatataaaa
gggacaaggg
cgaacgagag
agacacaa

gcccatataa
tgcaaataat
agcaaataca
ggaggttcag
tcagatggac
gtaccctcca
ccagagtgtc
gttcaagiga

aaaaacagga
catcatgaca
tattattite
acttaatagt
ccagaacctt
tgtetactct

agaagttaca -

atgtttttca

gctaattaaa

agatgcttaa
ttaattaatg
ctatccttce
agagtcaagt
tacataatga
ctaatactaa
ggagggagat
tgagagcaac

PCT/JP2005/018574

60
120
180
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300
360
420
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778

60
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60
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583
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<211>
<212>
<213>

DNA

<220>
221>
<222>
<223>

<400> 44
cactctaatg
atgaagtctt
aagattttat
acaggtttga
atatggaaga
ttgcagectag
agtctctgta
tggtgtctga
caacagtatt
ttgettatet

<210>
211>
<212>
<213>

45
467
DNA

<220>
221>
<222>
<223>

<220>
<221>
222>
<223>

<400> 45
tttttaaaaa
attttcagaa
caagcactca
taaaatggac
aatgttatca
tactacacac
aatttgagca
ctgetgetgt

<210>
<211>
<212>
<213>

46
b44
DNA

<400> 46
tttttttitt
tactctagge
aaattagaaa
atttgttata
ctcttgtgte
acttaaaaat
acactcaaat
tagttaccct
tettagicac
acag

210> 47

b74

Homo sapiens

misc_feature
(568). . (568)
nisa ¢ g ort

tcttaaatta
tccaaagcat
caatttacac
aaaatacaac
ttatactgga
aatagaaagt
aatttccttt
tttccttcat
teettetgtt
ataagctgat

Homo sapiens

misc_feature
(407).. (407)
nisa, c, g ort

misc_feature
(466) . . (466)
n is a, c, g,

acaaagcatg
taataaaagg
tatttaaata
aataagcact
aaattagaga
tctececagaat
actggcaatc
agaatacagc

Homo sapiens-

tttttttggt
atttataatc
ttgaagaatc
gtattatgta
cttttaaaga
gcatcacaaa
gaactatata
actgattgag
atccatgtag

cctacactta
ccaatctage
aatattaatt
agaacttcaa
aaagtagcct
actggcaatt
tgtggtcatt
taagcataaa
tagggctaaa
ggatactntg

or t

atatattgaa
gcaaaaagtg
ttcaaggaat
{caaaataaa
aatggatact
gtctaaaatt
tcacatgetg
aaactgctac

ggtactaatt
attacatata
aacttttaaa
caaattaata
ttttaaaatt
tattttgcac
ggecteteag
tcttttacat
tagcaaccta

attcaaacca
ttgccaaata
atatattaat
taagcacaaa
aacagtagtg
ctgacaagtc
tcatataatt
gtttgtaagg
cagcactceca
ggtt

caatagtaaa
aaaaaagaga
gtttacaatt
gaaaatatct
aatttaatgt
aaaaaaaaaa
ctgetgtaga
aatcacttga

tgtgtgtggt
catagttgag
ataaggectt
ataaacacat
tttaaagaat
aggctgtaat
atttccaaag
catgcccatt
taactttaaa

gtatgtagcee
aaaaatttta
aataagtaca
gttcaactgg
agagaacctt
ctttgttcac
atcctgtaat
tttattaatg
ttgecatggat

attaatttta
tatttgtgac
caataacaga
aataacaata
aattitccaa
aaataccaag
atacagnaat
aattgng

tetagttgte
aaaaactaaa
aaacatacct

tttaatctca

ttcaaagtgt
ctcaataaga
ctagagtact
ttaagataat
aaccaaaagc

15/1203

atttgetttt
tttttttcac
attcgaatac
taagtgaaga
ttatcgggat
ttctgettte
atgtaatctt
ttgtaacata
acaccacatt

atcaattggce
aaaaactgac
tgacccaatg
aacttatgaa
gatgaaaaat
tattggcacg
ctgctacaat

tgggaaacac
agcttatttt
gagaacaatt
atgtggtaca
acttaagtaa
attigatcaa
acaaagtttt
ctatgtattt
aattgetgac

PCT/JP2005/018574
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<211>
<212>
<213>

<220>
221>
<222>
223>

<220>
221>
222>
223>

<220>
221>
222>
<223>

<220>
221>
<222>

446
DNA
Homo sapiens

misc_feature
(331).. (331)
nis a, c, g

misc_feature
(357).. (357)

nis a, ¢, g,

misc_feature
(403). . (403)
n is a, ¢, g,

misc_feature
(407). . (407)

<223>

<400> 47
ttttttaaag
actagattta
agtttcagge
ggggagttgg
tccecacate
aaggctcacc
aacacacagg
agccctagag

<210>
211>
<212>
<213>

48
584
DNA

<400> 48
gegtttegeat
gagtgcaaaa
agaatacact
ttgacaagtt
atgctitetg
gactcaaaat
tggatcacac
gcgagaacaa
ggggtagggt
tcatgaaacc

<210>
<211>
<212>
213>

49
510
DNA

220>
221>

n is a, c, g,

gcaatttaag
ctctcccaga
cctgaaccce
ccttcagtge
ttcagecetgg
aagagaggaa
atagcaggga

aaaaggctgce.

Homo sapiens

gttecettaa
caggaataat
ttgcaaagaa
caatagactt
ttttatagta
aattagaatt
ctgaatttigg
ccatgtgatt
ggagatttag
ccaataaaaa

Homo sapiens

<222>
223>

<220>
221>
<222>

misc_feature
(386). . (386)

n is a, ¢, g,

misc_feature
(395) .. (396)

or t

or t

or t

aaaaaaaatt
tgactcaatt
agcgtgaaca
ctgggecegea
gaaacaaccg
tggtttgttt
cagtgctcag
tctgat

agaatttcct
ccccagaaaa
tgatgcecte
gtgtttgtte
aagaatttga
ccctaagtaa
gctggaagat
acatagctgg
ttcaatcact
ctttagatac

or t

tgettggact
aaaaaaccaa
cgagtgtgat
gagceggeag
cctgagggat
ncccaccgge
aagggcactg

gcactgtaac
ggtgaaaatg
agacctctcce
tgtgacatag
ctggcttttg
cagggatatc
gagatgaccc
tgetttgagt
tggecagtga
cgaagcatgg

tttgettctg
agacaaaata
ccctgagagg
ggtaagectg
gagagggaac
cacagtggaa
ctntcgnagt

tttattttta
gtcaagaaaa
taccaaccaa
cgtgcacagt
tetetggttic
ttitgttttte
aagatggagg
cagcctgaca
ttcaatcaat
ggaa

16/1203

gccatgatgg
catgaagaac
gacatgaaca
cagatggect
aagcccaggg
aactctncta
ggggaaaatg

agagtagttt
tggtacagaa
cactccacca
atgttttcac
ctaggaggca
atgagcctct
ccagttacca
cccagagtaa
tatacatata

PCT/JP2005/018574
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223> n is a,

<220>
221>
222>
<223>

<220>
<221>
<222>
<223>

<400> 49
gatgttgetc
aaataaaatt
ccttaacctt
aattctggag
tttgagatgt
tccteaatte
tctgaaacag
gtgtgtgcaa
ctcatttctc

<210>
211>
<212>
<213>

50
493
DNA

<400> 50

gttttttttt
ctgatctcaa
cactgcacct
gggtgttget
ttgtagagat
atcccacctt
atcccatttt
tttcaagaaa
ctacttctag

<210>
<211>
<212>
<213>

b1
741
DNA

<220>
221>
<222>
223>

<400> 51

tgagcatgaa
ctatagettg
cttatatatt
aaatttcctt
gtgtgtttta
tcacctacat
cttccagtac
tgtttgetegg
gggeecgeceaa
ggecgeeccatg
gagacccgge
ggggagacea
cacgggtcca

c, g

misc_feature
(416).. (417)
n is a,

c &

misc_feature
(446) . . (446)
nisa, c, g ort

tgaagagaat
ctcctatgtg
ctttgggaaa
taacaatcga
ttgtgttggt
tgettgettg
acagaagtca
agcattattt

aggtaaaacc

Homo sapiens

ttttgtagag
acagtccget
ggeeccaggece
ctgtcactea
gaggtctege
ggectcecaa
tagtttaaaa
ccagtcttti
gaa

Homo sapiens

misc_feature
(741). . (741)
nisa, ¢, g ort

tgtgtctcag
ctgacccctt
taaccatgtt
ttgatattat
cttggtgatg
cttgaaagat
tttaaagatg
caaaaaaaaa
ggaaaaaagc
aggtggatag
gcaagacaga
ggetettegt
aggagccaat

or t

or t

tgatgaccaa
ttggatgcat
ataaaatatt
ccatgetttg
gtttaaagtg
cctgtgececet
gacctngtga
tcetenactt
tgagactcgg

atgaggtctc
tgccacagee
cttaaaaact
ggectgeagga
tatgtccagg
agtgctggaa
ctaaagttgt
taaggttcag

taaaaatttg
gtttaaacaa
gataccattt
tttacttetg
atttctttca
agtttctetg
ttgettcatt
aaaaaacaaa
gttttcctaa
tgcaacaacc
caggegegtg
gagcaaatcc
n

ctagaatttt
taaaaaaaca
ctggaataat
cacagtgcca
aggcaccaaa
gttgagtcca
gtggnncaaa
cctcagcaat

gccattgttg
ttccaaaaag
tttttttaat
ttgttttttg
ttggtctcaa
ttacagggat
tttgttaatt
atgagtaaca

ttcacataaa
tcaattgaat
ccagtgettt
cctgaaacat
ggttctaagt
agtctacaat
atcttctaat
aaaaasaaaaa
gagaccatct
gggggeaate
gggtceecce
caacgggtgce

catttttaaa
aaaactctac
catataatcc
ggaaaattct
tgctacctgg
aagatgttat
cagegtictg
tgetgtettt

ctcaggetgg
ctggaattat
taagtaattg
ttttttttat
acttttggge
aagccaccat
ttcgetttaa
aaccctttga

caggcagtce
tcaaacagaa
tcattettet
tttctttaac
gectgaacaa
tcccagetga
tttetttgtt
attgttgtgg
cttttgttgg
aacggtgegt
ccaaatataa
caggggeeea

1711203

aagggcttia
aaaattctat
tatttctaat
acaatgcgta
cacatttaca
tctatagcta
ctcegnnaat
gcettetttte

tctcgatete
aggcgtgage
ttttgagaca
ttttttittt
tcaagcaatc
tectggecta
gagactgagt
cagagcaatt

acccatgaag
ataaaaggat
atgtagatce
attttttata
aatctttatt
caatgtttat
tccaataaaa
gcgegeceatce
ggggecegeeg
cccacaagaa
aaaagccgeg
cgggetetat

PCT/JP2005/018574
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360
420
480
510

60
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<210>
211>
<212>
213>

52
505
DNA

<400> 52
aacacctacc
caatgtggca
aatgtttgtt
aagaaaaaga
ctatctctgg
tatagcagct
tgagtcaata
acaaaggcaa
ctttttcttt

Homo sapiens

tcacaggett
agcaatgtgt
agatgacatg
aaaagaccct
agtaaaactt
caaattctac
tccactattt
attttaagac
attagectct

<210>
<211>
<212>
<2135

<220>
221>
222>
<223>

<2205
221>
<222>
<223>

<220>

<221>.

222>
<2235

<220>
221>
<222>
<223>

<2205
221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
221>
<222>
<223>

<220>
<221>
<222>
223>

<220>
221>
<222>

53

574

DNA

Homo sapiens

misc_feature
(13).. (15)
n is a, ¢, g,

misc_feature
47).. (47

nisa, ¢, g

misc_feature
(86). . (86)
nis a, ¢, g

misc_feature
(91).. (91)
nisa, c g

misc_feature
(209).. (209)
n is a, ¢, g,

misc_feature
(217).. (217)
n is a, ¢, g,

misc_Tfeature
@277).. (277)
nisa, ¢, g

misc_feature
(298).. (299)
n is a, ¢, g,

misc_feature
(319).. (319)

gttgtgggga
aagtgctcaa
aaaagtcatt
tggagaaaaa
ccgetgaget
aagtctgtaa
agtcagtatc
acttgttata
ttgac

or t

or t

or t

or t

or t

or t

or t

or t

ttaaatgaaa
taaatggtge
tggtacacat
gigtgtagtt
ctctttcaaa
cttaagttac
tctgaaaaca
gaagatgaac

taatgcatga
ctattattac
gactatgaag
ctticcagtag
agaaatggag
ataaattctt
acttttaact
taaagagctc

18/1203

atacctacca
cggtattata
gtttattaaa
aagcagggea
aaacagcaat
tgetgaccte
cttcaatgce
aaaggagtge

PCT/JP2005/018574
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<223>

220>
221>
222>
{2235

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
221>
<222>
223>

<220>
221>
<222>
<223>

<220>
221>
222>
{223>

<220>
221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
221>
222>
<223>

<2205
221>
<222>
<223>

<220>
<2215
222>
223>

<220>
221>
222>
<223>

<220>
221>

n is a, ¢, g,

misc_feature
(328).. (328)
nisa, c, g

misc_feature
(366).. (366)
n is a, ¢, g,

misc_feature
(376).. (376)
n is a, ¢, g,

misc_feature
(379).. (379)

n is a, ¢, g,

misc_feature
(401).. (401)
nis a, c, g

misc_feature
(429).. (429)
nisa, c, g

misc_feature
(440). . (440)
n is a, ¢, g,

misc_feature
(451).. (454)
n is a, ¢, g,

misc_feature
(468) .. (468)
n is a, ¢, g

misc_feature
(471).. (474)

n is a, ¢, g

misc_feature
(479).. (481)
n is a, ¢, g,

misc_feature
(493). . (493)
nisa ¢ g

misc_feature

or

or

or

or

or

or

or

or

or

or

or

or

or

19/1203
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(513).. (513)
n is a,

<222>
<223>

220>
<2215
<222>
223>

misc_feature
(515).. (515)

<2205
<2215
<222>
223>

misc_feature
(520). . (520)

<220>
221>
<222>
<223>

misc_feature
(523).. (523)

<220>
221>
222>
223>

misc_feature
(532).. (532)

<220>
221>
222>
<223>

misc_feature
(552).. (552)

<220>
221>
222>
<223>

misc_feature
(570). . (570)

<220>
<221>
<222>
<223>

nisc_feature
(573).. (573)

<400> 53

¢, 8

nisa, ¢ g

nisa, ¢ g

nisa, c, g

n is a, ¢, g,

nisa, ¢ g

n is a, ¢, g,

n isa, ¢, g,

ttttttittt
aattttaaat
gatgtacata
atgtcatatt
ataaaatgtc
ccattatett
tgattngggg
tgtactggne
naccacttct
tttcccaggt

<210>
<2115
<212>
<213>

54
750
DNA

<220>
<2215
<222>
<223>

<400> 54

ttaggactge aaataagtaa cagttgectc atcatgttag cacttaaagt gaacctggea
tttagatctc aaaatctaga ggcaaatgaa taaggcaggg aatctgtcct tttcticccca

ttnnnggget
acataaaatg
agtaaaacta
atctaccata
ttatgtttag
taaactctng
acccanttnc
aatcttactn
ttntccaaac
cnaatttact

Homo sapiens

misc_feature
(713).. (713)

n is a, c, g,

or t

or t

or t

or t

or t

or t

or t

atattctett
caacanttta
tcacccacat
tagtgggegnt
attttaagaa
ggatcatntg
aattggtaat
gggggctaat
aatgggatgt
tgggactatn

or t

taataataca
natgtacatg
caagatctgg
aaatgtnaca
aaatgtnget
ttttatacaa
agggctattt
nnnnctgtet
tintntcein
tgnt

tacagangga
tttttaaata
aacatatatt
tcctatattg
atttctatga
atgtatctca
nccagtttat
tgggggtnat
tingggggee

ttactcaata
gatgtatatc
ttatatatta
tatgttttac
tttatagnnt
ggttagagat
agggtcatcet
nnnnctttnn
gnacaactta

tgaaaggtaa agccettggt aattcaggtg cacactctga taatgtacat gaaaggtctt

20/1203
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180
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cctigataaa
aatgtcattg
atactgaata
tgetttttta
acacttatcc
ctggccatge
gattgettga
aaaaaaaaaa
ttgggagget
taatcatacc

<210>
<211>
212>
<213>

55
340
DNA

<220>
<2215
<222>
<223>

<220>
<221>
<222>
223>

<220>
221>
<222>
<223>

<400>- 55

aatacattga
taagaaaacg
gaaagtagaa
tacttttect
aggacacact
cttgacaacg

<210>
<211>
<212>
<213>

56
531
DNA

<400> 56

aatttgeceta
tcagcatatt
ggattaatce
gtactgagga
atcggggaag
aggatcagat
tatactgtgg
gagtgtcagt
ggacaatgta

<210>
<21
<212>
<213>

57
504
DNA

<400> 57
tttttttttt
tagttgggta
ccagctcage

cgataaacct
tatatgagta
cttccttaaa
taaaaacgcet
accacagttt
acagtagcte
ggceaggagt
aactgaaaaa
gaagcaagaa
actgcattcc

Homo sapiens

misc_feature
(76).. (76)
n is a, ¢, g,

misc_feature
(11n.. Q1

n is a,

c, 8

misc_feature
(159).. (159)
n is a, ¢, g,

aacactggat
tatttnctta
ttttgaatat
tgtaagtcet
aataacctct
tggtaaaact

Homo sapiens

gcattgataa
tettcagtat
aaaatcaggg
tgcaagtaaa
gaaaaaaaaa
gtgctataga
aatgagccgt
tctictaaag
atggcatcca

Homo sapiens

ttttttttit
atcataactc
cttcaattgt

tgtgattitg
gtacagattic
acagctttta
tgataggatt
ttgtttatat
acgcctgtaa
ttgagaccag
tcagccagcece
ggattcttga
aagccacgga

or t

ttacttaaga
ataagtgtaa
taatgicaaa
tectgtagtg
tgggtagttt
gcagcattaa

agtatcaget
tgtgtggtege
ataaactgac
agtgctcaaa
aaacaggaga
aatgtgectgt
ataacatgtt
cagagacttc
taaaatatct

ttttaagaga
actgtttcte
agctgggaat

ccacacaaga
catgtgtttg
ttgaaaaaag
acctttctag
agagagcatt
tcecageact
cctaggcaac
atggtcgece
geceeggagg

aaaacctaag
cacagttett
gtatgtttne
aaagagagaa
attgcaggta
attgtaatta

gaggctgaaa
tiatctectt
caggaggage
ttactgtatt
gggetggaaa
tgaaaatggt
gtgattattg
cctttaatet
aatggaatga

tgggatcttg
ccactgaact
ataggggegt

atttagctaa
tttccattga
gaagctgata
agagacttct
ttaaaaagaa
ttgggaggee
attgtgagac
atgecctgtgt
gtggaggatg

tttttcaaat
acaaggtatg
tgeccattttg
agtgaggtgt
aaatccattt

accaccaatt
gggagcagaa
agaggaataa
gaccttgtaa
attgtcacag
agactaagcc
gtttctcect
ctgtttaaac
gtttaacatg

ctgtcaccca
cccaggctea
gacaccatge

21/1203

accctttcet
atatacagaa
aaaatcactt
gtgtatggcce
gaaggtttitc
aaggcggaag
tgtttctata
tcccagetac
cantgagccc

ctaatttatt
gtaatangca
atggagtiga
cattgcecgga
tttaattaag

ttaacaaaaa
agcagagact
tgggccaaga
tcccaagetg
gtaatgacag
cctetecaat
tctggacctg
ttggtgccta
t

ggccagagtg
agtgatcctce
cagctaatgt

PCT/JP2005/018574

240
300
360
420

480
540
600
660
720
750

60
120
180
240
300
340

60
120
180
240
300
360
420
480,
531

60
120
180



WO 2006/036025

tttaatttac
cctcgectea
ccattgtgee
gagatttgtt
gaagaggcct
cctictacaa

<2107
<211>
<212>
<213>

58
422
DNA

<400> 58

acaggatctc
gcctacacct
caggcttgece
tcctatgttg
ggattacagg
accagagttc
tgctacaatg
ca

<210>
211>
<212>
<213>

59
377
DNA

<400> 59
ctactactac
tctcgeteag
ctectggget
agctactatg
ttatcatttg
ctcgeettat
acgtcgacge

<210>
<211>
<212>
<213>

60
478
DNA

<220>
<221>
<222>
<223>

<220>
<221>

tttactttet
ggtgatectc
tagacctaaa
aggggttcag
ggttcctace
aaaacatatt

Homo sapiens

actctgtige
ctgggactca
ccactgcatce
cccatgetgg
cttcagccac
atttaattag
aataagctgt

Homo sapiens

tactaaattic
tcacccagge
caagcaatcc
cctgtctcta
tetettetta
tccaaagtct

ggcegeg

Homo sapiens

misc_feature
(158).. (158)
nis a, ¢, g

<222>
<223>

<2205
221>
<222>
<223>

<220>
221>
<222>
<223>

<220>
221>
<222>

misc_feature
(172).. (172)
n is a, ¢, g

misc_feature
(176).. (176)
n is a, ¢, g,

misc_feature
(178).. (178)
nisa, ¢ g

misc_feature
(184).. (184)

atagggatag
gcgeetigge
ttagctaact
teettcectea
gctaagcatt
tact

ccaggatgga
agcaatcctt
ctgctaacat
tettgaacte
tgtgeectgge
tceetactga
acattcacaa

geggeegegt
tagagtgcaa
tcccacctea
ttatacctta
ctgtgttcac
ttateggttt

or t

or t

ggtctacgtt
ctcccaaagt
taatattgga
caaatatgca
atgttaacat

gtgcaattgt
ctacatcage
ttttgggttt
ctgggetcaa
tcttcattaa
tagatttttg
ttctataagt

cgactttttt
tgacacgaca
geetetggag
catacatttt
tgtacccact
tatagattge

gcccaggecg
gttgagatta
aaattggage
tttgggatga
ccccteecea

tgcaatcaca
ctcecctagta
tttttgtaga
gtgatcctee
ttictatgac
aggtactgcce
aaaattccta

tttttttttt
tagctcactg
tagctgggac
cacagttgte
tgttttaaat
atttaaaatc

22/1203

gtcttgaact
caggaatgag
cttcagataa
aattaaaatg

ggaaggcatt

gctcactgea
gctagggeca
aatggggtct
caaagtgctg
tatataatgg
atttaaacaa
agtcaaaggg

agagatgggg
tagcectegga
cacaggtgca
tatttectta
atatttattc
tgatattttg

PCT/JP2005/018574

240
300
360
420
480
504

60
120
180
240
300
360
420
422

60
120
180
240
300
360
377



WO 2006/036025

<223>

<220>
<221>
<222>
<223>

<220>
221>
<222>
<223>

<220>
221>
<222>
<223>

<400>

acttttttga
tgacattgtt
ctcagtgagt
ctcnaccctg
caaggtgtga
gtccagtaaa
gcattccatt
aatataccna

<210>
<211>
<212>

<213>

<400>

gttgtgtgac
ttacggattt
tagtttctte
atatatacaa
atatctcaat
ggtgagaagg
tagaggctgt

<210>
211>
212>
<213>

<220>
21>
<222>
<223>

<400>

catagtttga
tggettatta
ctacagagtc
tttacaatta
tacaatttat
gggtgtgatt
ttcctaagta
gagagagggg
ccagcctggg
atacaatntc

<210>

n is a, ¢, g

misc_feature
(197).. (197)
n is a, ¢, g

misc_feature
(429). . (429)
n is a, ¢, g,

misc_feature
(462). . (462)
nis a, ¢, g,

60

61

420

DNA

Homo sapiens

61

62

595

DNA

Homo sapiens

misc_feature
(548).. (548)
nis a, ¢, g

62

63

tattttttat
tttgagaaac
tctcaaggtg
gaaaatngta
ttgtgaagca
gaggcaaaat
tcaaaattgg
aatattggat

ttcatttata
cctagggegg
tggagtgatg
acccctigeca
aaaactgtat
cggccacgge
gecgecacata

acttttattt
atgtacatta
ctgtaagttt
ctttgagatt
ttttattttt
gtagctcatt
gctgagatta
tetcactttg
cctcccaaag
ttcctcagac

or t

or t

or t

or t

tataaaagaa
taatccatca
ctcatcagat
gcecccaaat
agggatattt
caaatttttc
ccaggtaaca
gattttttece

tgaatggtct
ggcagatcag
aatgtictaa
tggtacactt
aaaaataaag
atggectggt
catctgcaga

or t

atgtttaatt
ttetttgata
aaaataactt
tttccteate
ttagacaggt
gcagectcaa
caggcacgtg
tigcecagge
tgetgggatt
agtctggete

aagagaacaa
gtatctgget
attttggntce
gtaagtgetg
gtcattgggse
tataagttga
tatatatgte
cgaaatcctg

agaataggca
ggaaatgggce
aacgatggtg
gaaatagatg
agaagcgccc
tgeetgaata
acttctcacg

ttttaatttt
tttcaggaag
tgtttetcaa
agtaatgcaa
tatcactetg
actcctggge
ccaccatgee
tggtctecaa
acgggtatga
tgtcgeecag

cataaaacta
tgatggaagt
taattttact
ccaaaaagca
aagacaggtc
acatcagatt
gactgaaaat
ghaatacccg

aatccataga

agtggectget
atggatacac
ggetggatag
ggaagtgetg
ggagtcggag
ctetetgett

tacaagatge
ccacagtgtt
ctatgtgata
agaaaattge
tcgeccagge
tcagacgatc
tggetaattt
ctecctggget
gccactgtge
gctggagtge

23/1203

gtggggtact
agttgcaatt
cntegngnte
atgacatgaa
cttacaaaaa
gcagctctag
gggagttgea
gttttceca

ctgaaagtga
gatgggtagg
aactctgtga
catgtaaatt
ccttggagtc
tcggeggetg
gagaccctca

cgatagtage
caactgtgaa
tccaggattt
aatatgatta
cggagtgeag
ctcettecage
atttttigta
caagtgatac
ccagectgat
agtgg

PCT/JP2005/018574

60
120
180
240
300
360
420
478

60
120
180
240
300
360
420

60
120
180
240
300
360
420
480
540
595
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211>
<212>
213>

220>
221>
<222>
<223>

220>
221>
<222>
<223>

<220>
221>
222>
<223>

<220>
<221>
<222>
223>

<220>
221>
222>
223>

<220>
221>
<222>

592
DNA
Homo sapiens

misc_feature
(458). . (458)
n is a, ¢, g,

misc_feature
(509). . (509)
nisa, ¢ g

misc_feature
(533).. (533)
nisa, ¢, g

misc_feature
(540) . . (540)
n is a, ¢, g

misc_feature
(548). . (548)
n is a, ¢, g

misc_feature
(559).. (559)

<2235

<400> 63

ttttgtgaat
tttgtaaaag
agaaacacta
ctttaactca
aatgaaaaag
ctcaaatcet
tgaggttatt
tcttggagcea
gggcectecee
ccecccchaa

<210>
211>
<212>
213>

64

DNA

<400> 64
cttttgecagg
ggatagicet
aagtgactat
cttcttagga
ttgcttaage
caaatccagt
tacttaatat
ttcaattcat
agaaaatgag
tcaatgecaa
agtagctcaa
aataatatta

n is a, c,

1815

g

aagttatact
attaaagagt
ttatacagct
acaaaacaaa
agaaatctit
aaaacagaaa
gcagatgtac
cttctggtat
caatggggee
tgggttacnt

Homo sapiens

aattagtact
gtgacaaatg
ttcecattcece
cacatataaa
tcacataget
gtttgettta
actagattte
atttatctta
ttggtggget
aaatggeatt
agtgatttga
ttataacgtt

or t

or t

or t

tttattttte
atcagagtaa
ttcaaaggaa
aaccacaaaa
aaatccatac
gaagaaatac
attttaacat
aatggtagag
cttcagggnt
tatagggetc

gaaattaata
gtcacaaget
tttcatgtat
gtecettactt
agttagcage
ctgtatcaca
taacagcage
actgaaaacc
cattctagece
tcaagaggaa
aaatgtctca
taggcgtaga

agaaacaaaa
taagctatet
gtcctattaa
aattatacag
actagaagtt
gttaaaacac
ttcatttget
agattacntg
ttaaggttce
ccaggatggg

ttaatcaatg
tctcecaget
ttgeettgte
tgtatttgeg
agagctgggce
ctgtgcaacg
ctatttgett
actccttctg
ctgttggaca
aacatagcat
ttaatcctca
actgtggcaa

atgacaagtg
ctcatagaga
ataaatctca

aactcataaa’

ctectattaaa
aatatttttt
caatggtatt
gaatgataat
caatccggga
gatccecect

gcaaggaaga
gtgaaatgte
tggaagactt
gcccagagaa
ctaaaatctt
cttgtgttga
ctgattgeeg
acggctegtc
gecgaacccea
ttatttagta
taacaccccet
agccaacagce

24/1203

gcaacttgee
cagaagcccg
caataatata
atggtatatg
atcaaggagg
aagagtccaa
tttttectceat
gccagatact
tcnggggatn
ta

ccagagcaga
tticcttcat
tgattatgtg
gtttagcaat
ggaccatttc
tcactgtgag
actagttcac
tgttgtetat
tcacaacaaa
cceccaacag
gtgggataat
ttetetgage

PCT/JP2005/018574

60
120
180
240
300
360
420
480
540
592

60
120
180
240
300
360
420
480
540
600
660
720
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atgt gcagga
tttgcaaaca
tagtttgtgt
atggtaagca
gaggtcctga
aaagcgttce
tcgcecattet
tgaccagtga
aggtgtctgt
gtttaagttc
ttttctccea
agctctttag
ctcatgcagt
gttt ttatgg
tactgtataa
tcgacaacga
aggagtcata
aaaggagtgt
ctccagtata

210>
211>
(212>
(213>

65
596
DNA

{220>
221>
(222>
(223>

{220>
221>
(222>
(223>

220>
221>
(222>
223>

{400> 65

tttttttttt
tget gtaaga
acaaagcaaa
cttttcettt
ctttttcttt
ccaggttgga
gtgattctic
gctaattttt
aactcctgac
tgtgagccac

210>
211>
212>
213>

66
622
DNA

400> 66
tttttttttt
gtgaacgaca
ggacagaggg
cccatgtetg

ggcagcaggg
cctctegtge

tttcctcata
gcaagggtaa
ttcctactga
gcatttagga
tccacaatta
tatttctcca
aactggcatg
tggtgagett
tcatatcctt
cttgcagatt
ttctgtaggt
tttaattagg
ctttgeccat
ttttaggttt
ggaaggggte
aagtcatacc
gtgaacaata
gcagacttigt
tttgt

Homo sapiens

misc_feature
(453).. (453)
n is a, ¢, g ort

misc_feature
(578).. (578)
n is a,

c &

misc_feature
(596). . (596)
n is a,

¢, &

ttcagccaaa
tgatcaggag
cttcaagtca
ttcacaagaa
ttctctcttt
gtgecagtggt
tgactcagcecce
gtatttitag
ctgaagtgat
tgtgccaget

Homo sapiens

tttttitttt
gctacaaatt
atgcgagget
gaccccgaat
agcagctctg
ccacaaacac

tttcagtctg
ataaatcttg
ccacatcaat
ttagctcaga
cagataaatg
catcctetee
agatggtatc
tttttcatgt
cacccgettt
ctggatatta
tgtetgttca
ccctatttgt
gcctatgtee
tacgtttaag
cagtttcagt
gtagaaaaga
aaggcgagat
ggeeecggat

or t

or t

ttcatattta
ttagtatgaa
gtgaattagt
cgacagctga
tttgagacag
gcaatcttgg
tcecaggtag
tagagatggg
ccacccgeet
ctgatggtga

tttgcaatte
caaaaataaa
ggeeticeet
cttgtgcaga
gtgacgettce
caccaagaga

caatactaga
gtgtttggee
cccagaaata
agtgtttgag
aatggagaaa
agcatctgtt
tcattgtggt
ttgttggetg
ttgatgggat
accctttgte
ctctgatgat
caattttgge
taaatggtat
tetttaatec
tttctgeata
tggegtgttt
gaaaggttet
tgcatccaat

ttccagtete
gtattcttet
taccacagtt
atactetttc
ggtctttaag
ctcattgcaa
ctgggattac
ggnttcacca
cggecteeca
aaatttcengg

tgtaaggttt
actcttggtt
gtccacggtce
ttgaacagtg
atgtggtage
ttcacggtga

gcctgactaa
tttctgtgtt
gttcaccagt
agtgggacaa
tagcacctag
gttttctgac
tttgatttegc
cataaatgtc
tgttttttte
agatggatag
agtttettit
ttttgttege
tgectaggtt
atcttgagtt
tggctageca
ctttattttg
gccattacag
gctggeagea

taacactctg
ctacgcacca
aaaatgcatt
atgtgatgee
atggggtcte
cctecagecte
aggcatgtge
tgttggceag
aaagtgctgg
tacaggccta

attgaatggg
attaaagtca
ctctgaggca
gatceggggt
ctecactctce
gaaatatcag

25/1203

aaccgtcagg
gctctaggea
tgtttgecag
ggcagggeta
taacagtgta
tttttaatga
atttctctaa
ttcttttgag
ttgtaaattit
atggcaaaaa
gctgtgeaga
attgetttta
ticttctagg
aatttttgta
gttttcccat
aagataatgc
gaccagtagce
ttgecatgatt

ttgttatgte
aagaaaacaa
tgattttgte
tgatattttt
gctetgttge
ctgttttcaa
accgtgeccg
gatggtcteg
ggattaccgg
gcecan

tgggtaaaaa
ticcaggcat
gctgaagtet
gctetgagea
attectetgee
caaacccaga

PCT/JP2005/018574

780
840
900
960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1815

60
120
180
240
300
360
420
480
540
596

60
120
180
240
300
360
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420

480

540

600

622

tcccagatcea
gagaccttac
ggcacacagg
ggacgcctcet
cgeggacagt

ccaactccat ggtcttagga cttccecttgga ctgtecettgg atctaagget
aagcaccgeca gctcagecte titcttgaaga cacgtcacct ggggecactg
acagaggtca gcigacaatc ctgggaccte aggatccatg ctcteccaga
cacacacatg gggcggecagt catgttacac tcccagggge atictcacce
ggaagccect ca

<210>
211>
212>
<213>

67
449
DNA
Homo sapiens

<220>
<2217
<222> .
<223>

misc_feature
@..

nisa, ¢, g ort
220>
221>
<222>
<223>

misc_feature
(344). . (344)
nisa, ¢, g ort
220>
221>
<222>
<223>

misc_feature
(350).. (350)
nisa ¢ g ort
<220>
221>
<222>
<223>

misc_feature
(412).. (412)
nisa ¢ g ort
<220>
<221>
<222>
<223>

misc_feature
(433).. (433)
nisa, ¢, g ort
<220>
<221>
{222>
<223>

misc_feature
- (439).. (439)

nisa c g ort

<400> 67

ncggaattaa
aactctttac
aatatattce
aaagtcacat
gagttcacac
ataaaatctc
agcaattttt
teettttttt

210>
<211>
<212>
<213>

68
491
DNA

<220>
221>
<222>
<223>

<220>
221>
<222>

catttgtaac
ttgcactata
cattttacag
agtaagtgga
ttttaggett
aggtactigg
tatgtttatt
tantttaant

Homo sapiens

misc_feature
(371).. (371)
nisa, c g ort

misc_feature
(394).. (394)

tgctaatatt
tcatttaatt
atgagggaac
ggtggaactg
ggcataaact
gacttacctt
taaaggctgg
ttgtatttt

gagtatatgt
cttaaaacca
tgaagcatca
ggctttaaat
gectataaac
cagtctgaga
aattttaaag

atgtgtttac
ccctatgaaa
aactgaaccg
ccaagcctac
tattaaaaaa

ggtngggeegn
gcaaaaacaa

26/1203

ttaacaagta
ttggttcagt
cgacttgtce
atacagacta
gtaaaactcce

tgggggagac
gnttcececttt

60
120
180
240
300
360
420
449
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223> n is

<400> 68
ttagattgaa
ctteettece
tagaaaacaa
agctcctaaa
cgctaagatt
tgttcatcce
agggtcccet
aaccaagccg
acttatccaa

<210>
211>
<212>
<213>

69
563
DNA
Homo

<400> 69

tttttttttt
tgatatttgc
tgtaaaatgt
tctcaaatat
gtgccaaaaa
tgaattctat
atgttagggt
cttgaaagga
aagccacatg
tecagggtitc

<210>
<211>
<212>
<213>

70
427
DNA
Homo

<400> 70

tttttttttt
gaggcctica
gcetecacce
catgcggagg
atgttgtagt
cgggaggete
atggetgeet
gttgagt

<210>
211>
<212>
213>

71
1190
DNA
Homo

<220>
221>
<222>
<223>

misc
(117
n is

<400> 71

gagtagaggg
actactacat
gttttcagga
tatgaggatc
ctatgggett
gcatcaacca
ggetgggace
gctggttaga

a ¢, g

gaaaacataa
aaacctttgt
aaaggaaagc
ggcecagetg
ttcacatcat
aattgcaget
ncctgggtaa
gegttttett
t

sapiens

ttattttaga
ttaagtaaca
gtagaaagat
tttacataca
agccagaaca
ataccatcte
gegggaagat
gaaggctaga
gaagcagaga
cgtttttcaa

sapiens

tttttttttt
gtcagcaggg
tgecacgetgt
cceegageac
tacggatcett
ctgtggtctt
gcatcttgac

sapiens

_feature

3).. (1174)

a, ¢ 8§

cagacatggg
gggactgetc
tcatcatcta
aaaggagatg
cctatgtatg

ctgttagaga-

cccctecagt
ctttttttaa

or t

cgtttaatic
catttaggga
tagaaacacg
aggtatcatc
taaccaatgt
gaggaaacag
gtgggeacag
gtcaccatgce

tagtaagaat
aaaaagttaa
aaatattttc
tgaagaataa
aatttgataa
tatatttgtt
aaatgcttige
agagggaaga
caaaggcaat
gtg

ttcagggagg
tegecteage
gecacacece
cccttagtgg
ggggggecte
ggeetttgee
gggectectg

or t

aaaggtggseg
ccctatacce
taaagtaaga
cacactctet
ggtcagtggt
tatactgeca
agaaccttct
tgaaagcttia

tcagaaacaa
ttgagaagcet
ctgagctcat
taatgagaat
gagttttagg
gggtgaggte
ctgncagccc
cgtattcgee

cttacacttt
gaaattgggt
caaataaaat
attatttctg
gctcacatta
tagaattttg
caatactgac
ttatgtcact
cccgacacac

aacctggttt
agcatttggg
cccacaacac
ggegggeteg
tggagacctt
tgggetgetg
teggetgetg

gaggcacagc
ccagctaggg
gtaataattg
ggaccagtgg
ctcaatgtag
gtctcagage
aaccagctge
gctttcatta

atgcaagcct
gagttgggtg
ggagatgeag
tctctctatg
caaccccgaa
aggccaagca
tgcecagggtg
ttceegtact

attagataat
tataagcaaa
tctaataaaa
gttaacatgt
aaatcaaagt
caaaattctt
atggttaatt
aagcatagct
agaggcatgt

taatgggecce
agectgecet
gtaggtgaaa
ggggaggaag
tagettttge
tctteatece
gaggagetgg

atagcagcat
gcaagtgeet
tgtctatete
cctaacagtt
caggcaagtt
ctgatgttaa
tgcagtcaaa
aagattaagc

27/1203

cggteccaagt
aaaggttgaa
cttettetgt
ccaggcactg
gcaggcagtc
gctgggecca
gggteetget
atcaaaatgt

aaaacataat
ggaacataag
ggctaaacat
ttttgectta
tttctagata
agaagattgc
aacagacagg
acatcaggaa
ttgttgegge

tgtgctcagg
gcagctcect
gcacaggcac
tcagtccata
aggatgagac
tggggtggea
gagctctgga

ttttcattct
tgactcctat
atagggttat
cagaacagag
ccagaagatg
tttagcaatg
gtcgaatgca
tcctaageag

PCT/JP2005/018574

60
120
180
240
300
360
420
480
491

60
120
180
240
300
360
420
480
540
563

60
120
180
240
300
360
420
427

60
120
180
240
300
360
420
480



WO 2006/036025

ggcacagatg
aacatggaag
agggaaacaa
atttaggctg
atgtcaggtg
atgtattatt
gtatatgecta
gggattacat
tcaggagttc
aaaaatcagc
aggagaatca
ctccagecta

<210>
<211>
<212>
<213>

72
413
DNA

<220>
221>
<222>
<223>

misc
n is

<400> 72
cagagcaata
tctaccagga
atcttctete
gaaatcttta
tgtgatttca
gctattaaga
aaggcagtat

<210>
<211>
<212>
213>

73
1541
DNA

<400> 73

cagattcact
gaaaaaccca
ttgagaaaga
ctacagtaat
gactggagaa
ccaaggctat
atggctaaca
cctaaatgtg
gacaccaaat
gtgecatcaaa
tatgcagttic
tgcaacaaca
agaggacatg:
ggaaatgcaa
taaaattaaa
tgatggaaat
atatagaatt
aagcggagge
tcaaaaggta
tccatacaat
gatgaacctt
gtgaggtacc
cacagggggc
tcatgaaaaa
geetttaaac
taaattttta

aaattgtcta
cccaaggttc
gatggtgaag
gaggtaaatg
ccattttatg
gaacatacta
gaatcaaatt
gectgtaate
cagaccagcee
caggtgtggt
cttgaaccca
ggttccegge

Homo sapiens

_feature
(374).. (374)

a, C, 8§

aaatttccca
agaaagccta
tcattggtat
atcttcattt
ggttticccca
tacagtaaca
ttenttttea

Homo sapiens

acagtctcta
tcctgaattt
agaacaaatt
caaaacaatg
cctagaaata
tcaaaggata
aagttgcaac
agagctaaaa
tcacagacaa
gaacactatc
acgtacctaa
gtgtaaaaac
cagatagcca
atcaaaacca
aaaacacaca
atagtggtat
gtcatttgat
ttgagggtat
gaaacaaccc
ggaatattat
tcagacatta
tagactagtg
aggagggaat
gtteceggagg
tgtaacttca
aaccaccaaa

acagcaactt
tgaacatgag
ggactagaaa
aaagagaagt
atatttaata
taattaatac
taagtttate
ccagcacttt
tggccaacat
ggcacgegtce
ggaggtggag
tgagactcca

or t

tggteggega
aggctttcaa
aagcaaaatt
tatcaaaatt
gatgtgttta
cagcaaaaag
ctgetttigaa

tcagaatcct
catgtggaat
ggaggactta
tgattctgge
aaccctctea
gttttttcaa
ctcactcatt
ccataaaact
cgaaagaaaa
aacagagtaa
taaggattaa
ctgatttaaa
gtgagcacag
cattgagata
agtgttiggca
gcagetgetg
tcagcaattg
atttgtatac
aaatacccaa
tcagccataa
agtaaatcac
agattcatag
gggaatttat
tgcatagtgg
aaatggttaa
aaaaaaaaaa

tgccatctaa
aaatttttag
ccacatgaga
gggaattaat
atctcattac
taatgataag
atatgaggcc
gggaggccaa
ggtgaaacce
tataatccca
gttgecagiga
tcnnaaaaaa

agttttactt
tgctgeacta
ttcaagtgcet
atattgectc

taaagataat-

ttgecccattt
caacttcatt

aggatttttt
ctgaagggat
aacctgcaga
ataaaggcag
tatgtaggta
caaataatga
tgcaaaaatt
cttaggatgt
aataggcaaa
aaagattacc
acatccagaa
aaatggcaaa
gaaaaaatgc
ccacttcata
aggatgtgga
tagaaaacag
catttctggg
cagtgttcac
cagatgaatg
aaaggaaatc
aaaaggacaa
agacaaagta
tgtttaaggg
tgactggtac
aatttaaatc
aaaaaaaaaa

aaaaatctga
gaatctgcac
gacacgagga
acttactgaa
atatggtaat
taacacctct
gggcacggtg
ggcaattgga
cttetctact
gctactcagg
gctaagattg
aaaaaaaaaa

aaaaccaatt
tatttttttt
agegeccacag
tgaggaattt
gattatattt
taaatggaga
ctgetcagga

tttttttttt
cccaaatage
gtttaaaact
atggatagac
aatgattttt
tgggaaaget
aactcaaaat
ggcagtggtt
ttatacttca
tatggagtgg
tacatacaaa
ggatttggat
ttagcatcac
cccactggga
gaaattggaa
tatggtgatt
tatatacaca
tgcagcatta
gatagacaaa
cttectacata
tactatatga
gaacaaagat
gcacagagat
atacaacgaa
ttacgtacat
a

28/1203

cttcactgga
aggagttgag
aatagtgtag
atctttctat
tctgtgagat
tgagtactta
gctcatatat
tcacctgagg
aaaaaataca
aggctgagsge
caccactgca

actagttcaa
aattaaaaat
ttatagctat
tcageccettg
aacaactaca
aaaagaaatt
tee

tgcagaaata
caagtcagtc
tactataatg
caatgggata
gacaagggtg
ggataaccac
ggaccaaaga
tcttggatat
ttaaaatttt
gaggaaataa
actcccaaaa
agatctccag
taaacagtaa
tagctettat
ctcttattac
ttccaattaa
aaataattga
ttcacagtag
atgtgttata
ctacatcatg
atccactgat
tacgttttgt
tagtgtgega
tgtatttaat
tttgccacag

PCT/JP2005/018574

540
600
660
720
780
840
900
960
1020
1080
1140
1190

60
120
180
240
300
360
413

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1541



WO 2006/036025

<210>
211>
<212>
<213>

74

DNA

<400> 74
accagagatt
ttagacaact
gtcaaaagte
cactttatta
atgggettitg
ttagetgttt
cacatcacaa
atccttatgt
aatcagaata
agtataatat
ttctacaaat
ttttactaca
cacaataaag
attgtaagga
tatgagattt
taagtacttt
ttgccatett
gaaatgtaga
gcctaacttt
gagaagttta
ggtgtettag
gagatttatt
tggtgtetge
tcicgtgeaa
gaaagtaaag
catttttatg
cgtttttaga
gtgttggteg
gtggtgggtt
ctgtatcttg
aatgcagccce
ctggttcaaa
ttactttate
tgtaagataa
tcaatagaaa
ggttgecattt
tcattaaagg
aggaagccta
gagagctatt
ttttaattgg
gtgtggtagg
tttattgagg
caaatgcatg
cacacttatt
ttctcttaaa
tttaaatata
catacaatta
ccagcatcac
ctgaaagaaa
ctatctgtat
aaaaaaagaa

<210>
<211>
<212>
<213>

75
872
DNA

3024

Homo sapiens

gtcatggacc
getcteecag
tagttttata
tctagctaag
gagtgaatgt
gggaatgcaa
tattcagttg
tgttcagtgg
aaagtgtatt
attcaaaggt
ttagtaattc
gatttgetga
ataactaaaa
cagatacaaa
ctcteeecte
ctcetectett
tgtgacccac
catcaaggga
ggtcgecate
tttttccect
tctgtgetgt
tetcatggtt
ttgttactgg
gaaagaattt
gaataaaaga
gttatttett
ccatagaggg
gtgtgtageca
ttagccaget
tgcecaacctce
agtaggtctce
cgectetgac
ctetgtetta
tacatgtgtt
actaatagaa
ataagctgtt
gttggeagtg
ctgtttgtga
ccttacctca
gttttataca
aagtagaaat
agtcagtctt
ggttagtttic
taattattat
aaattigtett
tatatgtaaa
acccacttaa
tgcaatcaac
teceteattc
ggatttigect
aaaaaaaaaa

Homo sapiens

caaatttgge
atgaggatga
ggcagetgtt
ggcaacatgt
gacagtttaa
ttgatttett
tgectaactg
ggaaattttg
tcaaatatct
tatttcceca
tgatgticta
ttttagatgg
aaatgttcac
ttaacaataa
ctttttttee
ttaaatgtac
aaatgtcttt
gaaagcacce
ttactccaag
ggataaagcce
tataatgaaa
ccagaatctg
aaatgagtcc
gaggcaagtc
atggctactt
gattatatgce
taacttcceg
gtgaggatga
tctttactge
ttatctecate
agccttattt
atggtgaggg
attttagece
tttttttaag
caaggtattt
agcagcagca
ttcactttag
ttttggttge
aggtaaaaaa
tataaatatt
ttaccttitt
ctttecctat
tgggcactag
agctttacag
ggctatatga
tatatatgta
agtgtacaat
tttagaaacc
teecctecece
gttccagata
aaaa

agtttagtat
tgacctgtga
ctgtgatgte
gcteccatetg
aaaatacctt
cttgagttte
gcatagagat
ttactatcat
tttaaaactc
aggcagataa
tcatgettet
ctacaactgce
gttactattt
gaggcttaat
agaacattta
ataaatcctt
ctcaagaatg
tcatttccca
tgtcagaatc
aattagctaa
taccacagac
gaaaatccaa
cgatccagac
catagggcaa
cataggcagg
taaacaaggg
atgttgettt
ccggaggteca
agactgtttt
ctgtgactaa
taccctgete
cttgatctet
agaaagaccc
tcactaagat
cccaacaget
ctcccagaaa
taaatctgce
tttttigttt
catattctct
taatccatce
ccagatagat
tgatttgaaa
tgatttgete
tatgacttca
gggtattggt
aacggcttta
tcagattttt
ctttaccaaa
ctgagcccet
ataaataaaa

gagcatgatt
gaatgaagcet
aagtggtgca
tgggatgetg
cattgtttgg
aaatgtaaga
ttggtatgag
tgcecatteet
agatttaact
aaatttctaa
aataattgtt
ccagagaaag
tatagtaaca
tactcccatt
cttgagaaaa
ttgcagacta
gacctaagag
gttcctgtgg
acctcctgte
cacaatggta
taggtaattt
gatcaaggaa
cccaagagag
agtgaaagta
gcagecccga
ggtaaattat
ggcatttgta
gtttcattge
atcaagaagg
gaatgcctta
ctattcaaga
gcttccaaga
atgttggact
tgtagcaatt
gagtgcaagt
ttggaggatg
taattctggg
gtttgtttig
tacatgttct
cttctgaaat
agcaaattgt
tattataacc
acctaatcce
tatcttatga
gatgttgact
ttgagatata
agtatactca
taacatceta
ggcaaccact
atggagtcaa

29/1203

tagaggttge
ggagcccagt
ctgtgtgtge
aaggagatga
acctgcatat
ctgctactgt
tatgtgaaac
ttttgtttag
attcagcatt
aaaattcact
ttgectttgta
ggaaaaaaac
caggcaggag
gaaaataagg
cttataattg
agtaggtctt
tcatctcttt
gagggtagea
gtaaagatat
atggtaactt
ataaacaaca
tggacaggtt
ggttettgga
agtttatgaa
gggcactgee
tcatgectee
aactgtcatg
catcttggtt
tetttatgac
acctcttggg
tggagttget
tggcacctag
tctacagaac
tgttactgea
ttatggagaa
ggtgcactcg
atgcaattta
gttcttttita
ttaaatacaa
ttgtgtgtgt
ctcagtctca
caaatticca
aaatcagcac
gtaasaatttg
ccatctctta
atttacacat
cagacatgtg
tgaagaaacc
aatgtactit
aaaaaaaaaa

PCT/JP2005/018574

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940
3000
3024



WO 2006/036025

<400> 75
gacttctcct
cgggtacaga
agacatctac
gaaccaggat
gcgatggaat
agtgaagatc
ggctgtgecee
taaagaaaat
tcteegggac
cggattaggg
cacaagtgge
catcgagagt
actttaaaca
aggggcicaa
tgcacggtea

<210>
<211>
<212>
<213>

76
387

<400> 76
tttttcaagt
atataggaat
gccaattaaa
acacaaaatg
tgtcgeccag
gtgttgttte
tggeteacge

<2105~
211>
<212>
<213>

77

DNA

<400> 77

tggetaagge
tctgaattgg
gtggatgete
tcetgtagga
gcaattaagg
gcagaaaatc
gacattaaag
gaatgtggge
aaattgaaga
gtgttattat
aactttctct
ggcttgagaa
getggtgeag
agttaaatta
atgatagtge
ttatcaaatg
tctecagaact
caaaatagtt
aaaggtcagt
tacaaattga
tgtttgactt
aagtacttga
gttttgttac
aatctggagg
catattaatg
agtgeccattt
tettcttatg

2590

agttgcagte
atggatttgg
aaccttcgat
gaatgegggt
atgagaggag
tggctgaacce
acttcaagaa
aagatctigt
ctcggaaaac
ggggeacgte
gggagaggge
tacagectgeca
cccagtggtt

ggggatgggce
caaaacgtgt

DNA -
Homo sapiens

aattttatgg
gagaatgett
cagactttct
gtttgttttt
gctaaatgea
cactgegtta
ctgtaattce

Homo sapiens

agacgttgga
atggcagaaa
cgtgttcaaa
taagtcaaag
ccttacgtee
aagatgtgat
gaatagcaag
tcttagtgat
aatcatggag
atttatattt
gggteigttt
ttgticaggt
atggtgtttg
attagaatat
tttgaacctt
tacaaatttg
gattggtatt
tttttatite
gactctactg
aagggtaaat
tcgacattca
gacaaaaccg
ataatigcag
ggetttttat
cacaagaggg
actaagtgge
tacttagggt

aggcttcata
aagagggagt
ctcctgacga
gtggaagtag
ccctctggaa
agttccacaa
tgtcatgtta
taaatcaaac
acccgggggg
ctaggtgcag
ttcacctaaa
gcaacagggg
cttcteecga
taatcccaaa
ctaccagtcg

tataatatca
ataaagcaga
caacaaaaga
gttttcattt
gtggcctgag
acaaaagagc
agcactt

atcttteate
aatgggagat
tgatcgaagc
gaggaatttg
tggagggata
cagtgaaatt
gacttgetce
tccagataag
cacaggaaaa
ctgaactcag
ggaatcctat
gtattttttt
ttctatatta
gtggttttat
caaaaattca
ttcaaggttt
ctgagactaa
caatgttgtt
acaccagcett
tatattgaaa
gcttatagaa
gaatgattaa
tcataatgag
ttcactttgt
agatgcctaa
tectececatgtt
tttagctteca

cgctattgte
caccactgga
gtttatgttg
aatatatata
agaaaaggac
ggttactgta
gactttgaaa
caaaaaaaaa
gttccegtgt
acgacggact
caggaactct
cactgacttc
gggacaggca
ggtgectgat
gt

aagcttgata
cgtcatttta
ctgttgttga
gtttttgttt
aatgataatg
cttaaaacac

ccacagectt
gcccagectg
tggttgtttt
cctcttctac
cttgtatact
ttaaactccee
cacgacttca
ggcaaagcect
tggtgacatg
tacatgttaa
ttagttaata
cctagaaata
taaatctget
gcataacgtg
cattttccag
ttttttcecee
ctttttaage
ttetgttaaa
tatticccee
ggcctttaga
ttatggagtc
taactgcaat
cactacagaa
tatagaatgt
tgagagtgga
tacataaatc
gtcagcatca

ctgeecegtta
cctccaagga
gccaaaacca
tacatataaa
agaccctgtg
tacatagcct
tttctaactg
aaaactctcg
gtggegecag
ccaacagaaa
gccaaatcac
tggtttgaac
cagaagctgg
cgggcagaat

tagttaatac
tgtaccatta
cgaggtcact
tttgagacaa
tgcetgettg
aaagcactgg

tgataaatgt
aaatgtttga
cttetgacte
agatagagct
ctacatgcac
acggtaacat
catttgetec
ggggeccaat
aatttgtaaa
tatttaaata
ctttagecate
tatctgtaac
gtetttgett
tttagttetg
cgetecgace
ccaacttttg
agcactattt
gactatatta
actttttttg
acagcagatt
tatccagcag
cactgaacta
tetgattate
tetectgagaa
ctgtgtgatt
ctgggaatac
cactttttet

30/1203

gagcagccag
agccacgtge
ggetttgatt
attgaaactg
ctttcatgaa
gagtttaaaa
cctacctgea
aaacagagtc
ggccgacaac
agcgagttcet
tgcgggegta
caaggaaatc
aagtgcacac
cgaagtaaca

atttcatcta
caaatacact
tccattagac
ggtctcgete
tccattteet
ccgggeccag

aattaaagtg
caaggtgtta
tcagaaggca
gttaaggtet
getttccaag
catgecctatg
cactggccag
gtatgtagce
ctgtgtttat
attatgcagt
ttagaatcta
aatgatttaa
ggcattttat
tattctttct
attttceccge
taactgattg
ctagttctgg
tgettactge
cattcacaaa
cacatgcaca
gctataaage
tattiggaga
ttacattcac
tatgatgcca
accagaaccce
tgtatacatt
ccagaaatta

PCT/JP2005/018574

60
120
180
240
300
360
420
480
540
600
660
720
780
840
872

60
120
180
240
300

360 -

387

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620



WO 2006/036025

cttcacttag
aaaaaatagc
aaatacaaaa
aaactagaga
atatcatcag
tgtttteett
ttatgectgt
agttcgagac
ttagacaggce
aatcacttga
gectgggega
aaataaagta
aatgatggtg
tcticagaca
atctgcacac
atctgaatac
aaaaaaaaaa

<210>
211>
<212>
<213>

78

DNA

<400> 78

ggagagtcac
aactgactge
ggattccacc
ccagaatttg
ccaggaatcg
gctggattct
cacttcactg
ggagcegagg
atctaaaacc
tgtgacgatg
agtctttgge
ctatcaccge
gagcatgtac
gagcgegtee
cgactgcggg
caaagagaag
gaaaatccac
ggettacgge
ctacgagtgt
gaggaatcac
gaagtccaac
agaatgeggg
cgtcaagaaa
taagactcac
agctttcage
ctacgaatgce
gagcgttcac
ccagtcaacg
tcactgtggg
cggggagaag
caggagccac
gctccagtga
tgggtegtaag
acttgggaga
aggtttgtga
agggtacatt
caaaatccaa
gcccatgagt
cccttectag
aagtaaggaa

3843

agtacaaaca
atctctttgg
ttctgetaaa
ctatttgett
gaagtcttag
tatgtccaat
aatcccagcea
tagcetgeee
atggtggetg
acccaggagg
caagagtgaa
acgctagaac
gaaaagatgt
ctataggttt
tgtactitgt
ttggtatget

Homo sapiens

gtgagagcaa
cattctectga
tgtcteccagg
gacctgttcg
gtgactttce
tctcagagaa
gggtatcagg
acagaggaga
aagtggicac
gaaagagccg
atggaccctc
cgcgactatg
gacgggagaa
ctcacacgge
aaagcctica
ccctttgact
atgecgagttc
cggagctgee
cacgactgtg
acgggggaga
tttaatttge
aaatcctttg
cccgtggaat
atgaacictc
gcgagticaa
geegeetgeg
cttgtaaaga
ctgaagacge
aaggccttca
ccctacgaat
gtgaaaactce
gegegeetge
aggaagcctic
agtccagttc
gaactcacge
cagctcttaa
gcegtggeat
aataatgagc
tctcacttga
cgtggaaggt

tatttttcca
aaaatagcct
gctgaatact
attaatattt
gaagaatttt
tgatatgttt
ctttgtcagg
aacatggtaa
gecaccagcaa
cagaggttge
acccecgtage
tgttggacca
tttetttttt
taaaaatagg
taaatgtcgg
attgagttta

gagagtaget
ggatggcage
actcagaatt
tgtgcagtgg
aagatgtcge
aactgtacaa
tcggecaaacce
ggggegetea
ttcttatgga
gtcttggaga
atctcactca
gggtagegtt
aaatgcatga
acaggagaat
acgaccctte
gcagtcagtg
acactggcga
acctcatcge
ggaaagcttt
agccctacge
acaagaagaa
gcgatetegt
gtcggeagtg
acactggaga
acctcaccge
ggaaagtett
aacgagttiga
acatgcgaag
gcataggete
geettgtetg
accggggaga
tttagagaca
tgtgagetcg
ctgtaaaaac
cgggggtgaa
caaacacagg
ttaatgtcaa
acactaggga
ttcectcatga
catgaatggg

actattaaga
ttaaaaaaaa
tttgaattgt
tttgttttge
tttttetgta
aaagtaaagc
ccgaggeagg
aaccccgact
tcecagetac
agttagccaa
aaaaaaataa
aatcaagtat
aagttatcat
tttcttttat
tattttccca
ctttcctatg

ttectggttgt
tctgtecece
tcetgtitet
tctggagect
tgtggacttt
agatgtaatg
cagccteate
ccagggeget
agatattttt
gaagtccact
gccaatggga
caagggcagg
atgtcatcag
ccacaccggg
agcccttagg
tggaaatgca
gaggccttac
acacaagaga
ccagcaccce
gtgcacgcag
ccacatggtg
gtcceggagg
cgggaagace
gaaaccatac
acacaggaag
cggtgactat
gtgtaggeag
ccacacgggg
caacctgaat
cgggaaagce
gaagctettt
caggatgatt
caccttactg
tgggaagacg
aatgtacgtc
aggacttaat
aatgacttca
gcatctetgt
cggaaatcac
ccgcaaacca

aaaattatge
acaactttat
tcattatgtt
aagcatatgt
ccttecagtet
taaagtccag
gggcatctce
ctactaaaaa
ttaggaggcet
gatctcgecca
taataatagt
atgggtaaat
tattagtttig
gtaggttaat
gtataatgeg
attactgaaa

cctggtgcce
acatttgcca
tcaaaagacc
cacacaccca
accgagaagg
ctggagaact
tcacacttgg
tgtgecagatt
gggaaggaaa
gaatacgctc
aggcacgetg
ccgeacctea
tgccaaaaag
gagaagcctt
agccacgcaa
ttceggaccee
aagtgtgatc
acgcacaccg
tcecacctea
tgcggeaaag
gagaagacct
aaacacatga
ttccgaaacc
gggtgcgate
atacacacgc
ttatccegge
tgtggeaagg
gagaaaccgt
gtgcacagge
ttcagegacce
gtgtcateeg
cagaccggaa
ggtgcaaaag
aggegttcte
tgtagcatgg
ggecagettgg
gaccacttet
aaacacagtg
actaaagaga
cggecagetg

31/1203

agcacatctc
ctgattatag
ctgtgeettt
aacccggttt
gttaatcatt
gcacggtgge
tgaggtcaga
tgcaaaaaaa
gaggcaggag
ttgcactcca
aattaaataa
acagaagaat
tttttttita
cacagagtaa
atgaagctita
aaagaaaaaa

tgetcaggea
cgtccaccca
attcctgtce
gtgttggtic
agtggccctt
acagcaacct
agcaggagga
gggagactcc
cgeccagtgg
acttgttcga
gcaagaggcece
ctcagcacat
ccticaccac
acgagtgcag
gaactcacct
tcteggeeet
agtgcgggaa
gagagaggcc
aagagcacgt
cctteegetg
acgaatgtaa
ggattcacat
agtccatcct
tctgegggaa
aagagagacg
ggaggcacat
ccttcaggaa
acgaatgcga
ggatccacac
actcatccet
tgtggaaaag
acagacctcg
aatccacgga
atcccatagg
agaagcctic
catttaatgt
agccttctgg
gctggggaaa
gaaatcagtg
cttgtetttg
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1680
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1020
1080
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1200
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1620
1680
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1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
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tatggettge
aaaatttgtg
ttggeegace
cgtcatttgg
acttgtaata
cacaacgaag
gtcattecte
acgctaggag
tgtggaaatg
aagccccage
agaccccceceg
ctcatcatga
cctctaaata
ttcatccttg
agatctatgt
cggattgega
cagccaagag
atatcaagag
atctcttaca
agatcagcag
aacatgaatt
ccagtaccta
ggaagtgact
tgcagcagcee
ttt

<210>
<211>
<212>
213>

79
878
DNA

<220>
<221>
<222>
223>

<400> 79

agcctacaat
tcgaaaagat
agcgecagagg
atcagtaaac
aggtattaag
atcagaaatt
acataaaatg
cagtgatcct
tagcacaaag
gttatggttt
tatttacatg
agtaccagga
aagattttac
cgatgttata
aaaaaaaatt

<210>
<211>
<212>
<213>

80
558
DNA

220>
221>
<222>
<223>

<220>

cagctaacaa
gccaatgaag
cttggtctac
caatgtctag
agaagacatc
agttagtgce
aattactgce
aaatttettt
attccagcca
gagattttcc
agagaagccce
aaacagagcce
acccttaage
ataacgtcct
gacatgagga
ccagagcatg
tgacagatac
aatccaggtt
ggttttettg
atgtcaccac
cctecectgta
gtattggaag
gcagaaagcet
ctggacttce

Homo sapiens

misc_feature
(459). . (459)
n is a,

¢, 8

ccctagaaag
ctaagaaagt
atgcattatt
cgggaatcct
gctgtgatat
ttcggtgaaa
ctgaagecttt
gtggtaggac
ctttggtgtt
tatggttaaa
ttttaaaaat
agggggggta
tcecgggagee
ggcgeggaaa
gggagaaaag

Homo sapiens

misc_feature
(16).. (16)

n is a,

¢ 8

tagtggttce
tctgaaatac
agcacgggtt
agacattttt
agagatgctg
cccaaacgtc
tgcagcaatt
tacaaaactt
tggtcceete
ggtgaatacg
caacgagatt
ccgttcataa
ctcatcaaga
aatttcctic
tatttctcag
atgcctecat
ttctagtgac
ctgtcagatt
cagctggtac
atgggettct
tgttttgtte
atccacctta
cacagcgacc
agacttctat

or t

aaaatacgce
gtgcatecta
tcaaaacaaa
cggactggat
agaaggtaca
aaaagcaaac
gtgaactaat
gcggatcaag
cagtgaataa
gggatactta
acagccgaaa
ggtetttaaa
aaggttcaag
taacaaatga
gcattctaag

or t

atctttaagg
ttectgtceat
ctcagtcggg
ggtagttaga
ctaagtcgge
actgttgetg
cctecatttt
ttaaaataca
acttgagcat
ggattgecact
ttceggtgaa
atttttcate
aaggtttgtt
tggacaacct
taccactttg
caagtggtaa
ttcececeggta
agtaaggtgt
catccatgte
gagaaagctc
tttgctttac
acgaccgtgce
ctggectece
cacatgagaa

gttccggaaa
aaacacciga
acagaaggct
gtaagcaaga
tatttcatce
tgtacaggaa
ggcgagagtg
actgtggana
catttaaata
aattatggtt
atacaagtgg
gtggactgga
gaatttaaag
agtgttigtaa
ttatactg

aagaagaatg
ctgeeeettt
cgacgattitg
atggggggaa
tccagcacac
aggttgaaaa
tatgaatctt
attagtgctg
gtgaatattc
tactctttca
tacgggactg
tttattttta
tatagtattt
ccttgaccaa
ttactggtac
tatgtitgca
tccactctca
gctaatctaa
tcacagcect
ttgaatggeg
ttttcacctt
atatgaaaac
ctgtggeete
aaaataaaac

cagaactgca
cgaatttcag
aaaattgcag
ttgaatgaat
cacaagagaa
aatcatccte
taagaaaatg
cgagaaaaga
atcgtacaca
acaaagtgga
gaatgttgac
aaggactgge
ggagggeeeg
caagattcac

32/1203

tttgatggag
ccagaaaaac
gctgtctagg
gatactcctg
aggagcccce
taatcatgca
gtgagcactt
ataattccta
tcacggagag
tcacggaaac
cacgtactct
aggttatact
ttactatage
tggecatattg
ctgatgcaca
gcectgetgte
tettetteca
attttaaaaa
ggccactgac
atcgttctta
gcaaagagat
cacagtctaa
tttgagtgtc
tgattatigg

gttaagacce
aatgtgacaa
gaaaaagaaa
aagaagctiga
aacaataata
caagtaccag
gactctactt
aatcccatag
tacaaatgtt
ggtgecaatgt
gecagggeggg
gtgtggeesg
aacataatac

gggaagagtic
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2460
2520
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2640
2700
2760
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221>
<222>
<223>

<220>
221>
222>
<223>

<220>
- 221>
<222>
<223>

<220>
221>
222>
<223>

<220>
221>
222>
<223>

<220>
221>
<222>
223>

<220>
221>

222>
{223>.

220>
221>
222>
<223>

<220>
221>
222>
223>

<220>
221>
222>
<223>

220>
221>
222>
<223>

<220>
221>
222>
{223>

220>
221>
222>
<223>

misc_feature
(18).. (18)
nisa, ¢, g

misc_feature
(242).. (242)
nisa, ¢, g

misc_Tfeature
(247).. (247)
nisa, c, g

misc_feature
(287).. (287)
nisa, c, g

misc_feature
(402).. (402)

hisa, ¢, g

misc_feature
(421).. (421)
nisa, ¢, g

misc_feature
(447).. (447)
nisa, c, g

misc_feature
(44.9). . (450)
nisa, c g

misc_feature
(456). . (456)
nisa, ¢, g

misc_feature
(475).. (475)
nisa, c, g

misc_feature
(480).. (480)
nisa, c, g,

misc_feature
(484).. (484)
nis a, ¢, g

misc_feature
(509).. (509)
nisa, ¢, g

or

or

or

or

or

or

or

or

or

or

or

or

or

33/1203
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<220>

221> misc_feature

<222> (528).. (528)

223> nisa, ¢, g or t

<220>

221> misc_feature

<222> (535).. (535)

223> nisa, ¢, g or t

220>

221> misc_feature

<222> (537).. (537)

<223> nisa, ¢, g or t

220>

221> misc_feature

<222> (541).. (541)

<223> nisa, ¢, g or t

220>

221> misc_feature

<222> (544).. (544)

<223> n is a, ¢c, g or t

<220>

<221> misc_feature

<222> (551).. (551)

223> nisa, ¢, g or t

<220>

221> misc_feature

<222> (554).. (555)

<223> n.isa, c, g or t

<400> 80

tttttttttt tttttngngg attcaaaatt
tcaaaggtaa tgatatatca ataaataata
cacatgaaag tatgtcagag cgctgtgagt
aatactgaca gtcacgacga caggcacage
anccagnaca caggaatctt tatttttita
ttgectagat atatactaag taatggatac
tggaataata taatgaaaat tatgaagcat
netttttact caaatattaa tcacttnann
tggngttact ctgggegets ggggegggng
ncgnttggtt nctnncce

<210> 381

211> 812

<212> DNA

<213> Homo sapiens

<400> 81

gaccggaagt cccgectetg ccegtgggeet
atgtatcgaa atgagttcac ggctggtace
cctggtetgt gtggggetca ctgetttact
accaaaagga tggctcagca agtltgaagtac
tttatgtgga aacagttgtc accatataaa
ctcaactatt ggaaatcatg gactggtgge
ttctgaaaac caggactigg gttcaacatt
ttgggttetg tgaaaagtgt atgtatitaa
tgcaataaat attttcttga aggaacaaac
caacaccgcc ccagacaaaa Ccgaacagacce
gaagaaagag atcaaacaac atggggggeg

ttaataataa
gttaaactga
aacaacatgg
agacttgagt
gtttaaacac
attatgctaa
cagattttit
taggantcat
ttttcacgee

gcgagaatceg
ggeggatgte
atagccggac
ccagtgaact
gaagattigg
cctggtacag
taaatitgat
atttgetgta
cacccacacc
aaccacaaag
gggecgeeeca

attgtgccag
gttcctgaga
cacgactata
atgccactca
tgataanctt
gaacttcaag
anaaagcaaa
actaattgga
atcatctntc

aggcactege
ggtggtetac
aatggcgaag
ctctgaacge
ttccaaatac
aaccatgact
agttgccetg
aaacataatc
ccecaccecca
attcgtcgeg
gtgaacaaca

34/1203

tagaagecttt
aagaacctac
aaatagcgag
cacaaatgta
ctaagtgttg
gaaaaatatg
aaagattgga
aatanggatn
ttctngnaat

tggegtacce
gggatcggea
tegtcagtag
ccaaaaggat
agaaaagatc
ggctgetgaa
attcccattt
actaataata
catcactacg
ccggeegege
cagacccegg
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tgctccacaa
acggeggege
acaggagaca

<210>
<211>
<212>
<213>

82
457
DNA

<400> 82
aagctttaga
ttaaaattga
tagaaaaagc
ctttagaaaa
gtaaaacaaa
ccattgtaga
tagctcaaca
aagacaaatt

<210>
211>
<212>
<213>

83
525
DNA

<400> 83
atgatgtatg
tctaageett
gttattatte
gggggaatga
gecatgggggt
ggattggtgc
gtaggdagcet
ggtgegegeg
tttgtiggtg

<210>
<211>
<212>
<213>

84
543
DNA

<400> 84
ttttttageg
aacattatag
aaagccactg
atgettgeac
ttccteacte
cagtccctta
gactttgett
tagtaggcca
tgacaattat
caa

<210>
211>
<212>
<213>

85
448
DNA

<400> 85
tgtgattttt
atactcaggt
tttgaacaaa
ttcagatata
aagctttatt
ttgtaattece

gaccgcgeeg
ctgectgecacg
acgacacgcg

Homo sapiens

gegacatcett
aactttagat
caaaaataaa
aaatattgaa
aattcctgaa
tgttttactt
aaatgaacaa
agcacagttg

Homo sapiens

ctttgtttet
ctectattta
tgaattttgg
tggttgtett
caggggttiga
tgtgggtgaa
gaataattta
ctttgtatga
tatatattgt

Homo sapiens

ttctitttte
aaatatgtaa
ttagtaatgt
aacttttttt
tcttaacgaa
ctgacaggge
gtgtacactt
aaaggtticaa
actcccacct

Homo sapiens

cagattcttt
ttcacaatct
ttgtattatt
atatatgett
tttttatate
tgaaacattt

aagggtgget
ccggetacce
acgcgtgaca

gatgttaaat
gatcttaata
caagcaggat
ttattatctce
ggatttttee
ttagcaataa
ttaaaagcat
aatcaaaaaa

gttgagtgteg
tgggegttta
gggaggttat
tggatatact
ggtettggteg
agagtatgat
tgaaggagag
ttatgggegt
aattgagatt

tttatttaag
agccacccat
ggtgttactt
tttacccaag
tacttagaaa
atttgggcta
gtcagatcat
agtttcaata
atggcataca

aattctgatg
ctctaaatat
attttatatt
tcaagtctgt
cctggaaatt
atgaactata

cccaaaaaag
cggggcggea
cg

ctettagtgt
aatat ggagt
ttgaaaatgt
aacaatataa
ctcaagattg
acact gaagt
caaaagatca
aaaaagc

ggtttagtaa
gtatt gattg
atgggtttaa
acagcgatgg
agtgt tttag
geggt ggteg
gegtcagggt
tgattagtag
gctcggggga

tttac gaaat
gaaagttctt
atattttaga
tttagaaate
caaat tgcat
gttttaagta
tcccattagg
aatcc cagaa
agatgggtaa

ctagggacta
tecatt ttaca
ttaatttata
ttatctttta
attatagtct
tgaaatattg

agggcgagca
caaccaacga

ggagcaaatc
tcaacaactt
tactcaagaa
aactttacct
agtattactt
aagtgattta
aaatacaaac

tggggtitagt
ttagecggtgt
tagttttttt
ctattgagga
tggggttage
ttgtggtaaa
tgattcggga
tagttactgg
atagg

acatgcttat
ccataattct
gcatcaagtt
ttgccetaat
aaaggtacca
ttaaagaaca
cagtttccta
aactacattc
tgtaattgga

atttcagagg
atgtaagett
agccaagttt
ttattacaat
ataaattitt
aaagctgcta

35/1203

cgctcaaccce
caacgcaact

tttggtcaag
aaatctitat
caaatcgaat
tctggaacag
caattcaaat
caagcacaaa
aaagctgetce

ggggttttet
ggtcgggtat
aatttattta
gtatcctgag
gatggaggta
ctttaatagt
ggatcctatt
ttgaacattg

agaaaattaa
gcttecctaac
gtccacaaaa
aatccagaca
tctattaaac
aaggtgcaat
ggaatgaact
ctaaaggctg
agtgettgtt

attgggtaaa
taattactta
acctgacatt
tcaaaggtag
ttctataacc
tctaatgttit
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720
780
812

60
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60
120
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300
360
420
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tccecatttta
tatttgttca

<210>
211>
<212>
213>

86
514
DNA

<400> 86

tttttttggt
ccagacatat
acatcctaca
gctatttaca
actcataaac
atcctccate
cgtattgagt
tgetecacte
agtgaggcca

<210>
<21
<212>
<213>

87
553
DNA

<{400> 87

tttttttttt
gcagtggtec
cctgeettgg
tttaattatt
acagtgtatt
attaggagtt
aataaagtca
tttaaaaggt
ctgattcata
aaaagtagaa

<210>
211>
<212>
<213>

88

DNA

<400> 88

atctgctcaa
ccagatgagc
attgccatcce
cggecetcage
cgtgagctca
tttatggtet
atttttgggc
ttcagecatgt
gctaaaaaca
atttittgaag
cttcgagate
attccaggaa
aaagcaattt
aagaagctgg
ggtcagcage
atcagtaacc
aaaatgtgtg
accaaaatta
gccatgttee
actactggge
ctgattaact
getgecagaga

6237

cttgtatttt
atactaagca

Homo sapiens

tgaaaagtat
tgacttctaa
ggaatacagg
caagttacaa
tctaagggag
tttattgatg
cccttaacaa
aggaactcce
tgctgageca

Homo sapiens

ttttttttgt
catcatgget
cctcecaagt
agtagagacg
gctataagaa
aagagtgttt
aatacaaact
cctatattgt
aatatacttc
ttg

Homo sapiens

gccaggaate
ggaatttcecg
aaaaggagaa
ttgacctaaa
taggaaagce
taaacagaaa
ctttcaatic
tcattategg
gcaacagtaa
ctttgattaa
catggaactg
tcaccatcaa
cagtagtttc
tcaacgtgat
tcttcatggg
cggaagctta
gcatctggat
atcctgacta
ggetgatgac
tctactcagt

taaccctggq

tagaggccaa

ttcaccataa
ttttagaa

ttattttttt
aaaacaaaac
cattatcaaa
gaattgegtt
agagagtacc
gacaagacag
ggectccacag
aagagaaacc
giggecaaacc

tttttgagac
cactgecagece
atctgggact
aggtctiact
aaaaaaagta
gttcaaaatg
aaaaagtatt
atataggatc
tttggettaa

tcgggtgaag
ccccticact
aaagaagtct
ggcetecagg
tctggaagac
gaggacaatc
aatcagaagt
caccgttatce
caatactgac
aatatiggca
getggactee
actattgece
acgtctgaag:
tatcctcace
aagtctgaac
tgaccattge
gggtaacagt
taattatacg
ccaagattcc
cttettcttc
tgttgttace
ggaaaagatg

tatttattac

caaatgatct
caaacaaaaa
tgtagaaatg
gctgtettta
tggtggggaa
tctcaaggaa
atcagctgge
atcttgtece
cgtg

aggatcttgt
ctgactgatt
acaggtgtgt
aggttgctca
tgtcacagaa
taagttttta
cattaaaaga
acaaatttct
ttctceceee

atggatgaca
tcegactete
aaagaccaga
aagttgccca
ttggacccat
taccgettea
ttagccatta
atcaactgeg
attgcagagt
agaggtttca
attgtcattg
ctgegtacet
gtcatcgtgg
ttettttgce
ctgaaatgea
tttgaaaaga
gcetgticca
aattttgaca
tgggagaage
attgtggtca
atggcatatg
tttcaggaag

tgtttttaat

ttttcaagca
aaaaatccce
gtatcactct
agaagtctce
geggggttcea
aaacatcaat
tttcaaaaag
tcagccagge

tctettgece
gctaggtcte
gctaccatge
ggccaaccat
ttactacgtg
aaaatgattt
aaaagccaga
ataatcaagc
gtttttetgt

gatgctacce
tggetgcaat
caggagaagt
agctctatgg
tctaccgaaa
gtgccaageca
gagtctcagt
tgttcatgge
gtgtcttcac
tictggatga
gaatagcgat
tcegtgtgtt
gggecttget
tcagcatctt
tctegaggga
aagaaaattc
tacaatatga
actttggetg
tttatcaaca
ttttcetggg
aggagcagaa
cccagecaget

36/1203

taggatattc

ataaatazaaa
taaactatat
gaaagatggg
tecttgaata
aagaggagac
atccaaacac
cctggaaggg
tgggactgge

aggctagagt
aagcaatcct
cagctagttt
ttctgatatt
tcaaagaaca
gaataaagga
atgtcacaac
accacatttg
aagcaaaaat

agtaatctit
tgagaagcgg
accccagect
cgacattcct
tcataagaca
tgeetitgtic
ccattcattg
tacagggcect
tgggatttat
gttttettte
tgtgtcatat
cagagctttg
acgctctgtg
tgeecectggta
ctgtaaaaat
acctgaattc
atgtaagcac
gtettttcett
gaccctgegt
cteettctac
caagaatgta
gttaaaggag
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gaaaaggagg
tcatatttta
ttgagagagt
aagccacagce
gatgagcatg
atcaccatga
gcatccaagt
agaactgtga
actgtettet
atagggaatt
ctcgatcecet
ctgagttttg
tcettecagag
attaagataa
gtgatcttta
aagagtccaa
atgggggatt
gaaaatatgt
ttcatattga
ctcaattcct
aaagtccagt
gagcatttet
ggaggctgtg
tcagagaccc
catgattgga
gaagataatg
caggagaaca
gaagatgage
ctatcagaat
cccaaaaagce
agcgtggaca
caaatdgtga
ggggecactga
aattgtactg
gectteggat
attgtctetg
gcactgaggce
ctcataggtg
gtattttgta
acagactcag
ttetettgga
ctgcaagtgg
gagaaagaac
tttatcatct
ttcaaccaac
aaatactata
cctetgaaca
atcatcataa
cccaaagcca
ttagaatgtce
ttatttgact
aatcaggagce
ggccgaatce
atgatgtcge
tatgeccatic
atattcaact
geaggtiggg
tcagaaaact
tectttetea
actgaagaaa
gaaaagtttg
gatgecttge
gacttgeccceca
gctagggtac

ctetggttge
ccccaaaaaa
ctgggaaaga
tcctagagea
gagatcctct
aggaacaaga
acctcgtgtg
tgactgacce
tggecatgga
tggttttecac
accactactt
cagatgtaat
tgctcagggt
tcggeaacte
ttttctcagt
aactctgtaa
tctggeacte
gggaatgtat
tcacggtgat
ttagcaatga
tagcactgga
gtcacaagtg
ctgcacaaag
aggaggagct
cttggttgge
cacagcgcat
agaagcccac
ctcatctgac
gtagcaccat
aaccagagag
agagaaagcc
aacacagctg
tatttgaaga
acattatttt
ttggaaagta
tgaccacccet
ctettegtge
ccatacctge
ttctgggagt
ttataaatta
tcaaccagaa
caacatttaa
aacagccaga
ttggetecatt
agcagaaaaa
atgcaatgaa
aatgtcaagg
gtetcattat
tgaaatccat
tcatcaaaat
gtgtggtegt
acattccttt
tgaggetigt
ttcettetet
tgggtatgaa
tcaagacttt
attccciget
gccacctcee
ttgttgtcaa
gtgaggaccce
acccagaagc
ctgagccetit
tggtgagtga
tcggtggetc

catgggaatt
gagaaagctc
ccagcctect
aaccaaacga
ccaaaggceag
aaaatcacaa
gaactgttge
gtttactgag
gcatcacaag
tagcattttt
tcgeegagge
gaactgtgta
cttcaagtta
tgtcggagee
agttggcatg
cccgacagge
cttectagtg
gcaagaagceg
aggaaaactt
ggaaagaaat
tcgattcege
glgcaggaag
caaagacatc
tggtatacta
accacttgeg
cacacaacct
gagccagaga
catacaggat
tgatcttecag
atgtttgeee
tceetgggte
gtttgagage
tgttcacctt
tacacatatt
tttcaccagt
cattaactta
gctgteccag
cattctgaat
atacttettit
taccatcatt
agtcaacttt
gggetggatg
gtttgagage
cttcactctg
gttaggtgge
aaaattagga
tctegtgtic
cctaaacatg
ccttgaccat
ctttgetttg
gettetttee
cccteegacg
ccgggetgea
gttcaacatt
ctggttttce
tgccageage
cagccccatg
tggcatagee
catgtacatt
tttgggtgaa
aacacaattt
gegtgtegea
agatcgectc
tgatggecta

gacagaagtt
tttggtaata
gggtcagatt
ctgteccaga
agagcactga
gagccttgte
ccccagtgge
ctggecatcea
atggaggcca
atagcagaaa
tggaacattt
cttcaaaaga
gccaaatect
cttggaagcc
cagctttttig
ccgacagtct
gtattcegea
aatgcatcat
gtggtgcteca
ggaaacttag
cgggettttt
caaaacttac
attcccctgg
acctctgtac
gaggaggaag
gagcctgaac
gttcaaagtg
ccccgaaaga
gatggetttg
aaaggetttg
atttggtgga
tttattatct
gagaaccaac
tttatcctegg
geetggtget
atggaattga
tttgaaggaa
gttttgettg
tctggaaaat
acaaataaaa
gacaatgtgg
gatattatat
aattcactcg
aatctcttca
caagacattt
tccaaaaaac
gacatagtca
attagcatga
ctcaactggg
aggcaatact
attgttagta
ctcttcagaa
cgaggaatca
ggtettetac
aaagtgaatc
atgctctgte
ctgcgatcaa
acatcctact
gctgtgattt
gatgactttg
atcaaatatt
aagccaaata
cactgcatgg
gatagtatga

cacttactte
agaaaaggaa
ctgatgaaga
atctatcact
gtgetgtcag
tecettgtgg
tgtgcgttaa
ccatctgeat
gttttgagaa
tgtgectaaa
ttgacagcat
gaagctggee
ggccaacttt
tgactgtggt
gcecgtagett
catgtttacg
tectetgegg
catcattgtg
acctetteat
aaggagaggc
gttttgtgag
cacagcaaaa
tcatggagat
caaagaccct
atgacgttga
aacaggccta
tggaaattga
agtctgatgt
gatggttacc
gttgetgett
acctgecggaa
ttgtgattct
ccaaaatcca
agatggtact
gecttgattt
agtccttecg
tgaaggtggt
tetgeeteat
ttgggaaatg
gtcaatgtga
gaaatgctta
atgcagetgt
gttacattta
ttggegttat
ttatgacaga
ctcaaaaacc
caagccagat
tggetgaate
tetttgtggt
acticaccaa
caatgattte
ttgtcegett
ggactctect
tetttetgat
cagagtctgg
tcttccagat
aagaatcatg
ttgtcagtta
tagagaactt
acatatttta
ctgecettte
aatatcaatt
atattctttt
aagcaatgat

37/1203

ccttgaaaca
gtecttettt
ttgccaaaaa
ggaccacttt
catcctcacc
agaaaacctg
gaaggtcetg
catcatcaac
gatgttgaat
aatcattgeg
tgttgetett
attcttgegt
gaacacacta
cctggtecatt
caattcccaa
gcactggcac
ggaatggatc
tgttattgte
tgecttactg
caggaaaact
acacactctt
agaggtggea
gaaaaggggc
gggegteagg
attttctggt
tgagctccat
catgttetcet
taccagtata
tgagatggtt
tcecatgetgt
aacctgctac
gctgagcagt
agaattacta
aaaatgggta
catcattgtg
gactctacga
ggtcaatget
tttetggetc
cattaatgga
aagtggcaat
cctegetetg
tgattccaca
cttcgtagtc
cattgacaac
agaacagaag
cattccacgg
ctttgacate
atacaaccaa
catctitacg
tggetggaat
taccttggaa
ggcteggatt
ctttgetctg
tatgtttatc
aatégatgac
aagcacatca
taactcttee
cattatcatc
caatacagcc
tgaagtgtag
tgactttget
tctagtaatg
cgecttecace
ggaagagaag
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1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940
3000
3060
3120
3180
3240
3300
3360
3420
3480
3540
3600
3660
3720
3780
3840
3900
3960
4020
4080
4140
4200
4260
4320
4380
4440
4500
4560
4620
4680
4740
4800
4860
4920
4980
5040
5100
5160
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ttcatggaag
aaggaagagg
gtgaccaagg
cagactcttt
gactgagccce
gctccagggg
cattttcttt
agatataaga
aggaaggact
tggctcatge
gagatcgaga
tagctgggea
atcgcttaaa
cctggtgaca
atatctaaac
tatgtttcta
acatgtagcet
attgcagaca

<210>
211>
<212>
<213>

89
5496
DNA

Homo

<400> 89

attcagcegg
tcecgagageg
gctgggagea
atttgggaag
ggtcacggeg
ggetecteet
tagacggcac
caggcccagg
ttgaggcgeg
gcggaacccg
ccgecagtge
caacatcacc
cccagctgaa
gttggacegt
actttcagtt
attaaaatcc
cagagaaggc
attagttgtc
agggttitcag
ccgagectgaa
tggacaagga
ccagattcct
tetgetggat
tcatggacag
tgcgataget
ctttagaacc
tgttttagga
tgcagetgat
tggcatgata
tgcacgeetg
aacagatgag
taccactgga
cttaccacta
aagcaaggac
tatttatcte
caacgaatct
tactatectg
tcacccaggg
aggcattgat

ccaatcctet
aaagaggtgc
gtgaccaagg
gcaatggaga
tcacctccac
tcagcagectt
tctggetaaa
taaggctact
gtaaaaggac
ctgtaatcce
ccatcctgge
tggtggegty
cctgggagac
gagtgagact
aaaaaagaat
gatacatcat
cttttgeatg
ttttttacca

sapiens

tgegegegge
tgeeeeggac
gcegggactg
tcecegggage
cgecggegecea
ccgeeeggge
ctgegeegee
cagctcacct
gegeccacge
gegeeggeceg
ccggggagta
tacgccagtc
ggaatcaagt
ttggetagee
cttaggctca
tccectactg
ctgaacttac
actacagatg
cagtctgatg
tttcagegtc
attgaagaag
ccagaaaact
aattcatectg
aaaaagaaag
actccactte
aaacacaaac
tatactgaag
atgetttatt
gttttcegge
ctttataaaa
gaaggaacag
gaagctgtgt
aggactaaaa
tctetecaatce
tatcctgett
atgaatgaat
aaacatgagc
ctectttcaag
tttgaagaca

caagaagttg
tgctattatt
tgaccaaaat
cttgtetage
gcctacctea
agtgtatcaa
ataaatgata
tgacaaccag
ataccaattt
agcactttga
caacatgatg
cgcctgtagt
ggaggttgea
ctgtttcaaa
aagaaacaaa
ttttgtttga
ctaaatgaaa
acattaatta

ggegggagge
cgccagetca
gtggecegeg
agcgeggegg
ccgtgagega
cgectecacet
ttgctegegg
gtactggege
cactgtcceg
ccgecagtggt
geegeegeeg
gcaagceggceg
caaatcctic
tgetgeettt
gcgtcagtta
aaagaaacgg
aagaaggaga
ctttggtett
tcatacatca
agctacactg
ccactggtet
ctcctttaat
gttttetgge
ggaaagatgg
agccaccatc
tagacttcac
cagagctgtg
gtgeegagte
ttcttacaaa
atggaagacc
agcatttacg
tgtatgagge
atggcactag
ctagttceet
caagtactic
gcagaaattg
aaattgacca
atagtaaaaa
tcagacacat

tatgaaccca
caaaaggcct
gacttggaaa
tttggggteg
tagcttcaca
cagggagtgg
tttcaattte
tggtactatt
taggattgaa
gaggccaagg
aaactcegte
cccagctact
gtgagccaag
aaagaaaaga
aaacacatta
tattttectg
attcaaaact
ttttgggttt

agtggctggg
gaacaggggc
ccegagetec
cacctcccte
cccaggcecag
gegggeattg
gtctecegecee
gggetgegga
agaggacgca
cccagectac
teggetggge
gaagecggtg
caagcggcat
cccacaagat
cctgagagee
aggccaggat
attcttatta
ttatgettct
gagtgtatat
ggcattaaat
cccccagaca
ggagaggtge
aatgaatttc
atcaatactt
catacttgaa
acctattggt
cacgagaggce
ccatatccga
aaacaaccga
agattatatc
aaaacgaaat
aaccaaccct
tggaaaagac
cctggetgee
aagtactgca
gcaagataat
gcctcaggat
cagtgacttg
gcagaatgaa

tagtcaccac
ticgaaagta
acgggcctca
ccaagggcaa
gcettgeett
attcaccaaa
attttaaatg
ataataagga
atagttcagg
caggtggatc
tctactaaaa
tgggaggety
atcgtgccac
aaagaaacat
aaattttaag
atgcaagtat
tgccaataaa
gtttaaaacc

gagtccegte
agcecgtgtag
gcaggcecggea
acccaagggg
gattctaaat
cecgegeegee
ctegeecace
agcctgegtg
ggtggagegg
accgggttce
accatgaaca
cagaaaacag
agagaccgac
gttattaata
aagagcttct
aactgtagag
caggctctga
tctactatac
gaacttatce
ccttetecagt
gtagtctgtt
ttcatatgte
caagggaagt
ccacctcagt
atccggacca
tgtgatgceca
tcaggttate
atgattaaga
tggacttggg
attgtaactc
acgaagtige
tttcetgeca
tctgetacca
atgatgcaac
ccttttgaaa
actgcaccga
gtgaactcat
tacagcataa
aaattttica

38/1203

caccaagaga
catgatgaag
ttcaccactce
ggtccactgt
cagcctctga
ttagccattc
atacttacag
agaagacacc
ccgggegeag
acgaggtcaa
atacaaaaat
aggcaggaga
tgcactccag
ggttcaaatt
ttgtatttte
gtggtttate
tgaatagctt
tagaggc

gacgctctgt
ccgaacggaa
agcaccctgg
ccgeggegac
agacggccca
tcegeeggtg
ctcactgege
agccgaggeg
gegeggettic
ggggaceegg
gcagcagege
taaagccaat
ttaatacaga
agttggacaa
ttgatgttge
cagcaaattt
atggettigt
aagattatet
ataccgaaga
gtacagagtc
ataacccaga
gtctaaggtg
taaagtatet
tggetttgtt
aaaattttat
aaggaagaat
agtttattca
ctggagaaag
tccagtctaa
agagaccact
cttttatgtt
taatggatce
catccactct
aagatgagtc
acaacttttt
tgggaaatga
ttgetggagg
tgaaaaacct
gaaatgattt
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5220
5280
5340
5400
5460
5520
5580
5640
5700
5760
5820
5880
5940
6000
6060
6120
6180
6237

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
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ttctggtgag
agattcttta
tetgaactca
ccaaaagcaa
agttaatgge
gcaagaccca
ctacaaatct
tgtattacca
atccccatac
aaaccaaaag
tggggeegtg
gcagtacaat
tttaaatgaa
tcttcageca
attcctgtaa
gattatggaa
tgcatgetat
ttaaaaatgg
gtggtgaggt
atcagggaaa
acagtaaaaa
caaagttaga
gttaaaataa
ctgtttcate
atataaagta
gtttcctaaa
actttcttca
agttgtttet
atgtctttce
cctcaacagt
tgatgatagt
aattgcaaga
taaattgtct
tataaatttc
taagattgca
ttgtatagat
gtccatacct
ttctaagaaa
acatagttcg
aataggcaaa
aaatgacacc
cgceccaaact
caagtgattc
cctgtagtce
aggttgcagg
tccaaaaaaa
aaaatggett
tgtagaatca
gcatgaggta
aaccttttat
ataaattgtt
agttataaaa
aaaatgtatc

<210>
211>
<212>
213>

90

DNA

<400> 90
aattctaggg
atggctggaa
tgtagetcat
aatagtggaa

2551

gttgacttca
agtaagtctc
agctgtatgg
gtagtagteg
atgtttgaaa
caacaatata
gaaatggatt
caacattcca
cccactactt
catggattaa
tegatgtate
ccagtactge
acatatccag
cttcatcate
ttccaagccce
aaataaaact
tcacaattat
tatcaaaatt
accgtctaca
ctaagattct
taaaatactt
gaactaaact
atggtttggt
taagtgcctc
ttetttitet
tccaaccaat
ggtaaaaggg
agactataaa
aaattatttc
gttttcagaa
tgaatgttge
agctttattt
ttaaaaactg
gcttcttaga
gatagcaagg
ataatgaaca
tatatatgca
tcaagtaatg
tttaccttea
ttaatcacce
atcttttatt
ggagtgeagt
tcttgectea
tagctacteg
gccaagateg
aaaatacaat
cggacaaaat
atttaagtgt
tctaaggatt
tataagtctt
tagtggaaaa
ttaaaagttt
taagaataat

Homo sapiens

acaacctgag
caaacgcact
atatagattc
aagacgagat

gagacattga
ccttcatace
tacaggaaca
agccacagca
attggaactc
atgtctttac
ctatgectta
aatgtacaga
ctagtttaga
atccacagtc
agtgccagee
caggccaaca
ctgaattaaa
cgtcagaagce
aatttigacc
gtcactgttig
tccaaaccaa
acatatacta
tttcacatta
tttaaattag
tgagttitga
agtttticet
getttttata
acattttttt
tttttaaatt
tticattaat
caaataatga
tgttgctatg
ttaattatta
gaaataaata
aatgtgaaaa
ctagettttt
ttttagacct
acagtggaaa
tttggtgcaa
aaattatttg
cttaatttgt
aatccaactg
aactttaggt
taccaacttt
cttittttttt
ggcacaatcet
gcctececgag
ggaggetgag
ccecactgea
ttttatttet
atctctgagt
tgaaaaaaat
tagaccagag
acataaacca
taggettttt
gaaaagcaat
aaaatcacgt

tgetecagteg
tttgatgetg
ttacgaccca
cgaagccgeg

cttaacggat
ttcagattat
cctacatcta
acagctgtgt
taaccaattc
agacttacat
tacacagaac
getggactac
agattttgtce
agccataata
agaacctcag
ggcatttitta
taacataaat
cagacctttt
ctggtttttg
gacgtcagca
attttaattt
cagtcaagat
ttctgggcac
aaaatattct
gctactggat
atcatgttaa
aaaagataat
ctacctataa
aatatcttic
tcaggcatat
tcgaaaaaat
tgeettatgt
taaaaatatt
taccactctt
atctgetgtt
aattaagcaa
ataatccttg
ctatgtgttt
agtattgtaa
taagatattt
tggggcttita
cttaaagttg
ttttttaatg
actgtcctaa
tttttttttt
tggetcactg
ttgctgggat
gcaggagaat
ctccagectg
tttacttttt
tetgtgtatt
ttgtctgaaa
gtctagatta
titttgttac
aatcatgaat
attgtatatt
taaacc

taaagaggaa
gaaaacttca
tcaacagggg
gtcaaggeeg

gaaatcctga
caacagcaac
gaacagcaac
cagaagatga
gtgectttca
gggatcagtc
tttatttect
cctatgggga
acttgtttac
actcctcaga
cacacccacg
aacaagtttc
aacactcaga
cctgatttga
gattaaatta
agttcacatg
ttgettttag
agaaagggtg
cacaaaatat
ctatttgaat
tettattagt
cctetgettt
ctcagtgett
cactctagga
tgcacacaaa
tttaactcca
aattatttat
tgaaaaaatt
aagacaatag
tacctttatt
aactgcaacc
agcacccatt
ataatatatt
ttetcatatt
tgagtgaatt
gecagtttttc
catactttat
gtattaataa
atatactgat
catggacttt
gagagagagt
caacctctac
tgcgggeatg
agcctgaacce
gcaatagacc
ttagtaagtt
ttcagtcaaa
catttcataa
atactctatt
tctettecac
atgatgacaa
tttatctata

aggcagaatt
tagatggaaa
aagtgtattg
ccagagaagc

39/1203

cgtatgtcca
agtcctigge
agcaacatca
agcacatgca
attgtccaca
aagagttcce
gtaatcagcc
gttttgaacc
aacttcctga
catgttatge
tgggtcagat
agaatggagt
ctaccacaca
catccagtgg
gtttgtgaag
gaggcattga
aaaagggagt
ctgccacgga
acaaaacttt
tatttetgtc
tccccaaata
tatctcagat
tcctecttcea
tgtatatttt
tattatttgt
ctgettacet
tacataattt
taaaagtaaa
cacttaaatt
gatatctcca
ttgtttatta
tcaatgtgta
gtgttgactt
tgaggagtgt
gaatggtgea
attttaaaaa
caatgtgtet
aaagacaacc
cttecattacce
caaaaagaaa
cttactctge
ctcctgggtt
gtggegtgag
tgggaategg
gagctccgte
aatgtatata
actttaaacc
tttgtttcca
tttacattta
atgttactgg
tcagttatac
taaaataact

tttecttget
atttttacct
cagagtgeca
ctttcccage
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2400
2460
2520
2580
2640
2700
27760
2820
2880
2940
3000
3060
3120
3180
3240
3300
3360
3420
3480
3540
3600
3660
3720
3780
3840
3900
3960
4020
4080
4140
4200
4260

14320

4380
4440
4500
4560
4620
4680
4740
4800
4860
4920
4980
5040
5100
5160
5220
5280
5340
5400
5460
5496

. 60
120
180
240
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tggtcatcce
gagcagtcce
ctggcaagaa
agcctgcacc
gtgegggeee
ctgacctgga
gagctgactt
ccaggtgtgg
cacccagagg
cagctgageg
atcatctttg
gccaaccagg
agtgaatttt
gatccactgg
tacgtcaaga
ttgagcctce
attaaggatg
ccctttgata
gctaccgtgt
ggcttggtet
aagagttctg
aaaaccatca
gectgecagge
gcettgacet
tagtgaagag
agacagaaca
ttcatcatet
attttaaaaa
ggccaaggtg
aaatcctgte
cccagetact
gtgagccatg
aaaaaaaaat
atggagataa
tcattacata
gctetactaa
gaaacttgga
tcecatttett
taaatgttaa

<210>
<211>
<212>
<213>

91
1805
DNA
Homo

<400> 91

aagagactga
caaagcceggg
aaaaaaaaaa
geggegggag
tcacggtgat
“tcteceggea
ctgagtggga
acaagcagga
ttttgaagac
ctagggatta
tgaagcctte
atgcaatttt
acttatatac
aaatictgat
ttactgcaaa
ttgatgecac
cttattggac
acttaagtca

gcagcccecea
tggaggagtt
ccatggacat
acacgtcaga
cggtegggagt
agatagctcc
cagtgactgc
tcaatattgt
tgecectgat
cteccccactg
aggacgccaa
gtgaaatctg
taaagagatt
tgagcatagg
gagctcttge
ctgccaggaa
aatcctgetg
gtgaagagga
ggtccagcaa
ggaccaactg
gaataggtag
ccgttaaaca
atcaattgtt
ggcagaaggt
atactgtcta
atgatgccag
tcattgaact
atatgcaatc
ggtggatcac
tttaccaaaa
tgggaggetg
atcattccac
gctgcaaaac
tecteettgtc
agggggetgt
atgtatctgt
acaagaagag
agtgtatgca
gcaattttaa

sapiens

actgtatctg
agaattttat
ggaacctgaa
aagaggttta
ggaagctgea
gecageccgac
catacttttg
agcttatgta
atgtggtace
cagtgggttt
tcaccaaggg
cccaaatgga
tectggattte
gagtgagett
ggatgicact
aatgttcaat
tattcacatc
gacctcctat

ggagegctca
tgcecaggece
tececeeggtcet
gtgcacgcag
cgctggtetg
agcgatgget
gtggatgttg
gtttggaace
ctcecticace
caaaaagctc
cctggatgag
tetetgtace
tgtagaagcet
tgetctgata
tgaaggtgcece
ccaggcaggce
catgacggaa
ggtgatigaa
tgtggggege
ctggeteate
agagggagcce
ctgatctttg
caatgtggta
tatctctage
ttttcaatgt
ttgtecagget
cttgggaatc
aggcacagtg
ttgagttcag
gtttaaaaat
aggtgggagg
tgecatttcag
caaaaataaa
tattagccac
ggacgtcttt
acaaggatga
tacatagttt
tctaatgagg
taaaaaaaaa

cctetatttc
tagtectttt
ctttagtaac
atttagttga
catttittcg
gcaaaccaag
aaggatgtge
ctcagtgaga
accctecttge
gactcaattc
tacccacace
gcaggatatt
ccagagagtc
gacccagcag
cgtgagagtig
ccttgtgggt
actccagaac
gatgacctga

cgggtcctga
gagtctaaag
gtgcagaact
atggaccacc
atcagccecet
gcagggaaca
tgcaaactce
gggeecaggg
gggagcceage
teectggage
tgecattcegg
agcaggatct
accagaaagt
agtaaagcac
caaatttggt
tactttatge
gagatatttg
agagccaaca
gtccaccggg
agggagctga
aaggactctt
ctaatggtgg
gatgaaaatc
ttatcctcag
ggactcggaa
ccteecaggt
tccagataat
cctcatgecet
gagttcgaga
tagcttggtg
atcgcttigag
cctgggggat
tagccataat
tagcatgget
ggaatttgtt
agaaaaacaa
gatccattcee
cttacaactt
a

caaaagactc
tttaaaaaaa
acagctggaa
ttttctgtgg
aagggaccga
gatctgggga
aatgttcaat
gtagcatgtt
tgaaagcact
aaagcttctt
ggaatticca

gtatgggace
gggtaatcag

ttatggacca

gaattcgtga
attcgatgaa

cagaattttc
tcaggaaagt

accaggtgge
accaagggaa
tcaggttctt
tgggetgeat
ggaatttgee
ctgtgatage
tggataaage
tgggtgaggc
ccaccgetga
tggggggcaa
caaccgtcag
ttgtccagaa
ggaaagtcgg
atttggagaa
geggtgages
tteccacggt
gtccagtgac
acgttaagta
tggctaagaa
accttccttt
acgacttctt
agccactatg
atggcatgaa
ttcttagtaa
aaaaagactt
tatgtttteca
cagattattt
ataatcccag
tcagcctagg
tggtgececete
cccaggeggt
acagtgagac
ttgeccatett
aattgatcat
aggggaaggce
aataactact
tacggtcgag
gctaacccca

acgttcaact
gttaatataa
caatcgcage
ttgttggttg
gaagctgetg
tcttegeact

cataagtgtig
tgtctccaag
ggttccectg

ttattetegt
ggaagaaata
tatgaattct
tcagccagat

gttctacatg

cctgatacca
tggaatgaaa
ttatgttage
tgtagaagtc

40/1203

ggatttigetg
aaccttagca
cgettectee
gcactacacg
actctacttg
caagcccagt
aggtgttcca
cctggtgice
gcggatcace
gaatcctgece
gtccagettit
gagcatctat
cattcectet
agtcagaagt
agtggataag
gataacagac
gtgtgtegte
tgggctggeg
gctgecagtcet
cggegggatg
cactgagatc
gccaatgect
ttccagetat
ctttacccac
ataagtagga
tagtgtttet
catttggtaa
cactttggga
caacatggtg
tgectatage
tgaggectgea
cttgtcttta
tggagagatt
tgattggacc
tatgtggtaa
acttttggag
tctaatcaat
aaagaagcaa

ttcgetecaca
aattatagca
ggeggeggea
ttcgetagte
gaggtttggt
atcccaagat
acaaaaactg
agacgttica
ttgaagettg
aagaatttca
gagtttcttia
gactgtiggt
caaaccttgg
aaagatggtg
ggttetgtca
tcggatggaa
tttgaaacaa
ttcaagccag
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300
360
420
480
540
600
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720
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840
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1020
1080
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1260
1320
1380
1440
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1620
1680
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60
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720
780
840
900
960

1020
1080



WO 2006/036025

gaaaatttgt
cgcecccagaa
acaattttgt
aaatgaagaa
tcgatgetgg
gtaatgatag
tgcatgaatg
tggatgtaga
tttggtttat
getttegtee
gctgecagaa
attgaaacca
ccatg

<210>
211>
<212>
<213>

92

DNA

<400> 92

ggagacgctt
cgagtgggtc
ggcggcaccet
gcetcggage
ggggaggeeg
acgggeggag
ggtggaggteg
ttggaccaag
agtactgcag
gcattgctag
gatcctgagg
gctgecactga
agtctagcag
ggcagaagtg
gcagggtatt
gggaataaag
gtgaaattat
gegetaactt
ggtgcaaata
gcaggtcatg
tctaatgaat
gttegettte
gcettaatgg
ggtgetcaag
ggaggacatg
aatgatgaag
gcactactct
gctettactt
ggggetgata
ctggaattgg
ggagacacag
cttcaagcag
gatcecggeca
tagatgttgt
cctgetgggt
agagatttgt

<210>
211>
<2125
{213>

93

DNA

<400> 93
gegegeteeg

2139

gaccaccttg
gattgaaggt
ttttaccagt
aaaacgcaaa
gggeagtget
tgtaatcatt
ctetettetg
aaaaaccttt
gcacagtgta
tcattaggtg
ttttacatce
atttctactt

Homo sapiens

cttcetettig
ggcaccgtet
cctttgagga
cgeeteegee
ggeccagegte
gggacgceggc
gtgectetgg
aagatctgga
aaggagcaga
aagcagcagg
tactccggag
cacggatgaa
aagcttgttc
taaatgaaca
atgaattage
gagacataac
tacttcttca
atgcatgtge
tagaagatca
tggaagttge
tcaaagaaag
tacttgaage
aggectgeat
tgaacatgce
ttgaattgge
gatacactcc
tagcacaagg
tggettgetg
tagaacttgg
ttaaatattt
ccttaaccta
gggctgattt
agcatcaggt
aggtaaccag
gacaaaggaa
attgctggta

2509

Homo sapiens

ctcggeagee

tttgttaate
tttaagegtc
ttitgctaaga
aagagaacac
ttccataacc
ttgaattgta
tgtttaggta
tactatatga
atatttctce
ttggectcag
agttacctce
catactgatg

ctgetettcet
ccggetcegg
ggacctggac
gggaggggte
gggagtegge
gctggattite
cagtgacgag
taacccagtg
cttacgcact
aatiggcaaa
actgacatcc
agcagaaaac
agatggggat
tacagaagaa
acaagtattg
tceectgatg
tgatgctgat
tggaggattt
taatgaaaat
aagagttctt
tgctctaaca
tggtgcagat
ggatggacat
tgcagattca
agctctactt
cttgatggaa
agcaaatata
tggaggattt
ctgetecaca
getggettet
tgcttgtgaa
agacaagcag
gagggtggee
aactctggat
atcctcttca
aaaaaaaaaa

tgtgggacge

agagttctaa
ttgatigceca
agcagcaaca
atgtagaagg
accactgtgt
tgecattatta
ttctctgeca
aactttacaa
aagtatcatc
cctaaccctce
actttctaga
tttttggaaa

cgttcccgag
gtgcgaacaa
tetgtggete
ggtctgggga
agcageggeg
aagttggegg
gacgaagtgt
cttaaaacaa
gtggatccag
ttgtcaactg
tcagttagtt
agccacaatg
gttaatgectg
ggagaaagcc
cttgetatge
gcagettcca
gtcaactcce
gttgacattig
ggacatactc
ttagatcatg
cttgettget
caagagcaca
gtagaggteg
tttgaatcte
attgaaaggg
getgeeeggg
aatgcccaga
tctgaagttig
cctctgatgg
ggegetaatg
aatggacata
gaggacatga
tttgatgett
atctgaattc
attgaaaaag
aaaaaaaaa

gaccgceggeg

atgtcgcaca
gagtgctatg
acagcagagt
tggtggatge
agttgcagaa
tatcaaggag
ctettgetgt
cacttgtgaa
caaaattcce
taggactgtt
acatattctt
cagcaattaa

atcageggeg
tgetgactga
cgcgateege
tcecgeaccegt
geggeggceag
ctgeecgtget
ccgaggttga
catcagagat
agacacaggc
ctgatggtaa
gtgecactgga
caggacaagt
ttcgtaaatt
tgetgtgttt
atgctaatgt
gtggaggtta
agtctgcaac
ttaaagtget
ccttaatgga
gtgcaggceat
acaaaggcca
aaacagatga
cacgtttget
cattgacget
gagcaaatct
aaggacatga
cagaagaaac
cagactttct
aggcatctca
tgecatgetac
cggatgttge
agactatttt
gtaagctact
cagccaagaa
attatgaagt

ctagtctegt

41/1203

gtgettgett -

ttcaatgatt
tgattaagaa
tttctagatg
agccctagat
ttagatatct
gaaattgaag
agcaactcaa
cacagacaag
ctattaaatt
tactaatgtt
agtttttett

geggtgacceg
tageggagge
cccagetggg
gaggctcttt
cggecageggt
gaggaccggg
atcatttatt
attcttatea
acgactagaa
agcttttgea
tgaagctiget
ggacactcge
gctagatgaa
ggcttgtteca
tgaagatcga
cttagatatt
aggaaacact
ccttaatgaa
agcagccagt
caacactcat
tttggatatg
gatgcacact
tttggatagt
agctgeetgt
tgaagaagtt
agaaatggtg
tcaagaaact
tattaaggca
ggagggacac
aacagcaaca
agatgtttta
ggagggcata
acgtaaagaa
gtteccaggac
cccaataaaa

teettigtge

PCT/JP2005/018574

1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1805

60
120
180
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480
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720
780
840
900
960
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1920
1980
2040
2100
2139

60



WO 2006/036025

- tgeggeggeg
ctccggtgac
agcgaggage
gccacgetet
ttctatgget
cagttggtga
gcccacattg
gccaacatta
gegagecctag
gccagtggee
tctetcttga
gggggteate
ttggaggact
tctgeegtge
agggagtttg
aatggatgte
gaaagcagga
ggacagccgt
aagaccctga
agctgcatag
cactaccacg
cattccaagt
ctgecaccacg
tagccagetic
tttatatact
tgtgcatgag
aaggtgcact
ccagatattg
taaatcaggt
tccactettt
tacaaagatt
tttgecagatce
atgaagatca
ttattgtttt
ttcctttata
gactgttgac
atatatacca
cattaagttt
gcaaatattg
aatgtcaaat
ccttcacaaa

<210>
<211>
<212>
<213>

94
283
DNA

<400> 94
tttctetite
teecgtaaacg
tttattttge
agttatgtgt
aaaaaaaaaa

<210>
<211>
<212>
<213>

95
3461
DNA

<400> 95

gctgagagea
aggettetic
tctggagaca
tacttttttg

gcttctegag
ggaccatgtc
tgeteteget
gctegetget
ggacgcccegt
gagcgggage
cagcctttgg
acaaaccgga
aatgcatcag
tgacagcagc
acctccagaa
agaatgtatt
cagaagactt
cactcacgaa
ctgttgtaac
tcatcaatgg
atggccagtg
ttccgagtag
gagctaacce
ccagtaggcee
ggtttgggga
ccgtgaaggt
gctcctagag
agaataccca
tcaactttct
tagggecttac
tttggagttt
ccatttttct
geetggtaat
tctgtagaat
tctgeagtga
accatgtggt
ctgeettggg
tattccacac
tgtagtgaaa
atgtatttte
ctatgtatat
ttgattttgt
taatgaattt
gaacaaacca
tigaataaaa

Homo sapiens

tgagaacgta
ctgtacagtt
aacacattac
aagaaataaa
aaaaaaaaaa

Homo sapiens

gcaaggecag
tgtcactgac
ttttcctgga
aggcgcaaga

tccteccega
ggeggeggga
ccgtticeceg
gcagcagaca
gcactgggcce
cacactcaac
gggacatcet
ttgtgagggt
tgceettgtg
agacattgca
ttgtcatctg
tcctaateat
tggagtaaag
tggcgacaca
agatatgaaa
acatttggac
ctigacagga
ccagggttct
tgagttgtec
ttcctgggte
cactgctgaa
gcaggagcegg
acgctgacct
tgtagcagca
gaaaaagtaa
taagtgcata
ttetgatgec
ttttgttaaa
ttatctcttt
ttgacggaac
tttgtgtgaa
tgaaggttitt
cttcatggaa
ttcctacttg
atcactattt
tttttteett
ccagttaact
agaaattage
ttactttttt
gtgttctaag
aactctcaca

acttgaaaca
ttatatacct
tgcacagttg
taaattaatt
aaaaaaaaaa

agttgaaaac
aatcgccacce

gaaacatigg

gagagctact

cgegtectet
gegggegegg
ctgcaccgeg
ccccacgecee
gegeattteg
gtctccacea
cagtgectgg
gaaactccca
gegaatgggg
caaacccagg

aaccatttct

attagtgtgg
aaagctagaa
gaagacgatg
aacagtagct
ttceceeteca
actaacggaa
ctctgcatta
ggttctetge
gaagacattg
agcatcccag
tacgacagtg
ggctectegga
acttgaacga
acttcgacaa
gatgtttcta
aatctcaaca
agattatatg
gcacatggge
acagctattt
gaagagaatg
agttgtggac
aacaggccca
gtctetggag
gtagaaactg
gttttgtitt
gagagaattt
ttttgtctag
gatttttgta
agtgttacta
ctcaaaaaaa

ctacagagce
tcacaatgta
taaataactt
aaaaaaaaaa
aaaaaaaaaa

ttacagagic
atgatccata
aaaagtgtgg
gaggcagaaa

aggccagega
gcgtagagge
cctgeegega
acctggecte
gcaagttgga
cacggtacgc
tctggctgat
ttcacaagge
ctcacgtecga
gtticcaaga
ataacaatgg
gaacaaatcg
ctgaagctca
ctgacaaaat
ccgtatcgaa
cgaccceget
ttagcagtgg
gtgggactga
acctgaacgg
gggataacct
aactgaacag
ccgtgetggg
aacgcaggag
atgtcacaac
gttcccagea
cagtgaggtg
ttgtettttt
atcaagataa
atcattttaa
ccctatgcaa
tttgtetttt
acagtggtcce
geectgggget
gttttaccac
tcaggtcaaa
ttggggtitt
tgactctcett
gcaactagtg
ataaaaattg
acattttgtt
aaaaaaaaa

aataatcata
cttttgetge
atgtctgtaa
aaaaaaaaaa
aaa

ctgaggette
gtettttett
tecageegtic
atgtgectce

42/1203

gceceegeget
gggecttetee
cggggacetg
tgaggactce
gtgcttagtg
gcagacgcca
tcaagcagga
agctegetcet
cctgagaaat
gtgtgcecag
catcttaaat
aaagagatgc
aagcttggat
gcacgttgat
tacattgaca
cagtgggatg
attagcccca
ggagccagag
gagtccaagt
gtactatgga
tgtggtegag
caccatgcac
tcettectgg
ttgtactttt
actgctigtt
tcctttttat
aatactgtca
attggggteg
aaagcttget
ggtacageet
tcaatgaage
ctccttaatg
gegtttggat
atgtaacaga
atatttaact
ctgctttaag
aataaaactg
gttatactct
gtgcagataa
ctaaaactgt

taaaagtgta
cttctagata
catcacttte
aaaaaaaaaa

agactgaaaa
gatcaactce
tgtttgtgat
ggttatceet
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120
180
240
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360
420
480
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600
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720
780
840
900
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1020

1080

1140

1200

1260

1320

1380
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1500

1560
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1680

1740
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2040
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2160

2220

2280

2340

2400

2460

2509

60
120
180
240
283

60
120
180
240



WO 2006/036025

acccctcacc
cagacggagg
caggattatt
gaggtattgg
aaagaactca
acgaatgtgg
ggggtgaaat
attgataaat
aagctgactg
gtcagettece
atcccteetg
gcaatcccag
tttgaaataa
accagccaga
acattcgacc
ctaccaagtt
cccacaatta
cgtectggata
gctgggaagt
ttttttecatt
tceceeteetg
aagggaggaa
tcaaggacaa
tggtttctat
aatgaaagac
aagaaaatga
aagaggaaaa
agcagtcgga
attcctectac
tttgagtcca
atggtatcgg
tecttcagtga
taacccaaaa
ctgatcette
- ccccagtgea
gaaggtgagce
taccagatcg
gaaagcttac
tcagtetttt
tctaagacaa
tgtgttgate
caggctttct
atatttatac
gcatggagaa
caaagttttt
ctttgtgatt
gactccgeag
ccgagattcet
taggtcactg
tttattteet
tctagggtaa
agcaggccat
gtgecagggtyg
cttetetgtt

<210>
211>
<212>
213>

96

DNA

<400> 96

ccggetgteg
tgeetgggag
agccgeceatg

3561

actatctctt
tccecectet
ttggagtctg
aagagatgct
taaagcctce
gtgaccagcet
ataccaacaa
caggctccac
gcatgecaga
atccttgtgt
atggaaactt
tgtatgtcaa
cggtgggace
tgcecaaggg
cagtcacaaa
tgaaggggac
acctgcagtt
tgtatggaga
tccaagttcg
tettacttgt
gacccacccg
aaggtcacca
ggtgtgtgat
aggaaagacc
ttetttgttg
atgtcagtca
agaagtaaag
ctctacctta
tcatgtagaa
ctattgacat
actagttttc
gaaggtgacc
cagttctact
tacaggattt
gecagggece
acagctgtga
taaccttcce
catcgagggt
cttttgtact
aacatttcte
atgggtgtaa
ttcccagtgg
aaaagggttt
aaaggaagac
gctagtttta
ttecctetggg
tttgtectegg
aagtacttga
aacaactaat
ctagaactca
gggacctgea
ggagtgtage
tectccatega
taagtttaat

Homo sapiens

gtcteegtgt
ttttgtagte
gtggccaagg

aagtgtttac
gtttgtecatt
ttcagagcca
tgacaatggt
taccatcctt
tcccactggg
tgaggectat
aattactgct
ccttacactt
tecgtticaaa
ccgeectgetg
acataacatc
caagcagacg
ggtcctgaac
gatgetgtcet
catgagtctt
taagatccag
aaagtacaaa
aacctgaagg
ctaaaagtaa
cteccttitt
gggagaactg
gggggtagga
aacatttgtt
attttttaag
aggaaaggcc
gagttaggag
aggagggatg
aacactigta
ggaaacccca
agacactgcce
cgecettette
cacttccttt
ttaaaaagta -
gtgtgtecate
gtgagtgage
gttggtcgga
gtggttgate
cctatcatgt
ctaaatctct
gcaacccagt
gtcatttttg
ttgtttatag
ccgtactctc
tcttetgact
atagtgtact
agtgacatac
agcacctctc
cttggteccet
teetgttica
ggtgtaagea
gggeateget
getgtitggt
aaagttgagt

cgeegeegee
gectagggte
attacccett

cgccacaaga
gagtttctic
gtgatcaaag
tttccattgg
cgaacggttg
cagctgtecag
tttgatgtga
gagatccagg
tecttcatga
cgetgggaat
tcttaccatg
agtttccgeg
atggggaaga
atgagcctta
tgggatgtag
caggctggag
cagctggeca
ccctttaagg
gagcatttge
aaaaaaatat
tecettageet
gacagaactg
agcttggtge
tagettgett
atagaaagat
acttaaggat
gagacactta
ggaaggaaag
cttctggaaa
gtggaatcag
tgttgetgte
ccatggtggc
tacagaattc
agagagtttc
gtactggagt
tcatatctce
aacttttcca
cttgaagectg
attcattaat
gaataaaatc
ttaagaaaca
tcctagttca
cttaaggaat
cacaccctag
ttggactagt
gtacacaacc
acatccacca
ctgaggaacc
gaatatttct
agggaagtac
tagatgaaat
gcegecatte
tccatgtgtg
ttcaaccagt

geeecggeate
agcggtgaca
ctacctcacg

tettttttgt
accgagtggt
acaatgtagt
ctaccgagtc
tcaacaccat
tggtgeettg
ttgaagagat
gggtgattiga
accctaggtt
ctgagcgcat
tcagtgcaca
acagtagttc
ccattgaggg
ctccatcaca
gaaaaataaa
cttccaaacc
tttetggact
gcataaaata
tgagggaata
cagcctgtet
tcagtgccat
aaacacagca
ttatgtaacc
ggetttaatt
taaaaagaaa
ctgectetatg
aatgaaagat
agtgtgttgg
tggactggag
atttteccte
catcagcact
tgectaaagt
accggccatt
agagaagccg
agagggcecga
atttgtcagt
tctgtcacce
cttggtaaag
atctaccagt
agtgctgtag
tggcaactaa
gtgtgtetgt
gatactgtge
agctttetet
ttttgectge
agatgtgtic
tggaaaggga
tacaggattc
aggtttgtaa
ctaagaagat
aactgtcctg
ctgcagcate
tttaacatgt
c

gtggagetgg
tcccaaaggg
gtcaagagag

43/1203

ggcegtgatce
ggacacattt
tgtggtttat
gaacattictt
cacaggaagc
gcgacggact
tgatgcaatt
tgeetgtgte
gttggatgat
ccteteette
gaatctggtt
ccttggacge
agtgactgte
ggggacacac
tccacaaaag
agatgaaaac
caaggtgaat
catgaccaaa
gtcttgcaca
cctaggtcag
ggaactaate
acaccagttc
attttaaacg
atctaaagcc
gaaagatggg
aaggagaaga
tggcaagaaa
tttctttetg
actttttaaa
aaagaccatg
tggtetetta
gettetttte
tteetgttac
atcccataat
ctctteccat
gctggactgg
tagaaaaaga
ttatcattte
cccttttcat
gaagatggac
agggatacct
tactatttaa
tctgettggt
aaatattgtg
agttgtgttg
cacactcegt
agcatctctg
taaggtttce
gtgcagcagt
atagagtgtt
tcacatgtge
accataagca
gcagaagtag

ggececccttit
caggececcegge
cgaactgecag
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cctggagecta
ggtcaaaccc
gccattaaag
ccctgacate
gagagatagce
caaggaaatc
agaagacttg
gacagaacaa
agagctcett
tceccatecete
agtagccgec
acagcgatgt
tccaagaage
aaatgataat
ggcagaaatc
ttacttggaa
tggtgaactg
tgtgatcact
aatcccegtg
ctcecetgega
caaaaatgga
gcagtggett
tggggtgett
gggagaaaca
cacgagtgag
cagcaggceac
catecttacct
atacttttgt
tactgtaact
gtatttccca
tgetggattt
gaagagtcct
aggcacggaa
tggtattaga
tcaactagaa
atgcattgte
acataaaata
tttaactgaa
catcagaata
ttcattgtgt
ggaagagaga
ttggaatgaa
ccagtgectt
atttgececate
tttcattaac
ttgatttaca
ccctgeaagt
ggtaattatt
aaagaaagca
getgtgtgac
caaggatatt
catgatgaat
acagcaagtg
gaagaaaaga
agtgtgttigg
tttgatgaaa
aattacatta

97
665
DNA

<210>
211>
<212>
<213>

<400> 97

ccteecggeca
ctttccegag
cgcttcagtc
ctegeccecce
aagctgtgga
aaacgicagg
aaattagcaa
gagttgaatc
agtcagctic
gtgggetgge
aaagctctge
ttagaatcce
cgeetggtaa
ccagatcagce
aacaccaaga
gaaggccaga
aagaacaatc
cgagccgtea
aaagacctcc
ggggecattca
tcccaaagtc
aactgtattc
gactccegagg
aaacttgagc
gtcagectceg
ggtgaaagta
gtacagtatt
gaaagtatac
gccaatetgt
agtgtctgga
taaaaaaata
teetetigtg
tttagacgge
gagagaatca
agcttgaaaa
tgaactttge
gaggctgacce
atgcacatgg
gaacccaaag
ttcatctgee
acatgactct
aagcacttcg
ctgagaaagg
tctggttctg
tctgattaat
gtgecagggta
gtaaatatta
ctaaattatt
gtaaatgecat
aagatatatc
gtgatcaatt
ttttictatt
aacctgetge
atgaatgatt
gaaaagaggt
tgaatgtitt
ttaagicatc

Homo sapiens

geggteegge
tcacgtcget
aaaccctgea
gaccctggtce
gtgagacctt
aggcgatctt
aaaaggccta
aaatttttgg
gagatgttag
teceettgecet
tggaccacaa
cctttagecg
aataccctct
agcacttgga
ctggtgaatc
aagactccct
geggegtgaa
cccacaatga
tgectggaaga
gcaacaatga
agacccactc
gtcaagccaa
gatcgttect
agatggacca
actgtgagcg
acgtcigaca
tgeattccac
atgttggece
ctgtgtaage
tggatggaga
gaaaaagaat
cttctgtace
cttgtaaata
ggaaagacca
catcectggg
aacttcatce
ttaaaagggce
caccaggagg
ggcttaggaa
taggcctact
atcgatgaca
tcagaacctt
ccagagettt
tgctataate
tagaatcage
aagtgcagac
aggatgacct
gccaaaaagt
tgatgtcatt
aatataaaaa
ttaccectgta
acaagtttat
agacagaagc
ctttgtagge
ttgtcaagtg
tgtataatgg
a

caaggacgct
agcaaacctc
gegetecatt
cagaaatgcce
cgatgtgtegc
tgagetttce
tcatgaccce
aacactggac
gaagcctgat
cagctectat
aaagcaagat
caaactagat
gettctecga
agaagctata
tgaatgccge
gatcgacagce
actgcatgtt
gcagetttge
cctccaggat
gagaattaaa
gctacaagcee
agaaacagtt
aaatcccacce
atcggacagt
catggaacag
gaagcatgtg
agatggaacg
agtctctegt
tggaatctgt
ggtacicaaa
ctcaaaacta
actttcccag
gggeatgagg
actcatgaag
gattctgaag
agtgcaagtt
caggacagaa
tgtcteteat
ggectgecag
cattatttta
ctgtttatag
ctgtgggage
gggetttect
agaattgtaa
tagccagatt
cttaaaaaca
gtgcaaaatt
tttttttaat
ttattatgta
caaggtatat
aaacatattt
ttaaaactge
agaggaaagc
gcecatcagee
tiggectatg
ccttaaactt

gaggagccta
atccegeceg
agcttccgea
gececectega
gtcaatcaga
caaggagaag
atgctgaaac
tctetaatte
ggctcgactg
gatagctact
caccgagtcc
ctctggaatt
gaaatcttga
aatatcattc
tattataaag
tctcgagtct
ttectgttee
taccagectgt
ggagaagtga
aacttcttca
aatgacactt
ttgtgtgetg
accgggagca
gagtcagact
acagactctt
cacttcggga
gtttggagaa
atctgtacct
ggcaactatt
caagttactt
ctgttttaca
ctcttagatg
aactcatctg
tgaacttggt
gettaatttt
tgatgcaaga
geggetgeca
agttggttec
gataacaaga
gagaatgaat
aaacacagga
cattgagaga
gctetgettt
ttatgttete
agtaacctct
gctaagtacc
atacccacac
ctgtetttea
catatatcat
actttattat
ctgtatttat
tttctcaagt
caagaacagc
acttttagaa
ggaaggtggt
ttctggaagt

44/1203

gtaataaacg
tgaaggccac
gtgagagccg
gcacgaaacg
tgecttacatce
aagacttgat
tctccataat
ctctacatga
aacatgttgg
gcagcaatca
aggatttcct
tcctegatat
ggcacacacce
agggaattgt
agcggettcet
tgtgttgtea
aagaagtgcect
accgtecagece
ggetgggtee
gagtcagttt
tcaacaaaca
ccgggeaage
gagagctaca
gtagtatgga
cctgtggaaa
agcaggccetg
gcacttttte
ttgtccctag
accctgtgtt
tcagttgtee
tagattgttt
tggtagctaa
tgtattggga
ttgatecttac

gcaaaggagg

atgtattagg
gctectgaate
tagcctaaaa
aggccctgta
gaagcaacaa
gaggaagaat
aaagcatggt
tgggtcgtca
cagaggccaa
ttgtceagee
tagaagagct
cagcactagt
agtttacaga
gtgcattcaa
tttttgaaaa
aggtcttaaa
cgttattgat
ctttattggt
gccatcagee
caatgaatgt
atticaaata
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240
300
360
420
480
540
600
660
720
780
840
900
960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2460

2520

2580

2640

2700

2760

2820

2880

2940

3000

3060

3120

3180

3240

3300

3360

3420

3480

3540

3561
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gtggtcccac
acttatcgte
ttactettgt
cattgcaatg
tctgeetgte
tttatacttt
atgtaacctc
tatatagttit
gaagaatgct
tactgetttt
tattttgtac
aaaaa

<210>
211>
212>
213>

98

DNA

<400> 98
gcacgagggc
ccaaactcct
ggcgectgac
cctccatget
gegatgggtyg
tcttecacat
accttcatct
cgectgtgga
aggttggtge
agatctgaga
ggcecgacaca
cccatcteac
acgccagcaa
cggatagtga
cgggggttite
gggcagtget
gggtcageet
actttattct
acgggeaggt
ctggagetgt
cattcgtage
ggcttgatea
tcgggeaget
tgceggeaat
tcgaaggatt
tgtaattgga
gttgtacttg
gttgggaagt
tatccetgee
ccgatgecetg
tgccacagtg
catctgtcag
ccacggtgca
gcaagcactg
ggtaaatgtt
ggataagcct
tggagcaatt
aatgtgcagt
tctgattgaa
catgcttget
gcttgatcat
ctetettgga
cccagtectg
actaacagtg
aatgggaccc

3016

aaaaatattt
ccacaaagtc
cccaatttta
attatcttga
tectecatggt
tttaaacttt
tatgctctgt
cccaatggag
gagccaacta
gatactgtat
tttetgatce

Homo sapiens

ctttggtctt
cgggeetcte
aggtcatctc
tggcacggat
tgtttccact
actgaaagac
ctagcaccte
agagacaggg
ctgtgatggt
gagtcagtgt
cagccacgca
acacgatctg
ccttgacatg
ccttggtgee
tgecacttget
ggegeagggt
tgaggcacag
gagetgggtt
tgttgatcte
tgaagcgcag
cacgctgece
cctccacggg
tcacteggee
ccgecatgage
ttgcaacaaa
aacaacaagc
cttcagcaag
cttgetatgg
ttattgcaag
cgtaccatct
ataccacacc
atcttetcac
gttcagaata
aaatgtitct
ttggttgatg
attgagatge
cggacagatg
aaggagagat
ccagatgttg
gattatttca
gatttaaaac
gcaaatgatg
acagccagca
actgttigaa
ggatttgggg

tatgtagtgt
acatttggtg
aagagaaatg
gcacttaaag
tgaaatatgt
cctgtgttgt
aaggtgatta
aggttattga
taaacactca
tacgtgccaa
actgtaatat

gttgaggatg
ggtcaggtct
agtagcgttc
ctgggggtte
gacaatgctc
caggtcetgg
atctgaggat
ctgettteca
cacttgggte
catgaagtaa
gatctccacg
ttctgecaggg
ggaggegatg
ccctteeegg
tttggcacca
gcactggecet
ccegeagetce
gtcaatgttg
catcccttca
ggegggeact
agactgggge
caccaggatc
ttectggaag
gtcctttegg
ttegagetgt
agaaagccaa
aaacctcaag
gtactgaaaa
gactactgtc
tcaccagtcc
tcatggcact
actgctgtaa
ttgetecaccet
cagttttage
gagaattgtt
agctcacate
ataactgtat
tactagagga
agctacagag
agtatcccag
atgctcacga
aagacatccg
ggecagggagt
tataataaag
ggttgtttgt

gcettecagag
gtggtcagee
ggaatgagtt
tccagtgttg
ctgaagaata
aaatattgta
tttgtatata
gtaacctttg
attttgtatg
tagtttccca
ttaataaaaa

agcagggact
gactggtggt
agaacctcac
tgtatgaggt
cattctgget
tggatcttgg
gtggtattge
aacatcacca
cctccggaca
tagagctgtg
aagcctgeat
atgtaaccat
tcgegaaatt
gggeectgtca
gacagcticca
gggeeetgge
tcacgcatgg
aagtgcccat
taggaataag
cgetgetege
tgggggaggt
tigtccacte
gagcaggtct
accaggaatg
ccgactctga
tcteattgtt
cacagagctg
caatgtcaag
cccagacctg
tgtcactcca
gettageagg
agggccagat
actaacctca
ttttgaaaac
accacagatt
agcaaaatgt
tgtattaaag
gagagttgaa
aatcgctage
ctcagtgagt
actccgecag
gaagaaggtg
gacgtcaace
cagagtgact
ttgtttttag

agaaccattt
aagtcgcatc
tgeeetggtg
getgttagtg
gcagcataat
tacttttggt
gcaacatgge
cattagttta
ttttccaaat
atcacatagc
atgttactat

ggacgtigte
caggacccag
agatattgat
ccaggtgggt
caatccgceac
ccctgtecac
agacaatgta
ccacgttget
tgggceceeg
aggaccggge
gctggetggg
ccactaaagg
ccaggcccag
ccgggattat
gccactgget
accagccaca
ctccacactt
tccacacgac
aggtgtictg
tgecetgaat
tettggeett
gcagcagetg
tggggteatg
aaagttactg
gaatgagaca
ttaggagectg
aaaactgaat
tctectactgg
aagtttattg
gaggagctac
tcecgetata
catcaaacaa
ctgtcctaca
ccccaggtat
tttgtgaaga
ttaacttaca
acattacctt
ggagctgaga
ataactgatc
gccatcactg
gctgecattca
agtctgggag
tgaaagtcgt
aaaggcataa
aacatagagt

45/1203

atttctettc
tggectagtt
agacccatac
tatttgatat
ctcttggetg
gattccaget
ccagtgatat
aacactacca
tggtacttat
aggcaagaga
ctgaaaaaaa

caggatgaag
agcgagggceg
gtgectectte
cccccatacg
gatggtggeg
ctgcaccgac
ggatggagat
tceggeattce
gctgggettce
catgaattca
cttggectec
getgeactee
gttcteccet
ctctgtgatg
ctcctgggcea
tgegaagtet
gtagaggtga
tgtcaactce
gcactgtacg
gttgaggatg
cagcgtgata
ggggeagtce
ggtgecagaca
ggagataact
tgasaaatge
ttccaagatt
gtgcagtggt
actgccatat
aagcttgeet
tgtatacaga
cccaggagta
ttttatttaa
aagttcgaat
cgatgaccct
tgttacagag
tgtgtagage
gtttggttcg
cacttgecta
acctcattge
atattaaaag
agctctatge
aggggegtee
ggtgaagage
ttgaagaatg
ggcatggeeg
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60
120
180
240
300
360
420
480
540
600
660
665

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
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tgctggaatg
ttgcacattt
ccttgaaagt
ttgagaaatt
tgattttttt
aaaaaaaaaa

<210>
211>
<212>
213>

99

DNA

<400> 99
tgatttictaa
tgcatttgtt
gtggtgatga
tcaggtccat
ctgatgatct
tgtetetttg
catatatatt
gcecttettt
aatccctgee
gagcttatga
ttgetttttt
ggttactagt
agacttattt
tagttgetgg
ggcaggtctg
tcetttgett
tttaagaatt
gtetgetgtt
ctttaacatt
atgatcttct
cctttctage
tggttctatt
cgtaatccca
tcttgtctge
cttggtctat
tcaccgetat
gttctgeaat
agggcaatgg
ctgceteage
ttggtattta
ctcacgtgaa
tgeetggecee
ggagtgcagt
tectgectea
ttttgtattt
acctcaagtc
cacactcagc
caacatacag
tcatttcage
catttggagg
ttettgtett
tttcttttaa
ccagtcccta
aacagcaaag
ctgttecteg
tccattcagg
ttgagcaget
ggctggaatg
ctetgtteca
agaccctggt
aagcagtctg

acaaataact
ttgcatgtgt
cctaacatta
caaatctcta
tgectactgtg
aaaaaa

56820

Homo sapiens

tttgattgtg
gaggagtgtt
gaaaaatgta
ttgatccagt
aatattgtca
aaggtctcta
tacgatagtt
gtttiitttt
ttt ttetgtt
gtgtcattac
atccagctcg
gatatgtgtg
atgtggttge
taatggtctt
gtt gtaacaa
atgaagctta
ctaaatattg
aatatgatgg
tttgtettte
cat ggagtat
taggttgagg
ctcccecacet
tatttctcag
ctgtettatt
tctgetatta
caggttggtt
ttttttttgt
tgaaatctca
cttccaagta
gtt gagacag
ccacccgeet
ttttttittt
ggcatggtet
gcctectgag
ttagtagaga
atccacctge
catcteetge
ctttagcteca
catctcagce
aaa gaaggca
tgt gggectta
cagtctggee
gtcaccteag
gtggaagect
cccaaatgea
aggaatggaa
gtgctggget
gct gagtcac
gggagacetg
tgggtggete
gccatgtttt

ggegltgettt
tctgataaaa
gaattigtaaa
ttgtatattg
caagtttaat

ctgtggtcca
ttacttacaa
tattctattg
gctgagttca
atggggtgtt
agaacttgcet
agatcctcett
cttaaccttt
ttccatttge
atgtgagaig
ccactctgtg
gatttgatcc
tttatagtgt
teettteeat
attccctcag
gtttggatgt
gcceccaatce
gettetettt
atttcaacct
cttactgggg
atgttctcat
ctttcaggea
atgttttgtt
tctgcaagge
atacttgtga
atgttetttt
ttgtttttteg
gctcactgea
getgggattg
getttcacta
ctgeetecet
tttttttttt
cagctcactg
tagectgggac
cagggtittg
ctecagectce
aatgttttac
gtgaacttca
tcaacctgtt
tgetggettt
tetgecttea
acttttctgt
attttccagt
getecttitat
cctgtaggag
ttggggacct
gggggeacac
ctgaacagca
aaacctctgt
tacctggtiga
cgggggetgt

ttttttgtgt
atcaattcta
tgttatttat
ttetttgata
gtgaataaaa

agaggetgtt
ctatgtgate
tttectgggta
ggtcctgaat
agagtctcce
ttatgaatct
gttgacttiga
gttggtttaa
ttagtatatt
ggactcttga
aagtggggcea
tgccattgtg
cactagtctg
atttagtget
catttgecttg
atgttaaatt
tetictgget
gtaggtgacc
tggagaatca
ttetgtgeat
ggatgatatc
ggccaatcag
cattcttttit
agtcttcaag
ttggattatg
ctatactgee
atggagtttc
acctctgecet
caggcatgtg
tgttggtgag
aagtgetggg
gagacagtgt
caaactccac
tacaggtgca
ctgtgttgge
caaagtgctg
catgattttt
ttcttatcca
tcetecacecet
ttgagttttc
atctttgaga
agggetgetg
acctgaaget
cagagagctc
gtggetggteg
gcttaaaaat
ttcagcceet
aagatggteg
cagacagaga
tatagaacaa
tgtgetgtee

cattaatatg
gcactgtgaa
ggaaatacct
tgtggettag
tetttgtgga

tgttataatt
aatcttagag
gagagttcta
atctttgtta
attattattg
gagtgctect
accttgtacce
aatctagaaa
ttectetatt
agacagcatg
ttcagccceat
ctattatacg
tgtgetteat
tccttcagga
tctgaaaagg
ttegggttgga
tgtagggttt
tggecetttct
gatgattatg
ttcctgaatt
ctgaaatatc
ttgtagattc
cattcttttt
ctctgagatt
aaattcttgt
tatttttttt
actcttgttg
cccaggttca
ccaccacacc
gctagtcacg
attacagacg
cttgetetgt
ttcctggatt
caccatcatg
caggetggte
ggatcacagg
agcttcettg
tattctgaat
tgctggatag
agccttettg
tttectgactt
cagtatgctg
atcaccagtg
catcccaggg
accccggatg
atagtccgge
ggtcacctet
ccttecttte
acactggtgg
gtttggggac
tggggeacca

46/1203

aattattatg
gcttcagaca
tccaatgcta
ttttatgttt
atgatgaaaa

tcagttettt
taagtgccat
tagatatcta
attttctgte
tgtgggagte
gtgttgggtyg
attatgtatt
ctagaattge
cctttatttt
ctgttgggte
ttcecttceaa
gttattttge
tgtgttttte
gctettgtaa
atcttattte
atttctttte
tggetgagag
caccagctge
tgtettgteg
tgaacgttegg
ttttccaagt
agcctettita
tttcetctat
ctttectetg
agtgtgtttt
tttetgtegg
cccaggetgg
agagattctc
cagataattt
aactcctgac
tgagcaacag
tgccaagget
caagtgattc
cccagctaat
ttaactcctg
catgagccac
cattgggtta
tctacttctg
gtgatgtggt
cattgattecc
ttggattttt
ggggeccact
aaggttgtga
aggtacagac
ggecggtetet
catgtitttg
taaggctgaa
gtcttgggag
gcgtageega
tcacttaaaa
cttetgecee
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2760
2820
2880
2940
3000
3016

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940
3000
3060
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tggtagectc
gatggtggee
gccagagaac
gaggaaggga
getgggggat
ggctaagtca
aggtaggtge
tgtgaagtge
ctctttccta
tgggaagceccee
gctetgecaa
catgagggga
gggttgtaca
tcctgggteg
cttgattagt
cccttetgtt
ccactccacc
gtatactgta
gcaagaaata
atgcatccta
aaaaacttta
acatctgtga
actatatttt
ctattatgaa
gcatttctet
gggggtagag
ttgggaaaac
acttaacact
accagtggtg
taaaaaatct
taattaaaca
taagcaagat
ccagtattct
agataagaaa
aaaatggtaa
aggtctggtsg
gcaaccatgg
tetttttgat
agtgaagaaa
tgggaagtct
caccagctta
aaccgagagt
gectatcace
ctgtaggggs
gactgaagaa
tggtacacac
cccttaatece
ggggagtgag
agtggcagga
gaaagttata
ccaatctcta
gaaattgcte
cagactacag
ctcttatatt
gcttgaggga
aatagagata
ctgaaagctt
tgtgtccagg
tttaaagagt
atttgtgaaa
cagaagaagg
gaagacaggc
tcagictgac
. aaataaaaat

agacacacca
cacccetece
accagcaggg
ttggggaaaa
cccttctgee
cccaaatgac
cacactgcta
cgtggacatg
ggggtagtag
agagccagag
gaccctgecat
tettctgace
ttcactcact
gecatcatcec
cccaatgcaa
cctecteecatg
tectcattttt
tatacagaaa
aacatgaacc
agtgtaacca
ggtaagcaga
gagtaatcca
atgtatccat
tagtgetget
tgggtgtaat
cctggagtat
taggtggtcet
tgacacttca
tcattctage
ttttaaaaag
tatttatcte
gatggatatt
aggatgaaga
gtatcagaat
tgecactttct
tgetgggges
ctcattagtg
ccagccatca
gaagaaactg
tagggtcaag
ttttagttet
gagaggtgag
cagcactgtg
cagtgcaacc
agaatgtatt
aagtgctaaa
caatccttta
gtgaggtaga
ggecaggetg
ttceteacte
tectetttte
cacagagtgt
agtccagagg
gegtgetggaa
ggttaaacce
ctgataccet
tatgtgtttg
aaaagaatgt
gatgcccate
gaagatatgg
cacaaccaag
aaggtccatg
aataatcatg
gaatgaccta

aagcttgaag
tttgggagtt
gttgctgaac
gaaacagtct
cctggtcagt
aaagatggag
ctggtggetg
gggeetgeag
gagttctaac
tatttaaage
agctctgtgt
caagggtcge
gettcccetag
cgctttgett
gtacatggac
agagccatce
ctaactcacc
agtgcacaag
acacactgga
ctattctgac
atcatacagt
tactgttgea
tectattaatg
atgaacattt
gtcataaatt
agtgaactca
tgtccaagag
gcetagactgt
aagtatcact
tcattattte
teccatgecett
agttgctgag
taaagaagta
aagttttgte
tttggatice
aagagagaga
acatatatct
gctctetget
ctctggttat
attgggacag
ctaaatggtg
aaatgtttga
ttcacccace
caaga@aaag
ccttcaagga
ctagaacttg
tggetctggg
tcagaaaagt
gggaatatgg
tggagtggat
tetgt etace
gatatgectgg
caatt cagct
aaagataaat
cagaggagga
tgtatcetgt
cattgectgcet
ctaacaatct
tgtgacttge
aagtctggtc
caagaaaaac
atctt cagtc
ggcagtaaga
ticcecccaat

gctagaactg
ttgtcccagg
gceeccagttg
ggcecatgttt
ttggactctce
geecegeecet
gcetggaattc
accatccctg
ctactttget
tcecetggtet
gtcagactga
aaagatcagt
gaggtggaac
ttctttgtte
atttcagttg
accctagetg
attgagatct
tgatcagcetce
agttccctee
ttctaaaaac
atatattatt
tgtagagtat
acggatattt
ttatacatgt
gtgcacagtt
gcaaggcaaa
accgctctgt
gtattgectt
ccagaaaact
caagaaaagt
gttttatgaa
gggaggggaa
taaatacaaa
tctggaaatc
aggattggteg
ggecaggeaca
caggtgacca
gttgacctca
gtgcagggtg
agtcatcttc
cataggatcg
cagagtccag
ctactgatag
gaagaagaaa
tatgtggage
cccttctact
aaagcagtgt
gggecattcat
gtgtgectga
gcacctgaaa
tgtagacaat
agataagggg
tcteectete
gctgeaccetg
acatttgaaa
gcattgacat
aggtccatgt
c¢ettectaga
attagatgtg
tacaagtiga
aaaaagagceg
aagaactgag
actctcagce
gaaaataaaa

ctaagatgtc
gagttttcaa
ggaggtccee
tggtagagca
cagagcccac
ccccgtgggt
caagccagtg
cttggeccce
ggagttgeag
ccacgtgtgt
aggccttggt
gggagaggcg
ttcccttgge
ttcgtaggtce
aaggtgctigt
cttctaattg
ttaagtaaac
aatacatttt
aagtccccat
atagatagtt
ttgtgtctaa
tcattgetat
agattgtttc
cgtttggtaa
ttactctgaa
ttctatcteca
taatttccat
aaatactatt
ccttatacgt
gagcagaggc
atctgetttt
gtaaaaagac
gaaacagttg
agagaaaaac
aagaaaaaaa
ctcttgeate
agatctgtgg
gagaggcacg
gtgtgagaat
ccctacacte
ggggagagtt
aatcagtaaa
atattggttt
attacaggtt
cagaacctgt
cctgtectgt
caaaatctat
aggagaaggg
gacctaaatg
cttatgtgte
aatctaagta
tggaaacgag
acagcctttg
tgggaaaata
attaagacct
gtetetttgg
tggatggcaa
atgccacaac
ggatatactc
cacagtgttc
tgggagetge
gataagccaa
tctccaaaag
aaatttctgg

47/1203

caacaacaaa
atctttttig
ccacagtgag
gctgtgetgt
aggctggaat
getecateee
ggttttatec
tggtttcage
ttacttttge
ctgaatgget
ggagtggttt
tgggttictg
ttcgtgtcge
aagttgtttc
atttactcac
gccatcttgg
ttttgtigaa
cacaaagtga
ctagtcacta
ttgaattita
ttttitgeta
ttatgtatgt
cagcttggga
atatatgcat
aacaaaatta
tgggggeetg
gtcccactga
ctcagaaata
acaaaaggca
aagaaaaatg
ttcatgggtc
gtgetgtige
ctccaggaga
aaattccaac
aatgagtaac
actactggtg
gaaagtcaaa
tttgtagatg
gaggatigce
tcgececace
ggtgttgegg
aggaactgtg
gtttgtetgt
atctggcaga
cacaagaggg
tttcggaaaa
agcacagaaa
ccaggaataa
ggagacictg
aatgcattita
agggaggaaa
gegtecgagg
tttttttete
gtggaaatga
tcaatcegga
ggagactcat
ttagattgat
tagagcacct
agactgacga
atccacttat
agacagtggg
gcectgggga
caaaccatcg
gtatgctcaa
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3120
3180
3240
3300
3360
3420
3480
3540
3600
3660
3720
3780
3840
3900
3960
4020
4080
4140
4200
4260
4320
4380
4440
4500
4560
4620
4680
4740
4800
4860
4920
4980
5040
5100
5160
5220
5280
5340
5400
5460
5520
5580
5640
5700
5760
5820
5880
5940
6000
6060
6120
6180
6240
6300
6360
6420
6480
6540
6600
6660
6720
6780
6840
6900
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aactttaaaa
ctgttgtttg
ttggccagece
getttgtgtg
tacatcaatg
gceggattaa
tcagacttga
aaaccgctga
atgetettet
acccctgecc
ttggtttgea
tcaccaccte
ggeagggget
ggcattgtaa
ctgctgtgga
tetecetgte
aaatgcattt
cctgatggat
acttaacctc
gattggcaga
acaaaaaaaa
ggcttategg
tcaagaaggg
gaattaggat
gtgeeeccgge
aaaggtcagt
ggggtggaac
gcgataaagg
ccagggggaa
cctggecagag
ccccactace
gggggtgata
gagacacctc
tgggcgeaga
attaccagat
gtttgtgatg
atctgettec
tgetgetgtg
ttgttctgtt
agcttgeett
ctggecagac
ctggaatggg
tgcagttgtt
ggctetggga
tttcteecaa
agacagctcce
cacctcattg
agcatgcacc
ccatcgctga
cagaggcttt
agtgtctcca
gcecteeega
gcagtgectg
agtcgggage
gcaagagcge
tcaatcacaa
ggcaaacatt
ccttgatggt
aggctgtett
cgtttccatt
ccagectget
ggtgagtgea
acgggaccct
tacttttaag

atggcagttg
ccgagecccaa
tctcaatgge
ccecggataa
aagtgtgteg
atttgttaat
agtttccttt
tgggtttgte
cattcatgte
cataaacggc
gatgtcaaag
attgggtgaa
cccacagage
attccteceet
caaagaacat
caagcgggac
gttgecagett
agtgaaccta
ttccacccaa
aaagagtcat
aagcacggta
tgctcacagg
gctggaggeg
ggaatgttga
acagagaaat
aaccctggee
gggtggggec
ttgeegettg
atctgettce
tgagagggtt
tgtggtggga
gggcagatge
cacactctce
agcactccat
ccegeccage
tgtcaagaag
ccttgggcaa
ggtcactgtg
ccacacagaa
ccaggtggat
ggectgagtg
gaccagacct
gtgacaccac
gceetgtece
gcecageegea
gcatgcactt
ctcagtctct
tcectactte
ggcacttgac
ctgcccatet
cggegtigte
aagcactcac
ggtacgagce
atgcetgecet
cggtgeecece
tgcatacctg
ggaaaaggtc
gecegeeccceag
ccacctccag
tggtgeetgt
gcetetecta
cacaaggttg
caccggggtg
tgccacccetg

tgttctagac
ggatgeggge
tagaaacacg
cttaaatgeg
ggagactgtg
aagcatgaca
gatatcagag
tgaaaagcca
cctctttate
cctctegaac
aatctgcaga
agttccaggg
tttgagtaac
tgecagectcee
caaattacag
cgetttgeag
aggttgaatt
ttcatcaaaa
gtcegeatet
ggtcettgte
aacgccagcet
aggcagggat
ggggteggegs
gaggactgaa
cccttettaa
ttttegattg
gctetaccac
cccageacct
agccctectt
ggeecgetget
cccaggaagg
tgagggcact
atctgaggtg
gggtcaggge
aggtttagee
tggtceeett
ggctgetgee
teectgggeag
caaagctttc
tacaacttte
cctgeegggt
cttceccagge
atcccetgte
ggttcctaag
gtttggetesg
ttceccagtgg
ttgagcacaa
cctgecacget
accgtgagge
cctgagcaaa
ttggccecaag
gecacagcect
cagttcccgt
cccagggect
attccatatg
cctgetgeaa
atcaatcctg
cctgageceg
aaagggccect
aggcactgac
gggattttgt
cagacaacca
ctatgtgtca
gaccagcata

ctctccaagt
tttccattta
agccccecacte
agtattgaaa
tcacgttget
gttattaata
ggaagtggat
gtettggege
agaaatggaa
acaatgggac
gggtgetact
ctcaatccag
ttettggtteg
ttcatgtggt
catcacgagt
agaccagagg
atttttegtt
aagtgcactg
gtgtgtatca
cttgagttta
gactggaacg
agagagggegc
aaggggageg
agagacaaca
tgtettttee
tcggegeate
gecategggge
accctgtgta
ctetettect
ccctttggag
ggacagtgga
tggcacgacc
cctgecacctt
agctegttet
cctgaatcag
ccctaaagcece
gtgeeeggtyg
ccgegatcte
ttttettgte
ctgettgtac
cccctgacca
cctggtgecet
aaggctcaca
ggttectaag
gcaatetgat
agectgette
aggcatcctc
accaagtttc
cgcagectgag
ctctgtecaca
tcaaaaccct
tectgtectge
ggattctgee
gatcaagaca
taacgcaaac
ccaaaagaca
agcttgecac
tetettgtgt
cagttttget
tgactticcag
ggtttgecac
gcttecegge
ctectcaaage
gcecteacce

gtcttttcat
gccaggatat
cagaccccac
gtcagggcea
gcaactcatt
acatgcttge
gtgctaaggt
gggagttagt
acagagagat
ggaatccacc
gaagatccag
gaccacactc
tgecagtctge
gaggggatca
gctattgttg
catatcgcgg
tgetetttet
ctettctgte
tcaataaagt
cagtctgcac
tetgetecegt
tgecagtgcete
gcacagcggg
cccgtggage
ttgactgcecea
ccgacgtggg
gcatttattg
gttctatcce
tgggatccecee
caaccteccett
geectecate
gtggecactce
gccaggaaag
gecececgececee
caaagccagg
atggcaaacc
cceteteggt
tgtggtgcetyg
ttattctcce
catctgecce
actctgggaa
gggatggcecea
ctgctgggee
agctgtcaga
ttcaaagggg
gccaatgetg
ctagcetgtg
cctitacgtyg
tectaactea
gaaaagccca
cctgtceatt
ccctecatece
tecetgggat
ctgagaggtt
ataaaaacag
geetttetgg
attctgtgag
caatct ggaa
tetcatctat
accaactteca
cceccaccceeg
aggcacgtce
agtatccacc
agtccgtcce

48/1203

tcagggaaaa
caatagccat
tgttagagag
gattaagatg
tctgcagcag
caagtccget
tcaggtittg
cggtgcecag
tctcctggaa
cacaacgcgce
ccttagccaa
ttattggceca
aggcaatgtt
cttcagetge
cctgtggtgg
cttgagctga
tctacacgeg
tattgtaccg
tgtgtgettt
ggagagaagg
gacaaatgca
agaataaact
ggagttcgtg
aggcagcacc
gcciggagag
gatggggacce
cacaatgatg
tcctgegaag
agcgetactt
tcttecatat
aactacctge
catccatccg
gaagagcccg
cacctccaac
ttceetgeat
cagtaaacac
ctceccaggge
ggcattetge
ttcececeege
acagtccatg
acccteccac
acaagtgact
tteettgget
aggaccacce
atttccetge
tctttagtga
gtcecegaatt
cgettgteca
gggagcegece
tcagegiccea
tgctggeact
ctgactggtt
gegeggggeg
ctcagcactg
ccctgageca
gcttceceegt
aagtgctctg
ctgcegecac
cttatgagca
ggtgeeetcee
ccceectecea
tgtctecagac
acgatccccet
tctgacgatg
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6960
7020
7080
7140
7200
7260
7320
7380
7440
7500
7560
7620
7680
7740
7800
7860
7920
7980
8040
8100
8160
8220
8280
8340
8400
8460
8520
8580
8640
8700
8760
8820
8380
8940
9000
9060
9120
9180
9240
9300
9360
9420
9480
9540
9600
9660
9720
9780
9840
9900
9960

10020

10080

10140

10200

10260

10320

10380

10440

10500

10560

10620

10680

10740
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caccactggg
ggacactgge
gagggecegge
cttcectact
gectettgtt
ccttggeagt
cctggaatit
atgattagce
cactttetgg
agttictecet
gctcactaag
gtgtgtgtgt
tccaggtacg
cgacctttge
tgtgcaagac
tagtcattag
ttcactcace
attgggtttt
tgettcetct
aagttataag
tacagttage
tgtctgtetg
aatatattat
gaaatcatat
ggtacaacta
tttetttttg
cttgtectat
gcecatatett
cctcaccatt
gtgttctaca
ttatttttat
ttctggttta
tcagtattct
aaaggcaatt
acaaccctce
tatatccagt
tggcaaccte
atcaccagcc
tcagcatttt
ttcccagtaa
aattgatttg
ttccactaag
gcttatatta
.gettttggaa
gaactcaaag
ggtccattga
agaaatatcc
ggaacattga
acaaagacag
tgatatctac
tattattatt
caatcgegge
cctgagtagce
tagagatggsg
tgcecaccett
attttatctt
caaaattcaa
actacttget
aggcacacat
ccttgtaaat
gtattttatt
gtgtggtttt
tacacattta
attatattte

ctaagagttg
tgctctatga
ccttgececeg
ctetetgete
ttggtgtgag
tttectegttc
acttttgtge
gatgagccca
gatcctcatg
gaggcacatc
tggectaagg
gtgtgtgtig
ttctcaggac
atcatggcaa
aaaagcaatt
ctacacttga
ccatctcttg
ctgettetgt
tecetteett
aaaaactttt
ttcattgtta
tetgtetgtc
taattatact
taactttatg
tttagacctt
gggttattce
aagagtgett
tggettctac
gctactctcea
aatgttcttt
gttgtettic
ttcaatcatg
attgttcttt
tgatggctca
tctgaataaa
gttctgtatt
cccteacett
ttctetcaca
ttcagcttgt
cttatctggt
aaccaggaca
ttitctitetg
aagatctttg
ttcaggaaaa
tttcttgage
gttgetgtca
taattactta
caatgagaac
atgtatgtgg
aaagctggac
attattaaga
tcactgcaac
tgggattaca
ttttegecat
ggcettgeaa
atttttaaac
aagataacaa
tctetteeac
aaacacacaa
ccttggttat
gcatgaatgt
ttttitecatt
gtectetgee
ttagtgttta

ggecagetgtg
tgcagatggg
tctgttacag
atggcctcet
gtttaggaca
tttcacacct
aaggtgagag
gcaccactgg
cgceccagetg
ccttteccte
caggtggggt
gtggagagag
gtattgcgge
actgggcact
tcecttttcta
aataagattc
atatttttgt
caatatttte
ccttectttic
geetatttee
acctactagt
catacagttt
aatgtcattt
gatcaaattg
ttegtecactt
taaggattta
ttttgactct
tgetttgaga
aagaggaggg
tcccagaaat
tceeegacte
tttetttcega
gttctcaaat
agctattacc
tatttgecate
tttaattate
gggatgggge
gcettitteta
gcctatggaa
catacctgat
catgagattg
ataaacattt
gtcagaatct
cttgaaattg
aaggtactgg
acttgtacat
gtcttgatgg
attgecectgt
aatgaggaaa
aaagatcaat
cggagcctca
cteegectcee
ggcgegtgee
gttggecagg
agagctagga
ttaatttgtt
agggtataca
cagaagcagt
ataaacacac
cactagatta
gtcataattc
tttcttgeta
ctactccett
tetttatact

gcaaggggtt
cactgcacca
acgccagatg
ttccatcctg
gcctttecca
ttctattcag
acagtgatgt
ttgagcacte
cacacccget
aggaacctct
gtgtgtgtgt
ctgtgttggt
ccacaggaag
ggtctetete
agtatagagt
ttgtaacatg
gtatgecgtga
cttttaggac
tittttttec
ttagaaggaa
agtgtgtgtg
gaggtagatt
attgtagaac
gcaaggattg
gtgatatttt
tetgttttte
getgtectea
atagcaatga
aaggaggaaa
ctttctaaag
ccetggeagt
ccctggecaag
atctggatat
acgattaage
tcacaaagac
cagtecttig
atggaggtaa
gccttacact
gtgaagaaac
acccaccact
getgtttttt
cctttaggte
cccaggectg
atggctatga
cagtacctit
gattcttatt
tgaataatga
accctttgee
ctctacaaaa
cagccaaatc
ctetgtetce
cgggttcaag
accacaccca
ctggtctcaa
ttgcaggcat
tttaaaaact
cgtaaaatct
ttctaatgea
atacacacac
aaaatttget
cttagtccee
ttatgaataa
tectetttte
attcaatata

getettgeet
gagtccagcea
tgtettetea
gaggtccatt
ctttcecatg
agttttgtet
gacttcactt
cgttctagtg
ctgtggtttc
tactgacttg
gtgtgtetgt
gettgtgage
cttaggaact
ctctecccaaa
tgetgtactg
ttgcaaccat
ttcatttcat
tictatatgt
atgacagcct
tacaaacaca
tgtgtgtgty
ttctatctta
acaccgttta
gegtettaga
ctttataaag
tgtgtggaca
tcctacatge
aaaaattgga
aaacaaagca
accctttcee
ggagtagtece
gtctttatta
gggataattt
actccagata
caattgtcaa
agttgggtag
gggaagtgtt
tgagctgtee
taaccccaat
ctctacggtt
cctecatettt
ctgagttcte
gttaccaata
atttttaaaa
ctgettetta
tttgagaaat
aaatggggag
tcagttttea
catatattag
tttacatttt
caggctggag
caattetcet
gctaattttt
actcctgacc
aagccaccge
ggtaacacat
tttaacccce
ttattctaga
acacagcaat
tttcacttta
tgtttgtgaa
tgetttaagg
atgcactttt
cttatatetg

49/1203

ctcttctgag
gagtgctgeca
ctggetgeca
ttcccettatt
aacacagtct
catcgatctg
cttttececge
ctgtctgtgg
caggcattaa
gagtccctca
gtgtgtgtgt
aagcctetge
ctcatccege
ttactatatce
tcccatatgg
tgcaaatgtt
cgctcaggaa
actgttttet
ttcettetea
gtatctittt
tgtstgtgte
attttctcta
tgttttgatt
attttatcca
atcattcaca
tgatatttac
cagcacacag
cagtgaagtg
tttggacceta
tgecttcatt
aaactagttc
agtctagcca
tgaaggaagg
accgtgttac
tacgtagatce
tagatgaagt
gggagatgtt
catgttagac
actcttaaat
tcaatttggg
cctcteteet
actacctttg
tgtaatggcea
ttagctttiga
taagccatag
atacaaacag
gcacacaggg
ggaggataga
ggatctcaca
atattatcat
tgcaatggeg
acctcageet
ctatttttag
tcaggtgatce
gcectgactge
cctagtggtt
tctcttaccea
gatattacac
atgttaataa
tagatgaata
tattttgtgt
attaacttta
agttgattag
tatcaccata
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10800
10860
10920
10980
11040
11100
11160
11220
11280
11340
11400
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11520
11580
11640
11700
11760
11820
11880
11940
12000
12060
12120
12180
12240
12300
12360
12420
12480
12540
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12660
12720
12780
12840
12900
12960
13020
13080
13140
13200
13260
13320
13380
13440
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13560
13620
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13740
13800
13860
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14280
14340
14400
14460
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tttgtetggt
ttacattacc
cttctccate
tttggtetta
ttctetette
ttttcacatt
tcctttettg
tggtgaaaaa
atttagtttt
ccagtttcat
gcagatagtt
tgtggeccaa
ctgetagtca
acatgacctg
ggtccattga
tetctttitg
tggaaaatta
tctetgtgaa
taagacccac
acacggtaca
atgcgaaata
tgtaggtgaa
ttcctatttt
tgtctgtttt
tactctattt
ttatctacat
ttgtttttaa
gatgcataaa
ttctcaagte
atatattaat
acagcttaca
ccctgeteet
atcatccacc
actctatatt
taaatattaa
ttataataaa
gccaaacttt
ggagtgatat
actgggggaa
aggacagtcc
gtcaagactt
tttagctcat
attattattt
ttgaaatttg
gaagcaggca
cataacttta
atgaggatat
tctgtcaget
aatcattttc
atgggcagca
agttgaaagc
agtaaactgg
ctctccatta
ggataatatc
cctttecttgg
ggagccacgt
aggtagaaat
tcactcttag
ttcaagagac
tattccaget
tagattcttt
gcacttttgg
attaaaaaaa
tttgtggatt

ttagatggta
tcccacettg
tgagtgtatc
gtcctaaatg
cttgtgette
cticacagaa
agctettget
titcatctac
catgtccett
tttaattcac
cttctaagat
gtcattataa
ggggeagggt
tctetgtgat
ggtgetgtea
ggatttggtg
actgaacaga
ggagtcagaa
aatggcaaac
gggagcaaag
agaggaaaat
gtggatttece
ctttgactat
gtttactate
gatcatcgag
gitttttgaaa
aaaatcttaa
acagactaaa
tettettttt
gactcacaca
tatctcacag
acaacaaaac
cagttgcaca
gccagettgt
tatgtatcaa
aacggttttc
tctcaacttt
tgcteegtag
agagtgctac
ctggcttaaa
ctaaaataca
ttatattate
taatttaatc
gtagtgagca
ataaaaataa
ttttatttea
ccattccact
acactgaatc
taaaactatg
tttatgtagt
agaaagcttt
aacttagetg
aagaggcaag
acatgattag
gatgtagaag
aaccgtegte
aaactatatc
taagttggga
atctgggatt
caaggctctt
ttecttatat
agcaagtaca
aacaciccaa
ggtagttcgt

tttttgacct
tttttctttc
accattacat
tacacagatt
tgecattttt
gcctcacaga
tacttgettt
tttatggtaa
tictetettt
catatttaag
tagggccage
agaggtagect
caactacaat
ttcttcatet
acttgtgcat
ttactgagtg
ttataaagta
cccagaatat
aacttcatgt
gaactcaaaa
ggaggacatt
attattaatt
attttctact
gaatctccat
gcetgaaget
tggcttcaat
accatattta
atattacaca
ccaggaatct
tctatatatce
atatttcatg
tatttccceg
tgccagaace
cacaaagcce
aacaatacat
ccttttgaac
tetgattttt
gggacatttg
tggeatettg
atgttaatag
cttgtattce
atactttcte
atgcagtcca
gggcagaggt
aacacataaa
taaacttcca
attcttictt
acatgtctac
caagatgggt
cataataaac
aatgggagaa
catgcagatg
ctecectttga
tgttcacata
ggttgeettc
tacttatgta
acgttatgaa
gctagttcaa
aggttatgat
gagtcacgta
tccatcaaaa
tatttttgtt
aactcagtga
attgggctta

cagtcattaa
ctcttccaat
tcattctgta
tgacactaat
getttcatet
tcacatttct
attaaaactt
catttttcag
ttcatgtatt
aaatatcagg
attgtttece
ggggetttge
gttaccaagg
caatctcttt
gcttettatt
agtgactcaa
taaaaccaat
tgagaagctt
tetetgteat
cagtttetic
gaagatgett
tttataccat
agataataag
ctgeetggea
gcagttetgg
aaatgtgegt
cagtatagtc
ctcagtatac
catccactge
tgaagttcaa
ctcaacatat
cctgtattce
ctaatcatta
cattgattct
acacttgaca
ttgcctagac
aactccttat
tcactgttica
taagtagaga
tgectgggaa
taatgaattt
ccectetett
cagatattic
agcctttatt
gtagctaaac
ctagtatttc
ctgectttta
ttaaaatctce
tcaagcgcta
taaacacact
agacctgget
gttatataaa
ttttatgate
tctcagatge
atatccattt
ataccttctg
ttcatcttac
tcetgeccca
ttaatcaage
agggggactg
tgetgaattc
ttgttttgtt
ctttaaatag
tectggttagt

ggataagaaa
tgttgtteat
aacataatca
tactatgcett
ctgtgattgt
tctecattett
tcaaattcat
atgacttttce
atttgtgttt
ttttctcaaa
ctaatgtaaa
aagacagctg
gaacagattg
ctgettetta
tttgagaaat
gagtgcaget
ttacaaatct
ggtttggaca
ccttettgaa
ctgttcttge
taatcacatc
tcatcacact
ctgtattaac
cataattagt
ttctggagag
tatttttgea
ctaattaatt
tgetgtteet
catcgtttca
gattaattta
ttgaaattgg
ctgtctecegt
ttgactcttc
acctcagtaa
aaaactctat
tcagtatcac
gatgcagtgg
aagacatttt
ccaaggatcc
atcctgttct
ttgatatgaa
attcccattt
ttgagcacca
aagcttgttt
ttaactttaa
tttactttge
tcatcttcta
atccccacag
ggacactact
tcatggtttt
gttacagaac
gcaggaagtt
gcatggaggt
tttcacaagt
ggtcacttca
gtgtagtaca
cctgggaata
tcttatgtge
ccactatagt
ttcttacatt
attctgtate
catetgttgt
ccatcttatt
tcttctgeta

50/1203

atcaacatat
tgtataattg
ccacatttgt
ttgccatggt
taaatttctt
attttgccac
atgaaatatt
atcatetgee
acctigtatg
tcagttattt
caattticct
geggetetete
cttcgtgcaa
taacccatag
atacagtctc
agggagtttc
gaggagacac
gagcctctag
cgttcttact
aactaagctc
ccactgecate
ccattgtaaa
acaagaatgg
gctcaatgece
tagtitgtge
aagatacaat
taaaaattaa
tggggtcctg
attatcatct
tttgatgeet
agccattatt
gaaaacaacc
cgtettttte
tgtttttiaa
agtacagaat
tttctagaat
ttctcaacta
ggttgtcaca
tacaatgcac
tgtggttate
aataagacac
ttatagcatt
ttgtgtgeea
tcctgtgaaa
ctaatataca
actttgtaaa
tatcccacat
gtgatatgtg
tggctcagea
caatgtctag
agaatataaa
caactgcatt
acccttttga
tcaacctaag
gacttctetg
gctaggtgea
tttacctgaa
ccaggtcaga
tgtitagaaa
caagacttaa
ttaatttget
ctattgttaa
tgetggttat
gtcttgeetg
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14640
14700
14760
14820
14880
14940
15000
15060
15120
15180
15240
15300
15360
15420
15480
15540
15600
15660
15720
15780
15840
15900
15960
16020
16080
16140
16200
16260
16320
16380
16440
16500
16560
16620
16680
16740
16800
16860
16920
16980
17040
17100
17160
17220
17280
17340
17400
17460
17520
17580
17640
17700
17760
17820
17880
17940
18000
18060
18120
18180
18240
18300
18360
18420
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aggttttica
taggattgct
tgaacaatta
actaaaattt
ctgacaattc
accctccaca
aagtctcact
actggccaaa
ggcatggata
atcttctaat
tctcaattca
ctatcatatt
aaagtaacct
tttcaattga
attctacagg
ttecagtcetg
agaatactag
tcatcaagta
tatcctggga
atgtctaggt
ttaatttaaa
aattagcaat
ttaaattgea
attgcaaaat
tcaatataac
tectgeaaatt
agagatctag
tgttgeccag
gttcaagcga
acacccgget
gtctcaatet
caggegtgag
. ataaacatgc
acatcaacca
ctggaggtce
aggaagagct
gaaaaaaaga
‘atgacaatgc
tattttccaa
aagacaatta
cgagccaaac
cactatgttt
tatttacaat
tgggagagga
ttcctaaget
tcacaagcac
acacacacac
agtcagtaag
aaccacagag
ctagaacgga
gtgaagtcac
acaaaactct
tgggaaagtg
tggacctcca
agaagacaca
ctggactctg
gcaagagcaa
gacggactgg
tggatactge
acgtgectge
gggtgggggt
aagttggtct
agatgagaag
ccagattgac

tgtggectaaa
atatccagca
atatttttaa
atttgatatt
tttctaggat
ggttagectg
gaaaatgctce
gcaaatcacg
cagggaggcea
tgtttttett
ttttaccaag
getceacttt
ttattacttt
ttactaccte
agatcaattt
aagacatctt
agaaaagcat
ttatgactag
agttttaggg
gaaggaattt
aaaagatata
gctaatgett
tatattgttg
tgatgtgegt
atatagtttic
gattattitca
ttcactettt
gttgeagtcee
ttettetgee
aattctgtat
cccgacctea
ccaccacgcece
cacatattat
ttaaaatcag
ctgacagtge
aaaactgtca
gacaatataa
tacatcaaca
taggacatgg
agtgagttat
aaaaaaacca
aggaaatgta
tatacacaca
gagagaccag
tectgtggge
caacacagct
acacacacac
aggttcctga
cgggtgtgca
gtgetcaacc
atcactgtet
gaatagaaag
ggaaaggetg
ggatggaaag
tctggegtet
gtgcagtgee
ccccttgeeca
gtgagggeta
tttgagagtg
cgggaagetg
ggcaaaccac
ggaagtcagt
caagactgag
acaagagacg

gtcagectgge
aattaaaata
agtataagta
cagctgaaat
tecctcagttg
ggcagctcca
tgtccaggee
tggccaggee
tggtttattg
cccttatttg
tctecttitta
gegtctagtta
tccaagttgg
attttgtggg
tctaaggaaa
tattgtcact
attctctaag
gaagtctgat
tctectttea
tttaaattaa
cagagaaaaa
tctttatgtt
gagtcacatt
ctttcagtgt
atatgtttaa
ttcaacatta
ctttttattt
aatggeggga
tcagceteceg
ttttagtaga
ggtgatccac
cggetgttea
ttaticagaa
aaatgagacc
aatgagataa
taatttgtac
taaaattaat
gcttttacag
atacataagt
tgatctttic
aagcgaccta
taatcacata
gtacactgtt
tgeecagttt
cgcaatacgt
ctctccacca
cccacctgee
gggaaaggga
gctgggegea
agtggtgetg
ctcacctige
gtgtgaaaga
tcctaaaccet
gaggccatga
gtaacagacg
catctgcate
cagctgeeca
tgetggteca
acacatagca
gttgtctgeca
aaaatcccta
cagtgectac
ggeecttitet
ggctcagget

agattagctg
cagtatgcce
tgtctcatat
tcacatttaa
aaacagttca
cacatggtgg
tectettttg
cagagtcaat
agggtcatta
cttttattge
ttcatgagtt
atcaggacct
gatcactatt
agtacatgtt
attctacagg
atatatttge
gatttcaagg
gccagtttiga
gtccttatta
ttgtattggg
acaatgagga
tgtttataat
ctccteccage
ccattttaaa
aattatataa
ggtttcigaa
atttattttt
tettggetea
gagtagctga
gatgggggtt
ccacctegge
ctcattttta
acctccagta
aatatgtgce
gtaaaagaaa
agtacgitta
gagatttcac
aaacctgcaa
acaaaatica
acttgcaaat
ttcattgtgc
aaacagtata
ctgcaacttt
gcecatgatge
cctgagaacg
acacacacac
ttaggccact
tgtgectcag
tgaggatcce
ggctcatcgg
acaaaagtaa
acgagaaaac
cacaccaaaa
gcagagagag
gggcaaggge
atagagcage
actcttagce
gggtggeact
cccecggtgag
accttgtgtg
ggagaggeag
aggcaccaaa
ggaggtggaa
ggggeggeace

aggactggtt
agattaatit
aatatttgga
ctgggattce
tetetgttet
tttcagagca
tcatgtttce
gegggaggss
ctgtaatatt
accctctagt
catctactac
attatttgac
tecetggatte
caaacaattt
aggtaaattt
ctgatagtat
catttataca
tttgtaggtg
tcctaaaatt
tacacaatac
tctatgtata
ctttttetta
cgttcccaga
ttttgctata
atggcattat
aactgcctag
ttgagatgga
ctgcaacctce
gactacagga
tetecatgtt
ctcccaaagt
atgcctataa
aacaccagcc
gtatcatcaa
tgaactaaaa
tctacttaag
cgaaagagtc
taattgeett
agaggcacaa
ctaatatata
atcattccag
tagtgttata
tctgtacaga
aaaggtcgge
tacctggage
acacacacac
tagtgagetg
gagaaacttt
agaaagtgcc
ctaatcatge
attccaggca
tgeccaaggag
caagaggcaa
tagggaagtg
cggeectetg
cagtgtccct
cagtggtgca
taaaagtaag
ggtccegtgt
cactcacctg
caggetggeg
tggaaacgtg
gacagecctgt
catcaaggca

51/1203

ttecctgtage
gaattcaaga
aaacacatac
tatattttat
atgtggtete
gaaagagtgc
taacatttaa
actatacaat
ttcttagatg
ttttctaacc
cctaaatctt
catcacctta
catatttact
tctaaggaaa
tatgagtaat
gtttaggaat
tcgacattta
gcattccecet
tcttgagaat
atctttagtt
catcatccat
atagataaaa
ggcaactgat
aatatatgta
actatgtctt
cttgatacat
gttttgetet
cgetteetgg
atgtgccace
gatttggetg
gccaggatta
attctattac
ttacactgaa
tactgttttt
actattgaat
aagtcagaaa
tgactataga
ttagtaaatt
aggacagaaa
atacatgcta
agatactcga
ggatatataa
tatagtaatt
gggatgagag
agaggectige
acacacacac
agggactcca
aatgcctgga
acagacagca
gggaaaagaa
gatcgatgag
actgtgttca
taagggaaaa
gcageccagtg
cagcactctg
cagaagagag
tcgtcagagg
gggategteg
ctgagacagg
gagggeeggeg
agggcacctg
ctcataagat
ggeggeagtt
gagcacttcet
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18480
18540
18600
18660
18720
18780
18840
18900
18960
19020
19080
19140
19200
19260
19320
19380
19440
19500
19560
19620
19680
19740
19800
19860
19920
19980
20040
20100
20160
20220
20280
20340
20400
20460
20520
20580
20640
20700
20760
20820
20880
20940
21000
21060
21120
21180
21240
21300
21360
21420
21480
21540
21600
21660
21720
21780
21840
21900
21960
22020
22080
22140
22200
22260
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cacagaatgt
agaaaggctg
gtttttatgt
cctctecagtg
cccagggagg
gatgaggggce
tggacaggag
ggettttetg
agttaggact
cgtaaaggga
caggctagga
gcattggega
cctttgaaat
tgacagctet
cccagcagtg
gccatcccag
cccagagttg
ggcagatggt
gagaataaga
gcaccacaga
cgagagggcea
tttgecatgg
tggetttget
ggeggggeag
ttecetggeaa
gtggccacgg
tggagggctc
ggaggttget
ggatcccaag
gatagaacta
ataaatgcge
cacgtcggga
gcagtcaagg
teccacgggtg
cgetgtgece
gcactgecage
ggagcagacg
gcagactigta
tttattgatg
cagaagagca
aaagagcaaa
gegatatgee
acaatagcac
atccecectcac
agactgcaca
gtgtggteet
ggatcttcag
tggattcegt
ctetetgttt
taactccecce
cttagcacat
aagcatgtta
tgagttgcag
gcecetgactt
ggggtetgga
atcctggeta
gaaaagacac
agtattttta
geccteccect
atcctecagte
atccagctce
atctetteet
tgeegeecate
gcaggacagg

ggcaagctca
tettttggtt
ttgegttaca
tettgatcag
cagaatccac
aggacagaag
ggttttgact
tgacagagtt
cagctgegge
aacttggtag
ggatgeetit
agcaggctce
cagattgece
taggaaccct
tgageccttga
gcaccaggge
gtcaggggac
acaagcagga
caagaaaaga
gatcgecgget
ccgggeacgg
ctttagggaa
gattcagggg
aacgagctge
ggtgcaggea
tcgtgecaag
cactgtecce
ccaaagggag
gaagagagaa
cacagggtag
cccgatgegt
tgcgecgaca
aaaagacatt
ttgtetettt
ctccecettee
ccctetetat
ttccagtcag
aactcaagga
atacacacag
gtgecactttt
cgaaaaataa
tetggtetet
tcgtgatget
cacatgaagg
accaagaagt
ggattgagcce
tagcacccte
cccattgtgt
ccatttetga
gccaagactg
ccacttceccet
ttaataactg
caacgtgaca
tcaatactcg
gtggggeteg
aatggaaagc
ttggagaggt
tgttcatagg
gagggeetgt
cagggecgag
tggtecategt
atggtcagtt
caacccactt
agagggcett

ggattgatga
gcagcaggea
tatggaatgg
geectgggag
gggaactggg
ggctgtgegt
tgggccaaga
tgetcaggag
ctcacggtgt
cgtgcaggga
gtgctcaaag
actgggaaaa
agccaaactg
taggaaccgg
caggggatgt
ctgggaagag
ccggeaggea
aagttgtaac
aagctttgtt
gceccaggaca
cagcagecctt
ggggaccact
ctaaacctge
cctgacccat
cctcagatgg
tgeecteage
ttcctgggte
cagcggecaa
ggagggetgsg
gtgctgggea
ggtagagege
atcgaaaagg
aagaagggat
cagtcctcte
cccacceceeg
ccetgeetee
ctggegttta
caaggaccat
atgcggactt
ttgatgaata
ttcaacctaa
gcaaagcggt
gtaatttgat
aggctgcaag
tactcaaage
ctggaacttt
tgcagattct
tcgagaggge
taaagaggga
gcttttcaga
ctgatatcaa
tcatgettat
cagtctecceg
catttaagtt
tgtttetage
ccgeateett
ccagaacaca
ggaatggeeg
cctecagtgece
ccatagttic
cccactecte
tgtaaacgca
cccgagececg
gctccacctg

cctttteccaa
ggtatgcatt
gggecaccegge
gcaggcatge
ctcgtacccea
gagtgectttc
caacgcegtg
atgggcagaa
caagtgcctc
agtagggagg
agactgagca
gtgecatgegg
cggetggett
gacagggctce
ggtgtcacaa
gtetggtece
ctcaggccgt
ccacctggaa
ctgtgtggaa
cagtgaccca
gcccaagggg
tecttgacaca
tgggcgggat
ggagtgettic
agagtgtgga
atctgececta
ccaccacagg
cccteteact
aagcagattt
agcggcaacc
ccccaccegt
ccagggttac
ttetetgtge
aacattccat
cctccagece
tgtgagcacc
cegtgetttt
gactctttte
gggtggaaga
ggttcactat
gctgecaacaa
cccgettgga
gttetttgte
ggaggaattt
tctgtgggag
cacccaatga
ttgacatctg
cgtttatggg
catgaatgag
caaacccatc
aggaaacttc
taacaaattt
acacacttca
atccggggea
cattgagagg
gggcteggea
actgceattt
ctgttttatt
acctggggcee
aaaatcaaac
ttceceetec
gtagcaggea
gcecatgete
attgaagagg

tgtttgccac
gtgattgatg
gctcttgeca
tcecgactee
ggcactgcaa
gggagggceag
gagacacttg
agcctetggg
agcgatggtg
tgcatgctaa
atgaggtgtc
agetgtetge
gggagaaagg
ccagagecag
caactgcaag
cattccaggt
ctggececagea
ggecaagetge
cagaacaagc
cagcagcagce
aagcagatgt
tcacaaacat
ctggtaatgt
tgcgeeccacg
ggtgtctceg
tcaccceege
tagtggggat
ctgccaggaa
ccecectgget
tttatcgeca
tccacccegg
tgacctttcet
cggggeacgg
cctaattcca
cttettgaag
gataagcctg
ttttttgtee
tgccaatcaa
ggttaagtcg
ccatcaggeg
atgecatttite
cagggagacc
cacagcaggce
acaatgccaa
ccectgectg
ggtggtgatt
caaaccaagc
geaggggttt
aagagcatct
ageggttteca
aagtctgaag
aatccggeet
ttgatgtaca
cacaaagcct
ctggccaaat
aacaacagtt
ttacaatttt
geggtgtgete
ccaggttcag
caaatatcag
tcctecaget
ccagccccaa
aagtctgtge
tctetcaggt

52/1203

ggggaagccee
gctcaggget
gtgctgagaa
ccecgegeat
ccagtcaggg
tgccagcaaa
gacgctgatg
gegeteectg
gacaagcgcea
ttcgggacca
actaaagaca
agggaaatcc
gtggtectte
ccaaggaagc
tcacttgttg
gggagggttt
tggactgtgg
ggggggaagg
agaatgccca
cctgggagac
gtttactggg
gcagggaacce
tggaggtgsg
ggctettcet
gatggatgga
aggtagttga
atggaagaaa
gtagecgetgg
tcgeaggagg
tcattgtgea
tecccateec
ctccaggctg
tgetgeetge
cgaactcccece
tttattctga
catttgtcac
tteteteegt
agcacacaac
gtacaataga
cgtgtagaag
agctcaagece
accacaggca
agctgaagtg
cattgecctge
gccaataaga
ggctaagget
gegttgtege
ccaggagaat
gggeaccegac
aaacctgaac
cggacttgge
gctgecagaaa
tettaatetg
ctctaacagt
ggctattgat
tteccctgaat
gagcactcca
ggttggeett
tccaatecce
getectecte
tcteactgte
tcatcagtce
cagcecttggg
ccagggtgag
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22320
22380
22440
22500
22560
22620
22680
22740
22800
22860
22920
22980
23040
23100
23160
23220
23280
23340
23400
23460
23520
23580
23640
23700
23760
23820
23880
23940
24000
24060
24120
24180
24240
24300
24360
24420
24480
24540
24600
24660
24720
24780
924840
24900
24960
25020
25080
25140
25200
25260
25320
25380
25440
25500
25560
25620
25680
925740
25800
25860
25920
25980
26040
26100
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taaggatgga
atctgtgggt
cagggtggat
ttettttctg
ggaagggeag
tcaggtagtc
acctctacca
ctccacggtg
aatggagaaa
tgaattttag
gcectccteeg
cctgecactga
ctggeeetet
tcecacette
aaacttgtge
gaggggacgg
cggagtetct
ctactaaaat
aaagggacce
cccataccte
tecttettte
agcaggactt
tggeececcaa
ccctcaacce
aagtggecct
atctttagga
attgtctcat
ttttcegtgt
agtggtgaga
ttattgactt
ggagaagaaa
caagatttcc
gaacatattt
aaaaacacac
ataaatgaat
ctattgtccc
cttcatagaa
ccccaactte
attagcctge
acctataaat
tgatagaggt
tcatgtattt
ggtgagggte
teecceteaca
acttttcatt
ataatcccaa
ctgctgagga
atgacacccc
aggaggcaag
caactttctg
aaatctitac
atacttatga
gctgetaggt
taaggagtat
ataagaactc
tetecteagt
ataacttctce
tgtctaaaac
gttcttctaa
actttgetet
cacatacctt
aaaagtitet
ttaaatcagt
caaatggtga

gggtagcagt
gaaacagagt
ttcgagttigg
tcttccteta
gagatgggte
tcctacacca
aagtcagata
atagaggata
tgaaagtgta
acacttgagt
ccccacttgt
aatgggagtg
catatcccag
acactgacct
cgaaacctac
agtgcttggt
ggaaacgcca
gagcacgggg
agctgtgate
ctctcaagea
ttcacacgce
gtgetctagg
tttccactce
ccacagtggg
gtctitetgg
aggggcagcea
cctttecttg
tcagtctcta
ttttaattag
gaactacact
taattcaaat
cagttaatag
tctteggact
ccttagaaac
ctataccgag
tttetttete
gattgetggg
agatgaatct
ctttcattca
cttccagaaa
aattttettt
tatgctacce
tgtgggtgac
agtggaaggg
teetgeette
aactcaggga
gtcatactct
agagggaggg
ccagggagtc
gtetteeccet
ctecatttttt
aggcttacta
agttgtataa
gtaaagctta
actttcacaa
agtataaaat
actaccattc
ttcctaaaac
tccacgattc
ccattataca
tcaaaagtga
gagtccgeaa
tecacatgtga
cactaatgga

cttcagectte
attagggetc
tgataaaggc
tcgaccteag
tctgctatga
gacctccacc
aattccttcg
gagtctggca
gtggatgaac
ttaaaatatt
cgtcegeeat
ggtgtggaga
ccceecteet
gcaaggtice
aggccaacag
ggacggacca
ttcaetccce
tggggtegge
ggcctgaact
gcgeecacce
tgcagagtaa
cggetetigg
cacaagcagt
ccctgtcact
tgtttgaatt
tctttteetg
gctctgaaac
caccaacatt
tattttgata
attttgtaat
cttttttttt
gaggcctcat
gcacaggaaa
aaaaccagtt
aaggtcagtg
ctggetgaac
tgactttcac
tacatctica
cagggctita
ttagagaatt
ccatcatgac
tagcagtggt
tgggaatcag
caatgcacag
tattacaact
ccaagtatge
aaatatagac
gctececagt
ctagtgectt
tttatagtce
tttcatgace
acagaactct
gtggettttg
ataaagacag
cacttagcca
atctccacce
tceccagtatg
cccatggtta
tatcaattcc
tctaccaaga
gaaaggaaaa
aaaactactg
tatgtaactt

attgtggagg

ttccaggete
gggactatgt
agattaacag
gagcccccat
tagctaggag
cccaaagatt
ttttcccttg
gaaggacaaa
tgaggacaca
tcteatacte
ttececagea
aagaaggggc
ccgeeaccecee
aaccaaggca
acctacaaac
gcacccggga
tcaccccecac
gtgggtagea
cggatetgtg
tcgecaccgac
tagggggetg
tcacgtgacg
gcggeaggeg
tttttcctet
tatgtttcte
agtctaccct
ttctgeagee
gggtgagegg
acatttaagt
cggaaaaaaa
ttttacagat
tgatttgatg
tagcagettt
gtgetttcaa
ttctaatttt
tcatagtgtt
tctggettea
gatgaactit
tttacaatct
tecctgttate
actgttggeg
gagtgttcag
tgcaacacce
gatctcaage
tcattgagee
agaagttagt
actccaggca
gaggggetee
gcetggtgaat
aaactcacca
ctttattaac
cagattcaac
tttgttttga
atgactiggt
ggcttcaagg
tttteggtata
ccagaccttt
taaaaaccct
tacctggaga
aatatttact
tgcttaaaga
tgaaaccact
acaaagcacc
gtgaaaaaaa

ttgtagctct
ttggetttgt
gatacaattt
ttetetteet
ggtgacagtg
aagggcagtt
tcttetgttg
tgcaaagaca
ggtceccaatt
tactgacttt
aaggccgeea
caggagaggg
cacccatggt
gttttctect
ctgcaaacag
cactagaacc
ccgaaaccceg
gtatttagaa
gegttettgg
ctgcacggtce
gtacccagac
gccacgtecac
ccagectgee
gtaacaatac
taattccagg
tcatttacac
cctttcttaa
gcagaaacgg
tatattttgt
caataaagct
atatatatat
aagttagttt
caaacaacat
catgatttat
gaccatttta
aggtgtcaga
aaggacagat
acagattagt
attctgaagt
ctattgatga
atctctetgt
cattttccag
ctgatgtctg
agttgccaga
accagtacaa
cctecatgecat
acctcttaga
tgtgtggagg
attcagaagt
atatcacatc
tteccctaga
agiccatcat
atatatacat
gtcacagaca
acaaaaactt
ttctecagtt
cctggtttiga
ttecaattcte
ctagcattaa
taaggacatg
agtcctcaga
gccaaaacaa
cagaaacaaa
taaattatag

53/1203

cttgtgatga
gcctcacaga
ctttgtictt
gggtccacag
tgagtaccte
tctctcatta
tcagtggtce
ggtaggegge
tctgtttttg
ccggacgeag
cacccctttc
cgactcggac
cctgggctaa
tctetegetg
acaagggacc
tttettttct
ccacttctet
agtaggegag
ccctetteca
cgagctagtt
ggaggegact
cagtgecgctc
ttgtatctce
cagaaaccag
aaggggcage
ttcttgggga
atttctacac
aagtccagge
cctttetttt
tttcccactt
ataacataag
gtatcaagtt
attaaaatgt
aaattgatgg
agtaagtgaa
tgactgagat
tttatgcaga
gactccacag
ttgtggtgea
aaatgagact
tgtetgccat
tggagatggt
tgtcatittt
aaaaaagagg
gceeccteaga
ccacctgtce
acattgaaat
aggccctttce
caatatgtca
ttatctctet
caagtgaatt
tcagtgtttg
tagaaaaaac
tggetttaca
tactcctace
agtccgatgt
atccactcce
ttacctcttt
aaaaaaaact
ttataaggct
cactactgtit
aacttttgge
aaacgaccag
aaggttgtta
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26160
26220
26280
26340
26400
26460

.26520

26580
26640
26700
26760
26820
26880
26940
27000
27060
27120
27180
27240
27300
27360
27420
27480
27540
27600
27660
27720
27780
27840
27900
27960
28020
28080
28140
28200
28260
28320
28380
28440
28500
28560
28620
28680
28740
28800
28860
28920
28980
29040
29100
29160
29220
29280
29340
29400
29460
29520
29580
29640
29700
29760
29820
29880
29940
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tctigaaaag
ttgtttggtt
caaggctcat
ataagtccac
agcttttggt
gtcagtaaaa
gatgttgttg
ctataacggt
attaactaaa
gccaaggecea
ctettectea
tectggatgee
gctcaaacct
caacaggagt
ggttteegte
cacaacctta
aagaaggggg
gccagagaaa
cttgggtegg
aataagccce
tttetgttta
atatgaattt
atattgictg
tgaatatctc
tgtttttgte
gttaacttaa
aaatcattga
actaattgcet
atttcattta
tgcacactca
ttttcteett
ttgctaatgg
aagacttacg
ccccagaaga
aatgtgggac
ctaaaatgga
tgggggagea
cagattttet
ggtagacttt
tagggaagga
tgeegtecet
gaagaagaaa
tetgecgeac
tcacgtgacce
tgagtaccag
gaggagaagg
ggggtgettig
tcccactege
gaaacggtga
tgggagcecta
accaggacag
cgatatgtca
ctcegaatta
geggeagttt
gtgggtccaa
aaaagaagag
tggggaccet
aatctaggta
ggegtgettt
tcggatagtt
tgtcatectg
tcegatcagt
atcgecggea
tttcaggeta

ttatattact
gcaagcaaca
ctccgagggg
cggttticag
tgttetgttt
tgtaaaatge
ttgatttgeca
agtgetggeg
cattagaaag
tctggetict
gtattgcatg
tcaaggaaag
agggatctct
gacaactgaa
agtcttacct
gaaggttgtt
tttcagctga
gtgaaatgtt
aaataccaac
tttgctacac
ctaaataaat
tcetgggegt
tgtattttaa
actgaagacc
ttgtgecttta
ataatgaggg
tgatgggtga
aggtcccagt
tagatgatat
ttttttcagt
agtttttttt
gtgecaggtga
tattgccaga
cattaagatt
ttttggagge
aatagcttta
cggaacaaaa
tttctgateg
catagctcgg
agaggcaatt
ttetggtaat
gagtaataag
tgetggtegy
aagagctgac
ctceeccactg
aaattgtcce
agggegtagg
cgecegetit
getgegggst
gggecgceaat
tgecggaggg
gcagaaccce
gaaaagagtt
ccegtettte
gccteteceg
gaaggaattt
aggagggacg
catgtctgag
gtgtgtetgt
tgttcgtaat
caggtctget
agaggteggt
ctttggacag
gggaggggge

ttttgtattg
gagaacaagc
tttaggtaga
gtttttatet
tgagcacaat
acttccttte
ggagcccttt
gcataatatg
gtatggttat
cccacaggat
accaaatcct
actcccatte
gcattctecte
taatttgccce
gcctattett
tggtgagecet
ggacgcatga
ccattctect
actttettet
atgatctttce
ttcaatcaca
ttgeetgttc
aagttatact
ctatgttctg
gttaaggtgg
gatgtaatta
attattcagt
ttcagccaat
tctetattit
gtgcatgett
ttttctgegt
aagtctgtag
cacactgatt
gctttgagtg
catcacccaa
tagtattttt
ataacaaagt
cttgttcectt
gggaggggag
tttcataaaa
cggtggaagg
geectggtgtyg
aggggaaatti
gtgtgcagaa
ccctgaggge
gaatccctge
gccgagacceg
ccaagacata
gtttggggaa
ccggaaaggg
gaatggetgg
aagagaggta
ttgtgttctg
tgeetgtgge
ggtggeeagt
aatcctaate
gggetggesg
tcegaatgtg
ggttgeegee
cctectetet
gtageaggtg
gtgggegtag
getcttccaa
agacctgtge

tgtaattttg
ctggttaact
aggaattgat
ctctaatgaa
acccaccctt
ttttcccagg
tatcactttg
ccacagagta
gaaatggtga
tcceccaagg
gattttgttt
atagagactt
cccataagta
tcagaaatac
tccetgtaga
gcaatcagag
agtactatta
tagccaacac
gactgtectt
tctaaacaca
ttctagtact
tcaacttect
caaataataa
aaaagctata
tttggttgea
ttttattect
ttatcaaacc
tttgtettgg
gcccaageat
tatctcacag
tetggetttt
ctctectatt
agctcactea
aagtgtgtaa
catcattctt
ttttctecata
attaagaaag
tcagatctgg
gtggagggag
gtacaagtgg
gaaacacaac
ggggaggegaa
ggggacceega
gtcettettg
gggccggeet
aggtcagtac
tegegggtac
tgtceegett
gagctcagag
agctgtggee
atatgggggce
ataggggtag
gggactagte
tgtgtettac
ctttctgtag
ggtggaggte
cgggggtere
tttettgeac
aagtgggega
caacagcact
gcteegettg
gggetgeetg
tcetgettta
atgtctggga

gtattgtgte
taaggaggaa
agacgtcttt
gattgaaatt
ttgctgagga
gagaaattta
aaaattaacc
tcttagttgt
tgcacaaggt
ttgegtetac

-gtatgctgag

atatataaac
gaccacaagg
aattgtcagg
caagctacta
caagggtatt
cacatcatgg
tttttetect
ttcatatatt
ggatcatata
gccteccaga
cagtctettg
ccttttatte
ttactttttg
agcaactgaa
tttcectactt
agtaagtaaa
tetgtgttee
attttgtaat
atacctactg
gtgggtttaa
cagaagactg
gggctgtget
cactctcecac
cagcctecac
aaaagaatgc
taaaaaccac
gactagattt
aggetgetgt
cccatagece
tacaaggtga
aggaggeges
gttggtggat
tectggtegt
geggeggagg
ctggaagatt
tgaggegect
gcageccatt
actgggaaat
tgggtgttgg
gegggtegty
gaaacctctg
cgtccaccaa
tgaccatgge
gttgeggeac
gatitgageg
gagaaggcag
teceeeggact
aatgacagca
tactetccat
aagcgaggga
gaatggggga
ttttecttac
tagcataaag

54/1203

ttacttaagg

‘atgttgaaga

tcaggatgic
ttagtaagge
aaacaatagg
aactgtttca
ttitgtttat
aatttccacc
tgtectttga
agttcagggt
aagaattgce
agatctgaat
gaagctgttt
gggtactgga
cttgggaaac
tgttcatttt
gcatgactct
ccaggcagtg
cctatgettg
gttgatttgg
agttacacag
atttactcce
aaactattag
tattgttace
atcaaatctg
taaaaaaggt
atagttitcat
tctaatactt
gttcttitta
tgcacttatg
tgeetectee
gtctagtcag
gtgtgetagg
caagtgagaa
tecattttttt
aggctgggesg
actctecattc
cagaggaaatl
cccaggagcec
caggggaaga
tgagattatc
cgggeectet
gacgtagccee
tgttcecgte
gaaaaaggaa
ccataaagtc
ccgtegtete
tegatgetge
gggaatcige
cccctagtce
agatgcaacg
acaaccaggc
gegetcagtg
tetgtgteta
aacgccaggce
taagaccatc
agaaggtaat
gtggcgaaat
gggaaaccta
gttttcgate
ggaagtttce
ggggttagaa
ctecctecea
aggttaaaaa
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30000
30060
30120
30180
30240
30300
30360
30420
30480
30540
30600
30660
30720
30780
30840
30900
30960
31020
31080
31140
31200
31260
31320
31380
31440
31500
31560
31620
31680
31740
31800
31860
31920
31980
32040
32100
32160
32220
32280
32340
32400
32460
32520
32580
32640
32700
32760
32820
32880
32940
33000
33060
33120
33180
33240
33300
33360
33420
33480
33540
33600
33660
33720
33780
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caaacctgat
gtgctccatt
caccactagg
tctagtcagg
ggattccatt
tgaaatgaga
ttattatctt
caaacccaat
gaagtggctg
ccagcctgag
ctacgccagg
ttgecatttat
atctggggat
tgatgatgat
tgggactgaa
tcgggetgte
gctacaaaag
tttaattget
gggtggtete
ggctttaatt
atacatgaat
tgetggactg
taattccatt
ggttctgaaa
ggcccaagta
tcttaaactt
acctactcag
gtgtgetgat
tggaaaattce
tgattttgta
tatggtaaag
aatgctgata
ttgttctgaa
tttettetge
tcattgattt
gaagaaagaa
cgtacaaacc
tgagagcaca
aggaggtgge
acaagacaag
aggagatcat
ctgggtgaag
ctaaatcttt
gtgtcaatga
tacagatata
ccaaagattg
aacaatttaa
gatattataa
gtgaagtcag
agactaataa
gaaacagtag
ttcatctttg
agaaaagtgt
tttagattaa
gataaggctt
gcacatagta
agttttttgg
aaataatagt
ttcectgecaag
aaaatccaaa
tttgggggat
cttacctggt
aactaacatt

agtggggagg

aaccggaatg
ctcactgget
gaaaagaaga
tcectaggga
gacattatct
ggcatagaga
gtccetetgt
tttcttette
aagacgatca
tgactactct
aaagtagget
agactgacta
gtggatgatg
gacagcaatg
getggaacca
cagaaacggg
gttctttget
ctgggtaaca
ccaattgteg
gtcctgaata
caagtgtgtg
agattgctta
tctgactttt
ctccttttga
ccatcttcac
ctggtcatat
aatcaattcg
aaggttctgg
atggccaaac
atttagaage
gaatcctttc
tttaactgag
aacatgttitg
ataagtgaca
aatttgtgta
agaaaccatc
aaaagataac
gaggaggcaa
aattgaaaat
gggggeatgg
tctgettaga
ccagttgtgg
ttttactaga
gggtgtggea
agccttaaac
tatgtatgag
gtatctagca
gtatgetgat
aaagtaaaaa

aacatatgtt.

ttatctttgg
tgtttttatt
tgggaatgaa
aaatgaggta
attgtgagga
attaattaag
ttgacttitg
aacaataaag
gcaactgtta
gitgtttecte
gttatcctge
tttataccca
ttttettgtt
attaattcct

gtgaatcagg
ctggtctcete
aggggcgaac
catctgaggt
aggctttggg
tttcgtcaac
gcagctceet
cactcctagg
ccctccacag
attcettggt
gggtgaccge
ggggaagaaa
ctggggactg
agagcaagag
gagctaggge
cttceeccaa
tggttgagat
atgctgetita
caaagatict
actigagtgt
atgacacaat
caaatatgac
ttcgtttatt
atttggectiga
tgggetecet
ttgagaacat
gtgaaggttc
gaatagaaag
ttgctgaaca
aacacacatt
agctgecagt
ttggtcttta
ttgettttta
gtgaaccaat
tcatcaataa
cctgtectte
agaatatctg
aagcttetgt
gagtcctgaa
tgtgagaaag
gtggagagtg
agaattgttt
aaataattgg
aaatggagce
tatgtaaacc
gcetgttcate
cattggattg
ggaaatctat
agggtagata
taaaaggaca
gtagaagaat
tatctaaaat
gcaagtgatt
ggttgaagtt
ttcagtgagg
aaaatcgagc
ttttgetegg
gttaacattt
aaataatttc
agacatgatc
tttatatatg
ggtttceetg
cctattgtta
ttaaaataaa

aaagcaacga
tgcagattgg
tgettgtett
tgtggtgact
cggggtgace
aatctacatt
gcatggggea
tcaaccccea
gettgagecee
ccctgetatt
aggectggty
acagaacaag
ttetggggee
tatagtatgg
cagggcaagg
ttcagatgat
gtctgaaaag
tgcatttaac
caatactcgg
gaatgctigaa
cacttctege
tgttactaat
ttcagcggga
aaatccagce
ctttaataag
aaatgataat
acttttttte
tcaccatgat
tatgttcceca
gtaaactatt
tttgaataat
ggtttaagat
tctegetgee
tcatcatgag
aattgtatgt
agtttataat
aagcatgtac
gggatgtget
tggggtageg
gcatggaagt
tggagagtgg
gaatattatc
gegtccatatg
tttcacatce
cttgtcctaa
ccagcactgt
gttataaage
attgccagga
gaagtattcg
ctaaaaactg
aatgagtgat
gggtattigat
gattggaaaa
tettetetga
taatatatge
acccttaatt
gcattctgee
attaagtgac
tcacaggagt
acaccagccet
aggccaggaa
tatgtactgt
ggtgagagag
ttecagtttga

atcaacagtc
aaagattgtt
gaggaggtta
gagaccccag
tgggatggeg
tcctacctag
acacaagcag
gaatcagctc
agtcccacag
gtcggggacg
attggggetg
gaaaaaatgg
aggtataatg
tacccacctt
gccagggeta
accgttttgt
ccttatatte
agagatatta
gatcccatag
aatcagcgca
ttgaactcat
gagtatcage
aatgaagaaa
atgactaggg
aaggagaaca
ttcaaatggg
tttttaaaag
tttttggtga
aagagccagg
cattttctee
gaatatcata
ggataaatga
tagattgaaa
taagctecect
taatgctgga
ctagttggag
tcatigtcag
agtcggctaa
tggttaggga
aggaaccctc
gagtagataa
ccattgaata
aaagtctcta
tagtggtgge
ggaagtaatt
ctaagctagt
aaggaatgtt
aaagctattc
aagtatagtt
gagttataga
ctttactttt
ttttaggacg
catactgaat
aatgatagat
aaagtactta
acctagaatg
atgttttagt
tactgtgtaa
agagttttct
ccacaatata
agggtaaaat
aatggggtea
agagatttgt
tgtacctgeg

55/1203

aacccatcaa
gggagtggea
gtgecaagggt
cagagtctgt
agggaaagge
cattcaatta
aagagaaact
ttgtggeett
ccttectece
attgcatggg
gegectgeta
ctgagggteg
actggtctga
gggcteggat
ccegggeacg
cccctcaaga
ttgaagcage
ttcgtgatet
ttaaggaaaa
ggcttaaagt
ctgtgcaget
acatgettge
ccaaacttca
aactgctcag
aagaagttat
aagaaaatga
aatttcaagt
aagtaaaagt
aataacacct
acctigttta
ttgtatcate
atatcactac
tattttgeta
tetgteattt
aagaaaaaaa
agataagaaa
atgttceccte
agcttcacag
attccatgag
ttcctatgac
ttttggaaag
cccagagcca
ttactgagta
catttggtaa
gaataattge
aaaaattgga
cacacagtag
attatgegtt
ccattttttg
tatccagata
ttacttttta
gttttgaaaa
ggaagaaata
aaatggtgaa
caatgttctg
cagggtigtt
gtcatttaat
agttctatca
ttctttcecta
tttctagttsg
cctctattca
tggaaaagtg
ggggagatgg
tgacactcag
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33840
33900
33960
34020
34080
34140
34200
34260
34320
34380
34440
34500
34560
34620
34630
34740
34800
34860
34920
34980
35040
35100
35160
35220
35280
35340
35400
35460
35520
35580
35640
35700
35760
35820
35880
35940
36000
36060
36120
36180
36240
36300
36360
36420
36480
36540
36600
36660
36720
36780
36840
36900
36960
37020
37080
37140
37200
37260
37320
37380
37440
37500
37560
37620
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atggggatat
tgcaaataag
tgtggeectt
gactatggge
ttttactatt
tttcagtgee
aatacttgaa
tgaacatcta
acacctgggg
ggcetgacta
ccacttcett
tctetggget
taatacagaa
gccaagaatt
ttgtcacgge
actgaataac
gcagccaggt
cttttggaag
aggaggeagt
aactcagagg
gtggatctat
tgttgtaaat
tttgaaaaat
aaattgatgt
aagttccctt
tacatttatt
catggctett
tgceetgeee
tagctcagtg
caatgtatge
gccttateag
gatccatctc
tgcagcacat
agaggtagag
tatcaaaaag
tatattttta
ttatgataca
acatactaat
tacaatatgt
ccatttgtet
cccttaccce
aagattccac
cctagtacaa
cttetttttt
atcgaactcc
ggccagtgec
ccattgtatt
ggttgattce
tctetttgat
taatatggta
tgtactaatt
caaaattgtc
cttcattgaa
tctaaaataa
gggatggatg
attacattta
ttaagttttc
ctaatcagtg
gttattatat
atagaatgaa
cacttacaag
taaacttggg
taagtgtcag
ttctatgeac

cctattgtca
gatttgagag
cagagagaag
agctggggag
catatactta
tgatitaaaa
aaaatagagt
acaaaaatcc
tgaaaatgag
gcacccatcet
cctectactt
tctetgatcee
taataactgt
tttggaacct
cacatgtgca
ccggagtctg
cacaggtiga
gggcagagtt
gtettetett
atgtcctget
cccagtgcaa
tgtcagccaa
tcacatttta
ggttcaggca
gagaatggcc
ttgcatcgea
tettgetttt
cgagggtatg
cttgaccctc
tttaggggat
agaggtaact
cactgtgagg
ttctecectgg
catcggtggg
agtttaagag
aaaaaatgac
tgaatacatt
cttttgtggt
tattattaag
aactgaaact
catccegtgg
atataagtga
tgttttctag
tttttaagag
tgggetcaag
agtacacccg
teccatttgea
acatctigge
acactgattt
attaaaattt
tacattccca
acagttigta
agcaatctta
ctcaaagagt
ccteattcte
tcccataata
aaaaaaaaaa
tacttgagag
attatcatgt
ttgtcagata
ataaagtaat
tacaaatgga
agggacattg
tagtttgatg

tttgaatgat
ccattggagg
gtgcagagtc
agaagcacag
tatattcttt
ctttttteet
tgatgagtac
agatcaagcc
gctaacticga
geteetttee
ttctitattt
ttcaattcce
cattgectetg
ttgttggaca
ctgcatgaat
ggaaaggtgt
tgtcccaatg
ctaggattgt
tagagaggat
attttggttt
acatgtticaa
tatacataat
cctgtetttt
aattttatgt
ttttagataa
tcccaggetg
aagccagagce
gtattagcag
teccactgggg
agatgggaga
ttattetgac
ataaagttat
acacaattat
tggtagtttt
aaatatactt
aaataataaa
gtggaatgat
gggaacactt
tatagtcece
ttgtgceett
taactaccat
gatcatgcat
attaacatgt
acataagaca
agatcctcce
gctggetaga
tgtgccacat
tattgtgaat
caattccttt
tagttttttg
ccaacaatgt
aaaggtagtc
ggtttttcca
gtaattggat
catgatgtgc
tacacactta
aaaccttaat
tttgaaagtc
gtgettggaa
tagagggtit
atgcttatea
aaaaatagta
agactgatac
agtttgatag

tgatctggtg
atggatgata
agagtgaagg
aattgaaaca
acataaaatt
caaaaaaaga
aaacttgtge
atgttgaact
gtagtaaaaa
ccattecttt
tatccttctg
atgacgccat
gtcataagtt
aaaagagact
ttttgatgte
atgagataga
ttttcacata
agctgattat
ggcagetict
tgttcteate
aggcgatttt

atttcaagge

ttcaaaagag
ttatggetcet
tgattcatac
aagatttttt
cgtgtecacca
gataagtaat
ccetetcagg
ggagggagag
agggtgeect
tgetgaaate
aaattttgte
atgactatta
ttttttagea
aagtatgtat
taaaacaggc
aaaatctact
atgcaatgaa
taagaaacat
tctactctac
tatttgtett
tattgcaaat
taagagtctc
accccagect
attttettet
titctttate
aatgctgcaa
gaatatatat
aggggcctee
tcaaggattt
taataagtigg
actatagtca
tgettgtaac
ttatttcaca
ctatgtacce
gttgtcctag
tactggctat
ccaaagataa
aggcactatg
aacatggtga
aatcatataa
aattggttga
atagatgata

ctcagaggag
atggagcaca
gtigcaaaag
atgtataccc
ggatcatact
ataatattca
cttgacccag
tgagatgegg
tccecagtga
gttecttete
ggagatcatt
gccatgtate
gaccctgggt
gagaaggaac
ctgtaccecgg
tgtgtgactg
ggaggttgte
ggcageccat
gggaaaccaa
taacagtttt
acaaaagtgg
tcaggaaatg
attccaagtg
ctttcattaa
tattttcaat
teeggttttt
tcatcetggg
atttacttat
tattgtgcta
gggagaaggg
caaagtagga
caattcttgt
tgcccagatg
acatatatga
gtgtgattaa
ttatggagta
ctattaacat
ttitaagcaa
ataggctact
cteteettte
ttctatgaat
tttgtgeetg
gttgcaactg
attacgttge
ctgaattage
ttttaaagge
catccaatga
tgaacatggg
gcagaagtgg
atactctttt
catattcttg
cctaagtgaa
ataataactt
ttaaaggata
ttgeatgeet
cccaaaaata
gacacatgac
tceagtette
gaaactgatc
agttaagaca
aatagtttaa
tagtgtaata
actagcaatt
gtcatttacg

56/1203

atgaacaggce
tggaagcaga
aaatgtaagg
ttccagacac
attgaaaaat
ttggagatat
atatgtaget
agcgactttt
ggcaggtata
attcttettt
ggtggtagee
agtgggeatt
gtgactggat
tagtcttaac
tcttatttag
cttggtccag
actctcaate
tggcacatgg
ggaaaccaga
aggaatataa
agtgttgtic
gattttetit
taggcttage
tttetttget
gctagetttt
ctgtttaaac
gtcccttate
ctgagtggeca
agggettggg
agtgaaggaa
gaacttggtg
attcaagaga
ctcctttage
tcaaattgge
ttttttaaat
cagtatcatg
acaacaccta
ttttggaata
agaacttaat
cttgtgecte
tcgacttttt
acttattitca
acaaattitc
ccatgetggt
taggactaca
tgeattgttt
tggacactta
agtgaagata
gattgetgga
ccaaaatgge
acattcttac
tgtgacaaca
aattgtacat
aatgctigag
gtatcaaaac
aacattaaaa
agtgagtaat
caacaagaca
ttttigaage
ttttggtgga
atttataaaa
aaaaataaaa
gatgcaatca
agtgatacat
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37680
37740
37800
37860
37920
37980
38040
38100
38160
38220
38280
38340
38400
38460
38520
38580
38640
38700
38760
38820
38880
38940
39000
39060
39120
39180
39240
39300
39360
39420
39480
39540
39600
39660
39720
39780
39840
39900
39960
40020
40080
40140
40200
40260
40320
40380
40440
40500
40560
40620
40680
40740
40800
40860
40920
40980
41040
41100
41160
41220
41280
41340
41400
41460
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gttcttttaa
ctctaaaaac
accacctttt
aagaatacaa
ctatttetta
ttgtgagtaa
tgaatgagga
tctattteta
catctattaa
gcttegettt
- cacctctcgg
atgcaccacc
gtcaggetgg
ttttatgtaa
aaacgcacat
ctgggaagcc
gattgtgcca
aaaacaaaac
atctatccet
tctacatatt
ttatagttac
ataaaatcat
ggtattatct
acaatggtaa
tttctattte
ttagatttte
atataataat
ctttaatcat
tttatgtatt
tttaagttet
atggtggttt
ccctceccta
atgtgttetc
gcgggggecea
gagcactatt
actaatttct
agtgtgtatt
ttttectetgg
ttetttgett
" attttggaga
ctaattttat
tgtattttta
aaagatgcac
gttgattatt
tccgatagag
agttgcaatg
ttttatteat
tattttcaac
tgtttcaaca
ggatttttaa
cttgatttta
ttgtcgagece
cttacacatt
tccatgaatg
taattatacc
aacctttaga
tgatctcaga
ggtgagtttt
gattatctca
cctgacaagt
tetetetgaa
ctaggttggg
attteccttgt
tceettttta

tcaaaagaaa taaaagaata
ttgctagaat agagaaaagce
ctaatttget gattgacttt
tcattatcag ttgtaaatat
tcttattgeca atagttataa
cagtgactcg tttctggttt
ttgetgttga ttgttggtaa
ttagtgtctg ttaggattag
cagaatcatg cactttttct
tgtcacccag gatggagtac
gttcaagcaa ttctcttgee
acgcccaget aattitgtat
ccttgaactc ctgacctcag
ttaattatat tgatagaatt
agaaaaaaaa cttttttaga
gaggtgggag gatcacctga
ttgaactcta gettgggtea
aaaaaacaaa aaagaatttg
atcaggtaat agtacagttt
ttagagtttg ttaatatttt
ctttttatgt actatcttta
tagtgaactt tccatttttt
tttccttaaa ggttagttag
atctacaaac acatttccga
ttgagttaat gttggtaact
aattttgatg tcatatgttt
aatttactca tgtgatttat
aatttgtatg cttttgettt
ttattggtga tttaaaaaaa
gggttacatg tgcagaatct
gctgecacceca tcaacctgte
gccacccacce cactaacagg
attgttcaaa aatatatgga
tgctaatett ctetgtateg
tatcactttt acaattggct
tctactgeet ttggattatt
tettttattt atggttttat
gtatatcttec agccatgeea
tccatataac ttgcaattit
atattgectat attatcagge
tttgttaaga ggatatgect
tgtttttgag gacatgatcg
attctectcct tatatcatge
tagatcctcet atgtctttga
gtgtattaaa gttctectig
ctgtttggta catacaaaag
acaaataatg atttaaattg
catgttttet ttttgettge
tttetttgtt getatgetgt
ttcactatca tggtctgtge
ttetetteat tttgttttat
cccattteet ttetetaatt
cattatattg tgaatttgga
ctagcactca aaatcaaaca
acccactgag gcaccttatt
aacatttata caaagtccaa
atgacagtgg ctgagttaga
aaatcactgt ctatataaat
taaggttget gagctgatat
actaagtgct caataaatgce
tctttgeatg cttgaatata
cacacagttt tggagttact
tttcttacct ccaggatgge
tgtaacttct tttttataat

atgttgacac
tgttgattta
ctaattttta
aaattaattt
tctcaaaaaa
tagtgggaat
aaagtgcttt
ctgetgattt
cctttaattt
aatggtgega
tcagectcee
ttttagtaga
gtgatccact
cctgggggaa
aaagagaatt
gceetgagagg
cagagtgaga
gtgtttgact
ttttettget
atttttttta
acagattttg
cctgttttet
aacccaactg
tctcatetgt
tctattctat
gigtgtaaaa
aataatcaca
ccctgtgttt
accaactttt
gcagttttgt
acctacatta
acccggtgtg
atgcttcacg
ttacaatttt
tttttggtea
tctetegtge
tgaataataa
cagtacagtt
atttttaatt
aattactatg
atatattctc
atttgttaaa
aaatttcttt
ttatcttite
taattctaac
tattacttat
tgttttagag
ttatgccectga
aggtgtgttt
ccttttacct
gttcctatta
tatttttttt
aaatttacta
atgttictct
ticccactge
gtagcattca
agctatttat
ttetttatgt
gtaaagatat
tacctgtgat
tcctacttea
actctttect
aagtaaaaat
attctctgtg

atgggctcta
aaaaatattt
aatagtccct
tatcttittee
cacttgaata
tactttggca
taatatttaa
titcectagt
tttttttttt
tcececagetea
aagtagctgg
gatggggttt
cacctecggece
aaaagacact
cagcctgtag
tcgaggctac
cctgtctcaa
atttattttt
atacttctga
tgtttatcat
gtctcagett
ggtagagttt
caaaactttt
agtaattgtt
taggaaatta
ttataataat
tctatttgtg
tcttagtcat
tatcactttt
ttcataggta
ggtattictc
atgttcecett
aatttgegtg
agtatatgtg
ttatcttaaa
ttitgaattt
tggtaattat
tgatatgatg
ttctttttga
atcattttta
teetttttgg
agttttatac
ctattgagtt
atctaatggg
agtttttget
aatttcttta
cticctttgg
tatctcctcea
cttgtaaaga
ttagtgcaac
tttttactat
agtitattca
tgcttttcta
actgttgaat
cccegactcee
atacatagtg
ttaaaagctg
gaaaatgaag
gtaaagtget
aatttagaca
ccttgacttg
tttagtagtg
aatttacctg
attggaattt

57/1203

tagtgtaata
cttatgttce
tgttttttag
caattttaca
agaatggaaa
tttcatggte
gtcatcceet
ggettttcaa
ttgagacaga
cggecaacctc
gattacagge
ctccatgttg
ttcccaaata
atctgtctca
tcccagetat
agtgagccegt
aaacaaaaac
geetttgtgg
gatctgtttg
tgataactge
tgetagettt
agataacatt
ggtttgtttt
ctagtcaaat
tatgttatet
aataattata
tggttcaacc
actcatgatg
taaattacac
tacacgtgce
ctgatgttat
ccctgtgtee
tecatcecttge
ctgeegaage
ctttaatttt
cttcaagaag
gactatgggt
tgttctettt
cgtaggggtt
ttattaattt
aatttattaa
atgtaagaaa
aatatcattg
ttggtcaaat
ttatctgttt
gttgtgecat
cttatattaa
ctcactgate
acatatagtt
agttaatacc
taattttatt
aacttctatt
cacacttcat
ccaaatgaga
aaaaatagga
gttaaatttg
tattttettg
ttaagaattg
tagagcagca
tggattgtat
taatgattac
tgtggagatt

-tcggatattt

atgaatttta
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41520
41580
41640
41700
41760
41820
41880
41940
42000
42060
42120
42180
42240
42300
42360
42420
42480
42540
42600
42660
42720
42780
42840
42900
42960
43020
43080
43140
43200
43260
43320
43380
43440
43500
43560
43620
43680
43740
43800
43860
43920
43980
44040
44100
44160
44220
44280
44340
44400
44460
44520
44580
44640
44700
44760
44820
44880
44940
45000
45060
45120
45180
45240
45300
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taatgatact
ctttttattg
tttacctate
ggeettttigg
aaattttcac
catttagtgt
ctgttttaat
tctttctata
atatgaattg
ctccaaggaa
attctgtatt
agagaggcect
cataatttac
tttttetttt
agtgcaatgg
ctgectcage
ttgtattttit
acctcaggtg
cacgcccatc
gttgattacc
gcaggacaat
tgggatcatt
tgcaatgatt
accctetgac
cttacttttt
tgcatatatg
tcttacttitt
tttcccaaag
gatgtatcaa
agttgttgaa
gactctettt
cttctagett
ttgagatcta
aaagtttcac
atgtacagat
ggggetctgt
getgtgggat
agatttagat
ctgtcectat
ttatctceceg
tgaactigac
ggggaagett
ttggattaaa
ctttacattg
agcaaaggca
agagagctac
gcagtattac
tttgatctta
aacaatggga
gatgttttat
ctatggcatt
attatacttt
ctttttagee
ticcattcect
tgattaatgt
tttcctacca
atgaatgaat
tactattaaa
cagtggtttt
cttatagceg
ttgtatacaa
atcagtatgg
actagggagg
cagattitgg

tctaggcatt
ttcaacctca
acttttccat
atccgtectc
ctgatcacct
gagtttttaa
tttatttctt
gttctattte
tcacctatgg
ggtettttgg
tcttcactgt
acctaagtga
ttactctctc
ctttettttt
cgtgatctca
ttcccaagta
agtagagatg
atccacccac
cgtetctgat
ttagctgtgg
taagetgggt
ttgtatatgt
tacgaaggaa
tgaaatcctyg
cttaaaaaaa
acagaatagt
ccattttece
cctaaacaca
gctatggett
aaattcacge
atggacticg
ctcatatttt
tatttgaatg
cagttccaga
tatgaattcg
atccacccat
aaagttttet
tggagetcag
gtgggattaa

ctecettgeta

tatttactgt
tccaactcac
ttgtgtaggt
cttccagaca
gggaagecaac
aatatttgaa
tagaatcatg
gacacaccac
tgagaagaca
acacttgggt
ctgcaggatg
tccttattte
cctcagagta
tctttgtatt
atatacccca
ttgtattete
acaatacatt
aaatgaaaat
taatatattt
ctcacctgga
tttccaggag
tcagtaggtg
aaggtgactg
gcatgaaagg

tgaactttta
agattttett
ctgtttetet
caagatttat
tggetgetta
atttgaaaat
ccagtgttgt
agtcagaaat
aaatactacg
gggataggea
atcaacattt
tggattaaag
aatctgtctt
attttttgag
gctcactgea
gctgggatta
ggggtttcac
cttggectee
atttcacatt
ctttaaaata
agagattgtg
ccccaagaga
tgggatgaca
gaaagagagt
gatttaccat
atgttttata
attccttgtt
tgaaaatata
tactictatt
cactatctct
ttctaggtat
gtactgttit
tectaatttt
ttaatttita
gcctatgaat
gacctcacat
agttatcatt
taccagctte
atcctggtet
geteettett
ttttagecatt
ttcagtctge
gacatgtcat
tatagtatag
acagaaagtc
gaggtcctga
tggaccteet
ggaaaatgca
aaatataaat
ttgtggactg
tatgattacc
ctctcaaatt
tgtcttgate
tatgtggaat
ctaatctgtg
aatgccttge
tctgegtigt
catcctattt
agggttatac
aaacttatat
tttatagact
agagtttctt
aaaggcagca
cccaccagac

aaaactaatg
tagattagag
tectegteet
cttttectte
ttcaatttte
catgtttete
tattgetttt
aatataaatt
agggactgga
aaactgggat
tgcttcacat
attttaagaa
ccccatcect
atgaagtttc
acctcecgect
caggggeecg
catgttggee
caaagtgctg
agcacattge
actatcctca
gcttgactaa
aacctctgaa
gatacagaaa
getatatect
ttcactagag
aacttatgtt
tcaggaaagg
gtgttaggta
tatgctgett
tcaaatattg
attttgaaac
atctttgtgt
ctcettgeet
tattagtgta
ggagetggee
aaaagatgag
tcatgtactg
ccatcttcca
ctagatctta
tgtttettgg
ctatcacatc
tgttgactgg
acctgttaag
agtctaacga
ttgatcattc
ggaaggaatg
ccaacaactc
gcagatccta
tatgagtatt
tgatttatte
agacatttat
ttacttcctt
tgcagcaata
tataattatce
agcttcatga
ataggtgete
ttgacatttt
agaacaaata
ttcccattaa
gcaccticee
tatccagttg
ggacactgtce
aagctaggtt
tgecactgete

gtgtctggaa
aaatttttcet
agaaattcat
atcattttca
aacagtgaca
aattccagaa
tgctaaatat
ttgaaatgeca
gaaatttgga
tgattgaaat
actgtttett
agtatcttta
tccaagtetce
tetettgttg
cctaggttca
ccactacgcce
aggctggtet
agtitacagg
tccagetact
gaatttagtg
cagctgatac
tagtcagaag
actgttaaac
cctttecttg
attgtaaata
cttetgttte
tttatggaag
tagttggtge
aaggattcat
teeettecte
ttteeetttt
getgeattet
ttgtctetge
tgteeettga
tggattttga
ctttcttete
gttgtgttte
ctgectagag
aagccgatag
agatttccat
tgtgagtttc
aagttcgetg
agatacctga
agttttctgt
aaggtcgaca
aaaatggtga
taaggtgett
aattgattce
gctatagaaa
caattacaca
attatcctet
agggaagttt
tactcatata
catacactca
atacaaagac
aatagagact
tacaatgact
taaacataga
aaacatgtta
ctcactccca
agaacacctg
cttageetgg
ccctagattce
atgataggtg

58/1203

cttggggtat
tcacaattic
taatgtattg
tttattgttit
ttatctcttt
attattttic
gatatttgac
cagacaatgg
gaatggaaaa
caattttgtg
agacatacct
gactgtaatg
tgatgtttct
cccaggetgg
accgattctc
cagctaattt
cgaactcctg
tgtgagccac
gttattgtat
tcaggagaaa
cattictcaa
gaagaaaatg
attgtcacgt
aagacagttt
tttacacatg
ccacaatatt
ggcttttega
tettecectaa
gtctagcate
attctectcta
tctgecatgt
gggtgattta
taaggctata
attctctecac
ttgeteccag
atgtatcttt
tgtggggeet
gecattgtttt
ccgtetgtet
ttcatgatga
gagtgggaag
gacagtittg
agcattgetg
atctcagcat
caagcaaaat
attatgtaga
tgtaagcatc
atttcagcac
ataaaagctg
tatgtgttag
ttgccetagta
tetttgttee
catacctgtg
tgtgattatt
ctagtctgtt
tattaagtga
atattagttt
ccttectggge
ataattatag
atacacaacc
gtctaggtta
ctgaagggcec
cctggagatg
ggaggcagcea
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45360
45420
45480
45540
45600
45660
45720
45780
45840
45900
45960
46020
46080
46140
46200
46260
46320
46380
46440
46500
46560
46620
46680
46740
46800
46860
46920
46980
47040
47100
47160
47220
47280
47340
47400
47460
47520
47580
47640
47700
47760
47820
47880
47940
48000
48060
48120
48180
48240
48300
48360
48420
48480
48540
48600
48660
48720
48780
48840
48900
48960
49020
49080
49140
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gatagggtce
ggctagggac
gggtctagaa
gggctgggtt
actcaggtca
tgcecatatg
cccetatett
atcaatctca
tctaatcctt
atgtttataa
ggcacttcct
tttagactga
actgcaaact
ggattacagg
ttcgecatgt
ccttccaaag
tgatagattt
tttctgattg
ctgtcaccta
ggttcaageg
ccecgeccage
ggtettgaac
acaggcatga
tgaggaagtg
acatgctgic
gatggacaca
agagaaactt
taaaccattg
taaaaacatt
gctetccaat
ggcctageta
gccaatggat
cttgacttgt
agagaaggat
gagcetetet
tttaagtcat
acattaatgg
accatattct
tectttatta
tcteeteccee
aaaacttaca
tetggetttt
acatggtctg
acttcctcat
attgtgatga
tatatataaa
gtcagattge
aattcctcta
cagccaaata
aatgagtttg
atatttgtca
tctcactcetg
cctectggge
gcaccatcac
tagaaacaag
cttetgeett
cctettttgt
ctttgtatat
atctattaac
caaatctatt
gttatctaat
tttagettte
gttccagett
gtccatcectt

agggaggett
actcccccag
ggcatgagtt
acccctgtgg
ccaccttggt
caggaaatga
gactgggeag
cagctcttce
ctaaatacct
actcttcettg
ccctettaag
gtcteectea
ccacctccta
tgtgeactge
gggeeagget
tgetgggatt
ttccecagatt
taaaaatgat
ggctggagtg
attctcctge
taatttttat
tcetgactte
gcecaccegege
aaaatatgag
cattttctaa
gttgcagggg
gggcatcaaa
cctagtaaaa
ttataattcc
atccatgttt
tagtggtcaa
tgtggeagga
getetetett
ggagctacaa
gctgacctgg
acaatttttg
atttctgtee
tecettegta
attcatttac
aaaggcaacc
ttactttgta
ttccccacte
tagtttcaca
tttccaggaa
acgtcctcat
atgaatggaa
tetitggaat
tetttgtace
ggtataaacg
aacatctctt
tgtttigtca
tcacccagge
tcaagegatt
attcagctaa
atctigccat
ggcecteccaa
cactttaagg
gctagetatt
tttgtttatg
aatcttttgt
tetaggecac
aaatttattt
tatttttett
tctecattga

ccactcagac
caatcacttc
ctggtttcca
aaatttagga
catctgtcca
gacgttctga
aaaggatagg
ctttgetcag
tatcaaaaac
tgecagaaaag

ttggactttt

ctcttaccca
ggttcaagceg
tatccccgga
gctctcgaac
acaggtgtga
aattccteat
tgcatactga
aattggcacg
ctcagcctce
atttttagta
aggtgatctg
ctggecactg
gaagtacaaa
ttctaatcce
aaatggaaga
ctagccctga
gecagtcactg
ctcaacaaag
tctgeeccact
cgtccectat
gtgatgtgtt
ttecctatcta
gatggaatga
aacattaacc
agtttttcat
ttectttttt
gcataccatc
tactttattt
ttctaattta
tgecatggatt
agtaatattt
ctgttgcata
ataaaatcta
gecatgt ccee
ttgttgagte
agcagctcca
ctcactaaca
gatttataac
catttattte
gtttatttta
tggagt geag
cttctgecta
ttttttaaaa
gttgcctaag
agcact ggca
cagtgtatte
aatcct ttgt
gtgtctctca
gtcttatgge
aaagatattt
tattctetgt
caaatagtga
tttgtgetge

actgtgaata
tccaggecte
gtggcaggaa
gagggaggag
ggtatatttt
aatatgagag
accatctetg
agitaaattt
cttaccaatc
caatacattc
tttttttttt
ggctagagta
attctectge
taatttttgt
tcetggecte
gttaccgeac
taatttttea
cgettttttt
atctaggett
tgagtagctg
gaggtggagt
cccgecttgg
atgcttattt
tctcatgtte
tgeetgecte
cattactgat
gaactgtacc
agatcagcgt
ctcttgcaaa
ccttggaate
gattgggtge
ccagattttg
ccegetgaat
geetgggace
tcagactcett
tacagcagtt
tttggacctt
tgecattggte
gtttecttte
tttgatgtgt
tagatagtag
ttttaaagat
atgtaccatg
tactgecttce
ttatggacct
atagggcata
gtctaaactc
atcggcaggt
tgaattttaa
tgagcatttt
ttttacttta
tggcacaaac
getgetcecaa
taggtttttt
ctggtcttica
ttacaggcag
ctgtettttt
taaaggtatt
ttgaatagaa
atctacttct
tectatatea
agtctagatt
actagtcttt
ctatttttte

agggcagaga
atggacaccc
cagtgctcce
ggaaggatcc
tggagtgage
gggatggges
cattccteat
cattgtttag
accttatcaa
ataaaacgta
tttttttttt
cagtggtgce
ctcaacctaa
atatttacta
aagtgatcca
ctggccagaa
gtgaccataa
ttttgatgga
acggcaacct
ggactacagg
ttcaccatgc
cctcccaaag
tttaaggcgg
attccetgee
tecgeectcea
cgtggacatc
aatgaggttg
tttggatgat
ctgtggtaga
cagctagatt
aaccatgaga
cctcatgaaa
ggagataact
ctgaatggcc
ttggtaatga
tagactttta
aggtgatgag
taatcaaaac
ttetetatte
atgtttgttt
tatggtgetg
ccatctatgt
gtattcatce
aactttctgt
acatgaaaag
tgtataatte
taatcagetg
cccagettta
ttagcaatta
ggttttcate
ttttactttt
atggctecact
gtagetggaa
tttttttttt
actcctggece
gagccaccte
cttttggatt
gtaaataact
attcttattt
gaggttttgt
tcatctatta
tatacatggt
ccaataacat
tgtatctact

59/1203

gcagggagat
tcagectgcaa
ttctetgetg
aaaagcattt
aagagtcagg
cagcacctte
accttgcage
aaggattcag
ataccttage
attgtgctaa
tttttttttt
attttggetc
tgagtagctg
gagacagggt
cctgectigg
atattttita
cttcattttt
gtcteteget
ccgectecag
cgtgtgecac
tagccagget
tgttgagact
taatagtaca
tetgttactg
cgttttgggs
gagggtggag
aaaacatttg
taatatctet
ggctgttagt
ggtcaatagt
ctgagttctg
cttccteatg
ttgagtacct
acgtgtagca
aaatatattt
tactactaca
gattatacta
ccattttett
tttacttcca
gagttatttt
tggatcttat
cactetgtgt
actccaattt
tacctcatac
tgttctggaa
atttatgtat
tgtgecattag
aaatttttge
actggttaat
tectetgget
. tgagataggg
gcagtcttga
ccagaggcat
ttttttttig
tcaagctatc
atccgtcegt
tgcaggagta
tttctetgte
tttatgtaat
ttaagaaatt
acttcataat
gctaaggagg
gtattatacc
taagtctgte
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49200
49260
49320
49380
49440
49500
49560
49620
49680
49740
49800
49860
49920
49980
50040
50100
50160
50220
50280
50340
50400
50460
50520
50580
50640
50700
50760
50820
50880
50940
51000
51060
51120
51180
51240
51300
51360
51420
51480
51540
51600
51660
51720
51780
51840
51900
51960
52020
52080
52140
52200
52260
52320
52380
52440
52500
52560
52620
52680
52740
52800
52860
52920 -
52980
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tctaaacgtt
cagggagagce
ttagattgag
ttctgggtea
caagatggaa
tcattaaatt
tcatttgtta
tatccagtag
ggtctttata
aatgttaagc
ttctacttge
tttcattttt
cattgaacaa
ctgttacatc
taattgtttt
ggcaagtctt
taaagttaat
tettgtttac
cttgettttt
tgtatttttt
tattctatca
ttttttccag
aacaattcac
caaccatcac
tatgagttgt
gtctetatag
atttcctttg
aggggetgtt
agcaaaccac
cccattettt
ttttactgaa
ttttaaaatt

. ttttaattte

aggccacccg
ctetttatat
atataacttt
aattgcaagg
cctgggeaac
gcatgecacct
gaggeggage
gagaacccat
tggtaccatt
cattttatga
agcattticag
aaccgaatcce
gggatgcaag
accaaagaca
caacaaccct
ctaataagag
gaagcattcc
aacatagtgt
caattaggaa
gaaaacccca
tcaggataca
acagagagcc
ctaggaatce
ctcaatgaaa
agaatcaata
cccatcaage
tggaaccaaa
ggcatcacac
tactggtacc
ccacatatet
gattccctat

tccattitatg
tggtactcac
gtcatatgac
aggttattta
gaagccttag
ttacgtaaat
cttcagtata
ggtaagtcte
tttccatata
cagctctgeg
tggtattittg
tatactgatc
cattacttat
tgggtctatt
ccgtggttat
atttttcaaa
tatggtatte
tgctaatatt
aaattatate
ctatttcatc
gtctatttet
tctaacataa
ctatttaaag
cacaatgaat
cactcticaa
atttccctgt
aaataatgtt
cgatggtggg
ggtggcacac
ttettttaga
tectacaaat
tctattatge
caaacatgat
ccttggecte
attttgaggt
ttatcatcge
ataatacaga
atagagaaac
gtagtcccag
ttgcagtgag
ctcaaaataa
ccttctigaaa
ggeetgeatt.
accaatatce
agcaacacat
getgettcaa
aaaaccacat
tcatgctaaa
ctatctatga
ctttgaaaac
tggaagttct
aagaggaagt
tegtetecage
aaatcaatgt
aaatcatgag
aacttacaag
taaaagagga
ttgtgaaaat
taccaatgac
aaagagccca
tacctgactt
aaaacagaga
acaactatct
ttaataaatg

tatttatctce
caaatgatit
tatctggact
aaactggtgt
gttecctgagt
aggaaataaa
gcatattgtt
cactctatce
gtgttagaat
ttaccattct
tttaagattl
ttgtcagttt
ttctaggeta
tttctgagga
aggacccttt
taatgtatcc
tettatetgt
gtttatttte
ttttgaggac
tatttctget
aactttigat
gatttttaaa
tgtaaaatte
tgtagaatat
cttgectetg
tgtaaacatt
tttattgaga
aggtgagggg
atgtacctat
agaaataaag
gttgatattt
tteetttttt
cgtaggtggt
ccaaagtget
tattttatta
ttaaaaactt
caggcaggag
ctgtetctac
ctacttgcga
ccatgatcgt
taaataaata
ctattccaat
atcctgatac
ctgatgaaca
caaaaagctt
catatgcaaa
gattatctica
aactctcagt
caaacccaca
tggcacaaga
ggccagggea
caaattgticc
ccaaaatcte
gcaaaaatca
tgaactccca
ggatgtgaag
tacaaagaaa
ggccatactg
tttcttcata
cattgccaag
caaactatac
tatagatcaa
gatctttgac
gtgetgggaa

ttccatatta
ttgtacttac
acacactaca
aaaaggctgt
aactgcatgg
cctttgttta
accctgactg
tttgtttceca
gtatcaatta
gatcatgact
tcacatttat
taatataaaa
tagaagagct
gaggggeagg
ggattctctg
atttcatcca
taaaatcact
acctttttce
caatttttca
cttgtetttt
ttggatgett
acagctttat
aatcttttgt
tttcatcact
ccactcettt
tcatataaca
acacagggac
agggatcgta
gtaacaagcc
aaaaagaaag
agtgttittg
aacccataaa
ggctcacace
ggcattacag
aatactcaca
ttattgtgaa
gatcacatga
caaaaataca
ggctecaggeg
gccactgeac
aataaaataa
caatagaaaa
caaagcctgg
ttgatgcaaa
atccaccatg
tcaataaacg
atagctgeag
aaattaggta
gccaatatca
cagggatgce
atcaggcagg
ctgttcgeag
cttaagetga
caagcattet
cttacaattg
gacctctica
tggaagaaca
cccaaggtaa
gaattggaaa
tcaatcctaa
tacaaggcta
tggaacagaa
aaacctgaca
aactggctag

cttttgttac
tttcctaget
agcaaagtaa
gtgtttagat
aagactggag
ct tcactgag
acacatacag
aattgatgta
agctttgata
tt ttaaaata
attttgagac
gatatttgge
tgtataagat
gaacttttaa
tttctttctg
cattttcgaa
gcatattcat
ttgattggte
atttttaaaa
tcattttatt
agctcattaa
gagatataat
tgtatgettg
ccaaacagaa
caactattac
ttaaaaactt
acggggaaac
gaggacgggt
tgcacgttcet
caaaaaaaaa
ttattattca
ctacaaaaaa
cgtaatecea
gctgagecac
aatttataat
ataattatat
gettaggagt
aaaattagcc
gtatgatcca
tccagececga
aaatgtcaac
agaggcaatt
cagagacaca
aatcctcaat
atcaagtggg
taatccagca
aaaaggcett
ttgatgggac
tactgagigg
ctctctecace
agaaggaaat
atgacatgat
taagcaactt
tatacaccaa
cttcaaagag
aggagaacta
ttcecatgete
tttacagatt
aaactacttt
gccaaaagaa
cagtaaccaa
cagagcecttc
azaaacaagaa
ccatatgtag

60/1203

catgatacgg
tgeettgeag
tgtttattat
ggaggaacca
agctgectaa
gttttgaggt
tgtatcttac
gectettgtte
gattttttaa
cattgctgga
ttgtttgaaa
tcataaaatg
tggactttat
actactgatt
agccaattit
ttcattgtca
tattgtgtcce
tcatcaaagg
ttctatcaaa
atcttacatt
tgettacctt
tcacaticta
cagagttgtg
accctgcace
tttactttcet
aagaccataa
aacatacacc
caataggtge
gcacatgtat
gcaatactgt
gttttcagtg
gttttttttt
gcactttggg
tgtgetcage
tttttggega
atttacctgt
tggagaccag
atggaatgtg
ttgagccegg
gcgacagagt
aaggaggagc
ctecctaact
acaaaaaaag
aaaactggca
cttecatccet
tataaacaga
tgacaaaatt
atatctcaaa
gcaaaaactg
tctectatte
aaagggtatt
tgtataccta
cagcaaaatc
taacagacaa
aataaaatac
caaaccactg
ctgggtagga
caatgccate
aaagttcata
cgaagectgga
aacagcatgg
agaaataatg
atggggaaag
aaagctgaaa

PCT/JP2005/018574

53040
53100
53160
53220
53280
53340
53400
53460
53520
53580
53640
53700
53760
53820
53880
53940
54000
54060
54120
54180
54240
54300
54360
54420
54480
54540
54600
54660
54720
54780
54840
54900
54960
55020
55080
55140
55200
55260
55320
55380
55440
55500
55560
55620
55680
55740
55800
55860
55920
55980
56040
56100
56160
56220
56280
56340
56400
56460
56520
56580
56640
56700
56760
56820



WO 20

<210>
211>
<212>
<213>

100
4131
DNA
Homo

<400> 100
gaccactgag
atctcaatga
aaatatcgat
tacattatat
caataagctt
tctcaggaag
atgcaagagg
cctatacaca
ggcacgaaag
atgaatatge
gacatggcag
taaaattaaa
tgtcacccea
caatatcctt
tatttgetga
aaacacaggc
tgegtgggga
ttccaccagt
tggtatatgt
gtaccattice
tgaatatgaa
cagaagtggt
actttgagag
ctcecacctet
cctgeceecte
atctcttceg
acttttgcce
acagcaacat
ctggcacata
gtaaagaggg
tgtgegette
gactcttgat
tgaaaaaact
ctttacctge
-cagcttggat
ttgetgtatg
agataagagg
aagaatttgt
atcacttaat
gttgecactgt
tttggaaacg
aagaagaaac
aagagttgag
aagttttcca
taattaccte
agcaggaata
gctcaagett
aatactagaa
ctgtttttca
gtatagatta
tttctgttegg
gtaccaagtg
ctgatgtttt
tacatctate
tggettggts
ttccataagt
ggtgaagaaa

06/036025

sapiens

acgagcggga
actattigta
cagtgttaag
ttttatagat
tgactgictt
ggtaaattta
acatgcgaaa
gaattacact
agatgatgat
attcagcttc
tgtgegetat
gaaggaattt
agcaggcaca
aagtgccaaa
gatigagaac
cttctatgee
atccttatca
ttctecctet
ggatattecct
tctacatecca
ctggeteagt
aacagaggaa
agcccticaa
ttattcagag
tcgttgaagg
gctgaggaca
agaaaaatgg
tctgagactg
ctcagagcag
atgatttcct
gacgtcacta
actcttaaaa
ttaacatgaa
gtatgcacat
ccaattgtgg
ttttgcagee
aggaagctaa
tgeetticta
ctcaggtgaa
ttttttegtt
ggacatacac
tagcagagct
ggetgttget
ttcactgggg
caaaacacat
catacattga
ggtatggecat

cgtttgctge.

ttacctaaag
cataggaaga
ctcataacaa
tacttatttt
taaagaaaac
ctgecattta
cttgacctgg
ggcetttaag
geccagtgta

gecgeggagea
gagaatcact
tgaagatcac
tttgttataa
aatgacagca
gaagttactg
gtacgctgga
gaagaagtag
aattccgaag
gagcttccac
tgggtgaaag
acagtctttg
aaagaaaaga
attgaaagga
tgetettece
aaagggaaaa
tctggaaaga
atcctegact
ggagetatgg
tttggtagcea
ttatcacttc
caaaggcegga
ggaccactgt
attgatccaa
aacacttggt
gagaagtatc
cgaatacatg
ctccaacatg
tettettage
tettttgatt
cagcttettt
cttgtttgteg
aaaacgcact
gctcagaatt
atttatttac
tactgtagta
taagagactg
ctattacage
cgcatcactt
tgtttgtiteg
aaaagttaca
aagaatggag
cttaaaaatt
aaaggaggga
atgttggaaa
ggttatgaat
gaaaactcga
gataaatctt
aacaatttge
acaatcacat
atataccage
gttgttettg
cagcatctet
accccacagt
ttaaatactg
aaaacatgga
aaaatgaatc

gcagectetg
gatccggeect
attttatatg
acatggtgct
atgtccetgt
gggaaatcag
ctgaatctag
agtatttcaa
aaggcttcca
agacaccact
ccgaattgea
agcatataga
cactctgttig
agggctatac
gaatggtggt
tgaaggaagt
cagagacgtg
gtagtataat
atttatttct
gaacctcaag
ct gaaagacc
acaatcttge
ttgcatatat
atcctgatca
tgaatcaagt
tt ggagacac
aaacaaccag
cttgaagatc
ctatggtcgt
tgaaaatitg
tetttttttt
gt cagcacaa
gacatttttt
gtctactagg
aaacatcaaa
gatacgcaac
tcaagatigt
aaagcagcat
gccaaactgt
tttatttggt
cacccacatt
tgaagaaagg
atttttttta
aaagtgcatt
tcgettttge
agagagctca
ctttattcca
ttggattttt
taaacatgag
cagtaagtta
attcatgata
ttgttgttgt
gatgttgcaa
taataaagtg
tcttaaaget
agacaattca
gcgttttaag

ctgeectgac
gcaagcattt
cgatcttgac
gggaaaggtg
gtattctagt
agtaaaatct
aaacgccgge
ccataaagac
cactattcat
cgctacctcea
caggccttgg
tatcaacact
ctggttctgt
cccaggtgaa
gccaaaggea
aaaacagctt
gaatggcaag
ccgegtggaa
taatttgecea
tgtaagcagt
tgaagcacca
accagtgagt
ccaggagttt
gtcagcagat
tgatgtgggt
gtttcagagg
tgatcatget
taagectitic
acgtgtcaag
cacatgctca
ttttttttcet
caaggaacaa
tttatttaat
ctgactatgt
tgeettcaag
agataatgtg
ataccttctt
tttgttactg
tggaatgcta
tggettttitg
ccctttttat
cagtatggca
ttattatttt
tatttttata
tggtgcaaag
atttgtacct
aaagtaactt
gtgtttitet
aaatcactca
tagtttatat
gcatttcage
attttagaag
catacgtgta
gctgaaaata
catacaaaac
tgtttgacaa
tgattcggtt

61/1203

tttttaagaa
tgcacggcaa
ttttttgtet
aagagtttga
ggggataceg
cttaaaattc
tccaatactg
atcttaattg
tcaggaaggce
ttcgaaggece
ctactaccag
ccttecattac
acctcaggee
tcaattcaga
gecatttace
gtggetaact
ttgctgaaaa
tattcactaa
cttgtcatcg
cagtgtagca
cccagctatg
gcettgtgatg
cgattcttge
gatagaccat
tccgaactgt
aagtggaatt
ttagaagcct
tcttttaaaa
acatcacgtt
atgcttacat
atttttgeca
aacaaagctt
atagcctgga
atcacctett
ccaatccttt
ggaaaaaaag
ggtttettitt
actgcctaaa
tttgtgtttt
gagagggaaa
catgacatac
ggcaccagcea
gaaagtatgg
cagagttact
tatattaatg
ttgetgtett
caaaatttaa
aatgagaata
ctttgattat
taaaggtaat
attttccaag
gaattcagct
aaatgggtgt
atagtagctc
aaataggett
atgctgacag
aaagagtttg

PCT/JP2005/018574

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940
3000
3060
3120
3180
3240
3300
3360
3420



WO 2006/036025

ggctecegta
gttgaatcat
gcatttggte
cgtctaactg
tactcttaca
cacaaaatgt
ctttaaaatg
taagatgtga
aggaaaagta
agattatatt
tatgtecttg
attgctette

<210>
211>
<212>
<213>

101

DNA

<400> 101
gcagccagge
ccegegegee
acccegtecce
caggccaggt
ctgggtcact
ggtttgecat
ctgtcagega
atgaaaggaa
agaagaagga
ctgaactgaa
tcaaccttca
agagaaacct
tatgggggeg
attggagagce
ggagggeetg
agggcaagtg
atgttccaga
ccaggatgce
gccatctcet
tttagtgaag
gaaattgtgt
ctgatgtgac
gctgtcacca
ggaggaacag
tetgttgeaa
gttaggactc
gaaatattce
acacagtcag
tttgteatgt
tcacactgge
tctcagagtg
acttatttat

<210>
211>
<212>
<213>

102

DNA

<400> 102
cttectecet
cceecgegage
gagacccege
acctaatggt
accagtcagt
tgaagttagt

3458

gcaaactaat
tttgtgaatg
gttttatttt
actagggaac
aataacacat
gataaaactt
tatttcttta
ggticacagt
aaatccaaaa
ctatggectgt
faggctctgt
cttgtggaaa

1914

Homo sapiens

gcgecactgea
ggcegtgagt
gaccctggece
ctctgecteg
ggtgtttgag
ccagaacaag
cagaccccte
aaagaggcga
gaagacggag
ggctcagatt
tecggeccacg
ctttatccaa
actggggagt
tgtcticetg
cagtgattca
catctttgee
tggececccag
caccgttaga
tcaccgtgge
ttgtgcaacg
gtgcaagaaa
ttttatatge
cgtgeagtat
aattctcecca
actcagttce
tccactcaat
attttecttt
tggagetggt
agctgttita
cacaaggacg
tttaattgta
cctagtatte

Homo sapiens

cccgeteget
agctcctctt
agcctggagg
gaaaatgaga
gaagttgcaa
cataggcgag

actagataat
tcceectceaa
tgtttgaggg
aattgttgat
gaagcaagaa
taaatgtata
gaggcattac
tgtattccag
tgttagcaaa
ttgtaatttc
tttaagaaaa
ataaagtgtt

cagctetett
cctecggtget
gceeegageg
gaagtgagtg
gatttigecta
cacctctgee
ggggtgteea
cgagaaagaa
tgectgecaga
gaggagcica
tgtattigice
cagataaaag
cctcattgaa
tgtacctcta
gcaggecett
tcaactccag
ctggtgtcct
ttcaggcage
taccattgic
gccagggttg
actaggcaat
tttttctcag
ctcaagatat
gegttaacac
aaagtcacag
gtcttaggte
ccttgtggtt
ggtaccaggt
agaaatctgg
ctggectactg
ctcaatggta
ctaacctgtc

tettetecacg
ctececgagge
agggetgtee
caatgattce
gcattctceca
cctitcatgg

aaggaaatgg
aaaaagctaa
ggatt gtcag
atgcatagca
tgaccaatat
aaact ttatc
ttttt taaaa
tattcaagat
acaaagtgca
tettt tttte
caatatgtgg
ttgtt ttttt

ctetecgeege
cgeec geegg
gagcctggag
cttct gececat
acctgacgcce
accggatgte
tcacaaaagc
ataagattge
aagagtcgga
agaac gagaa
ggget cagaa
aaggaacatt
tectecatttt
gaatc ccagce
cccat tetge
gatttaggee
geeecgecettt
agtgtctgta
actcgtaggg
tgett tetag
gtact cttce
atctggtttc
tcaggtggee
aaaat ccatg
gaagaaagca
aggagtigteg
gaaac cacag
ttagcattat
cccagggtgt
tctat tazaa
tcattacaat
agaataataa

ccgggageag
gegeggggeg
ggggetitgg
tgtat tgaca
agctgatctt
ctggaatgag

gggtgaaata
tggaatattt
aaaatccctt
ttggaatact
tctgataatt
aaataaagtt
atattggtca
agattcctga
atattaaatg
cttttttatt
gaaatgattt
ctgttttgta

cgceccgageg
ccagacaaac
caaaatgatg
cgtceccetge
ctttgtcaag
ctetgegetg
cgaggtagce
agctgcaaag
gaagctggaa
gcagecatttg
tgggaggact
gcagagctaa
atacccaaaa
agcagagaac
cccagagtgg
ttaacacact
catctggatt
cctegggteg
gatgtggagt
caaatatgct
gatgtttgtg
taagagtttt
agaagagctt
ggcagcatga
gaaagttcaa
tctaggetgg
tcagtggaga
tggatgtcaa
ttgecagetgt
ttctgatgtt
tttctgtaag
atattgtggt

gctegegecet
ccceecgegag
gttgcacgtt
tcaaaaaaag
cagaatggtc
tttgatatta

62/1203

tttttttatt
ggcataaagg
ttctctetta
tgtcattata
ggcactggat
ttattttecce
attcctgaca
tttttcaatt
tttgetttat
tggtgctgaa
aatttttect
t

cacccttcag
agcccgeccg
cttcaacacc
ctgtcececte
gaagagctga
gaatcagtca
cctgaagaag
tgccgaaaca
agtgtgaatg
atatacatge
ccagaagatg
gcagtegtgg
ccctgaagee
catcaaggcg
gtcttggace
ggccattett
ctacaaaaaa
gagggatggg
gagaacagca
gttatgtcca
tcacacaaca
ggggegcees
gtcagcaaga
tggcaggtce
cttccaaagg
aagagccaaa
gatgtttgga
aagcattttt
gagaagtcac
tctgtgaaat
agaaaatatt
aaaa

cgcaccgetg
cceegegget
ttcaaaaaat
caagtgaatt
taaacaaatg
gtgaagatga

PCT/JP2005/018574

3480
3540
3600
3660
3720
3780
3840
3900
3960
4020
4080
4131

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1914

60
120
180
240
300
360



WO 2006/036025

gccactgtgg
ttctgeagte
aatactattc
agaattgagt
tacacttgcce
tcctgetgac
aggtgagaca
tcttgecateg
gggtgttigte
agcagaagag
ttecttttac
agatatcctg
tetecceatt
ggccattgtg
agataaaact
tggtctgeat
tggtgatgtt
tgtgtgcaat
cttaattget
agctgaatac
acagcaggac
ctgtactaca
gtaccaacaa
tggtcctgaa
aactggtgtg
tactggagat
aacttcccag
aatagtacca
taagtcgcta
agttgetctg
caaagaggca
cgaagagggt
gagtatagca
caatgccatg
tggagtagaa
cattttgact
gactttgttt
aatgaccttc
gaccaagtct
tggatccate
gactgagagce
catagtggca
ctggetetgg
actgccactg
gegectteac
ccttacctaa
tcattttcte
gatgtttttc
aactgtcttt
aaataagatc
ctaaacccta
ctgttctett

210>
211>
<212>
213>

103

DNA

<400> 103
ctgeggeteg
cctgacagaa
ggeggegegy
ctcggatcag
cttcggaaag

aagaagtata
atcagtgttt
gttgttacag
aaacttgtgc
cgagacttgg
ttacgecttgt
acgcettgtt
agaagtaaca
attggaacag
gcaccaaaaa
tectitggta
gaaatgttta
gtggtcacag
aaaaagctge
ggaacactga
gctgaggtta
gttcatggat
gatgctgtaa
cttgcaatga
ccttttaget
agaccagaga
taccagagca
gagaaggcac
ctgggacagc
aaagaagctg
tcacaggaga
tcagtctecag
aaggttgcag
cagaagaacg
aaggctgeag
gcagacatga
aaagggattt
gcattaactt
cagattttgt
ccagtggata
aaaaacttga
gtcttetgge
acatgctttg
gtgttigaga
atgggacaat
ctaagcatac
gaaattataa
gagaggagtg
acagaagatg
tetttggaac
ataaagaaac
cacatatact
tettetgget
ttaatgatga
ttttccactg
aatctgtgtc
tcaccgaaaa

1948

Homo sapiens

gcctcaatga
acaccttgag
acgtggettg
tccgagaatg
agagagcagg

tttctcagtt
taatgcatca
ttgeectttgt
caccagaatg
ttccaggtga
ttgaggetgt
ctaaggtgac
ttgectttat
gagaaaattc
cccctetgea
taataggaat
ctattagtgt
tgacgctage
ctattgttga
cgaagaatga
ctggagttgg
tctataacce
ttagaaacaa
agatgggtct
ctgagcaaaa
tttgttttat
aagggcagac
gcatgggetc
tgacatttct
ttacaacact
ctgecagttge
gagaagaaat
tattttacag
gttcagttgt
acattggagt
tectagtgga
ataataacat
taatctcatt
ggatcaatat
aagatgtcat
tacttaaaat
gtgagctacg
tgtittttea
ttggactctg
tactagttat
tggatctgtt
agaaggtiga
gacagcagcet
tgagectgtgt
tctgeataca
agcccaaggg
acaaattcta
tcataaatge
cctaacttta
gtctactace
tatgaaaaat
aaaaaaaaaa

ccgegtgete
cttgatggta
gegtgtgegsg
tcgaccgggg
ctgaagagga

taaaaatcce
gtttgatgat
tcaggaatat
ccattgtgtg
tacagtttge
ggatctttce
agctcctecag
gggaacactg
tgaatttggg
gaagagcatg
catcatgttg
aagtttgget
tettggtgtt
aactctggge
aatgactgtt
ctataatcaa
agctgttage
tactctaatg
tgatggactt
gtggatgget
gaaaggtget
cttgacactt
agcgggactc
tggcttggty
cattgccica
aatcgccagt
agatgcaatg
agctagecca
agccatgaca
tgegatggge
tgatgatttt
taaaaatttc
ggctacatta
tattatggat
tcgtaaacct
acttgtttca
agacaatgtg
catgttcaat
cagtaataga
ttactttecet
gtttettttg
aaggagcagg
ggttgagata
ctaagtccag
acatcttage
cagtatttct
taaagaaaga
cttgetgtat
ttcaacccat
tgaccataaa
acaaatgact
aaaaaaaa

ttcgagetea
ccetecagea
cgtgaggacc
cgegggetee
acgatatttc

cttattatge
gcegtcagta
cgttcagaaa
cgtgaaggaa
ctittctgtts
attgatgagt
ccagctgcaa
gtcagatgtg
gaggttttta
gacctcttag
gttggetggt
gtagcagcaa
atgagaatgg
tgetgtaatg
actcacatat
tttggggaag
agaattgttg
gggaagccaa
caacaagact
gttaagtgtg
tacgaacaag
actcagcagc
agagttcttg
ggaatcattg
ggagtatcaa
cgtctgggat
gatgttcage
aggcacaaga
ggagatggag
cagactggta
caaaccataa
gttagattcc
atgaactttc
ggacccccag
cctegeaact
tcaataatca
attacacctc
gcactaagtt
atgttttegct
ccgettcaga
ggtctcacct
gaaaagatcc
catccecate
tettgtgecee
accatcttce
aaaagcactg
aattaattta
aaattgaaat
cggaatttac
catgtctgca
attaaatatt

ctggcegeag
gcaatggeag
atgcaagccce
atccgggaag
cggtgagget

63/1203

tgettetgge
tcactgtgge
aatctcttga
aattggagca
gggatagagt
ccagcttigac
ctaatggaga
gcaaagcaaa
aaatgatgca
gaaaacaact
tactgggaaa
ttcctgaagg
tgaagaaaag
tgatttgttc
ttacttcaga
tgattgttga
aggegggetg
cagaagggge
acatcagaaa
tacaccgaac
taattaagta
agagagatgt
ctttggettc
atccacctag
taaaaatgat
tgtattccaa
agctttcaca
tgaaaattat
taaatgatge
cagatgtttg
tgtctgcaat
agctgagcac
ctaatcctet
ctcagagcect
ggaaagacag
ttgtttgtgg
gagacacaac
ccagatccca
atgcagttct
aggtttttca
catcagtgtg
agaagcatgt
tggagacagg
agccgtgtet
tgcagetett
taacagcttt
aaaaaactaa
attgatactg
tttttecetg
tttgaattct
attctettta

ctetggeatt
tgacggegtt
gaggcttegg
ccggtgggge
caccgggtce
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420

480

540

600

660

720

780

840

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940
3000
3060
3120
3180
3240
3300
3360
3420
3458

60
120
180
240
300
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caagtccage cctggatetec ccaatggect tccaatcctt aaactgccaa tegecccacce 360
cgttectace tggtgeettg ggegececcat ccecccaacag aactcccggg ccccaatceca 420
gtatacccta acccttgatg tcccgaccgt tgecacgtat agggcactce cagttacctg 480
cacaacagtt tcaggcccce aaaccgttic caccggeggg tciccaaaac aacccacgge 540
tcaactcectc ctttateatt accatctcce gegtggagtt ctcctcaggt cgtgegaaac 600 -
acccccagat tcttcgeaca gtgtctagat ccgaccgece aacgtttgee tcccagecetg 660
actcecctegg cecttacceca cetgtecaccee cctetacget ctecttcecte gecageacge 720
cttagctttg caagcctgea tgcattcagg cttetcaggt gtitctagac cccegactee 780
gcaagagtga ggatgatggg agetggtcat gggagectact tatggtigga caccatcttc 840
taaaggettt tgecctacte agecccaacet agacctgtag atttccetet cctgettagg 900
agtatggagt gggetgggee teectttgee ageettgagt tatctitaac tgacttetgt 960
ccactctgga gagcagtgag gaattaatct tgettttget tgtcetttgg cctttecactt 1020
ctgecettetg ttgagaatta tcaccatgac acctgccata ccgtatagag agccaaggta 1080
cagccgttag agactatcta attgagccce tacattttgt agttaaggaa aactgaggec 1140
taaatgtgac caaaccaaca ttgtaatcca gtcccttctt ggaacctaaa ttgaactgec 1200
aagtactgeg catgcaagag accctttatt ggecttacag tgggecattc attictatag 1260
gcaaagaaag ctctagacag attggaatag gaaatggata tttgeetttt agetacacce 1320
ctttgtetgt cttecteatt ttgttecttt ttttttccct aaaggggagt caagttcect 1380
gggttgtice cctcataagg tattagggac ttgtgtcaca tctctetgga gttttctatt 1440
ttaaagagga atctgaaagc aataagctct ttggtctict taagatgget acacctcaat 1500
ttaagatggg gtaticttic actagttgag gagtagaaga ggatgaccag ctagactcec 1560
atggaattgg aactcetatt cctigettag acattacagg ttatgetttg agatctettt 1620
ggggtgaagg attgaaatta aaccctgage caccgtgtcc ttgtagageca cagagtagag 1680
aacaactggce agctttgaaa aaacaccatg aagaagaaat cgttcatcat aagaaggaga 1740
ttgagegtet gcagaaagaa attgagcegec ataagcagaa gatcaaaatg ctaaaacatg 1800
atgattaagt gcacaccgtg tgccatagaa tggcacatgt cattgeccac ttetgtgtag 1860
acatggttet ggtttaacta atatttgtct gtgtgetact aacagattat aataaattgt 1920
catcagtgaa aaaaaaaaaa aaaaaaaa 1948
<210> 104
<211> 431
<212> - DNA
<213> Homo sapiens
<220>
<221> misc_feature
<222> (231)..(231)
<223> nis a, ¢, g or t
220>
<221> misc_feature
<222> (368).. (368)
<223> nisa, ¢, g ort
220>
<221> misc_feature
<222> (382).. (382)
<223> n is a, ¢, g, or t
<220>
221> misc_feature
<222> (399).. (399)
223> nisa, ¢, g ort
220>
<221> misc_feature
<222> (425).. (425)
<223> nisa, ¢, g ort
<400> 104
tgacacaaac ttacaatatt tataaataag tcgcaagcaa acactgagit acatttacca 60
cgaagtcact ggacagagac caaaatccca tgaaagegga ttgatgtgaa accacgttag 120
atctgagacg cagacgtgag aaacgccact gataagagac acggaagatc ggagcccage 180
ccegtgagee ggtcggggac agecacggggg tcagegtgeg geegggececg ntcaggeteg 240

64/1203
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ctgaggtcca
gggtcteccea
tgggcggnge
gagecngggcec

<210>
<2115
<212>
213>

105
491
DNA

<400> 105
gctatcttta
ctgagatcca
tticatgeet
tttttgtagt
gtecectgetgt
ctacccagtg
cctaggtccet
cctgaggtgg
agctccetet

<210>
211>
<212>
<213>

106

DNA

<400> 106
gttcgaggag
cggeecccgge
geeggecage
acactegect
ggagataaaa
agagaaagta
tgagaccatg
agaagcctcce
cccagattct
agttgaaata
agaagatgtg
tcatgacctt
cagagactct
ggatagtttt
ccagctagtg
agtgatggac
tgtgaatgge
ctgggacgat
aaataagtgt
cataggatgt
cacgtatgece
tcatcgactg
tacttigecag
ccagctggaa
agcagaggaa
tctagagcac
tcagctaaac
caagtgtttg
gctgaaggag
tgacgtcatg
gcagaaatcc
tcggggggca
tcagagcaac
ttcagctaaa

<210> 107

<211> 1783

ggaacgggea
aacgcagacc
gtagtcgeceg
g

Homo sapiens

tttetttatt
ggtcagttgt
ctetactgga
cccagaggta
atagctgtgt
ccccataaat
gtgtcagcac
ttcettacac
g

2020

Homo sapiens

ctgetgetge
cgetegetet
gcetgeecta
gtcceegeeg
aagacgacac
gegattatce
aagtccaacc
cccactgege
ccgtccaaac
gttcatggta
cggegeagtg
atgaagtttg
actcccaacc
tatatgacat
tatgtggaaa
ctgactgaac
atcctcacaa
accacgtgtc
tttgagtgtg
ggacggtatg
atgcagectta
gttgcaagta
gaagagaaaa
tctcagcgaa
attaacaaca
aaactaaatg
acaaaagtgg
cgagccaacc
acctgtgace
ttctacctgg
aggagggaca
gtgggaagtt
agacatccct
tgtgagggte

cctececacctg

gggacgceagce
cntcggeacce

tgcactggga
gattaatttt
tgctagacat
cttttgaget
caggtggeag
catgaggttit
cactgticet
acatgcgetg

tgaggeggcesg
cggectegecet
tgagtgtgte
gctteggett
tagcctcage
atcagcatct
cagatgaact
aaagaagtaa
agcttccaga
ttatgcacct
ccatgetgtg
ttgeeccatt
aatatatggt
gcaatggcceg
gagctgaagt
tceccaagtg
cgttatgtaa
ctgtttgeeg
gtgttcagga
tcagtcgaca
ccaaccatcg
aaacagatgg
tagatgeett
tctactggga
tgaagaccaa
atctcctaaa
ccaaactcac
aagtcctcet
aaaaagatct
agacacagca
gatcaacatc
gceectecagg
gagactgttc
ggcectaata

gacacggcgce
gaccacaagc
tgceccaaghg

aataacatct
tctetgtatt
tgtacatttt
ttgtcctagg
tgcccatceta
tccagetagg
tctaatcttc
atcagtaggg

gcaactgcat
tccagectceg
actggttgtt
cagcgecgeg
tgtageectgt
cggeecgtega
aaaaactaca
agatcacagt
ccagatttca
atataagaca
tattctcaca
taacgacgta
gctgataaag
ccagttcaac
gctcaaatcet
cacggtgtgt
ccacagcttic
gtactgtcaa
aaatctttgg
tgettataag
agtctgggac
aaaaatagta
acagttagag
aaacaagata
gtttaaagaa
agaaaagcag
caacgagctc
gcagaacaag
gcagatcace
gaagatcaac
gccatggecet
aagggcecgea
tcectgacac
agtacaagtg

gctgeeceegg
gtggetgegg
ccgegggtga

ttgtctacta
atgcaatgta
accttcttgg
atgcagtgtig
gggtttctea
gtggtgggaa
tcacatgget
ctgtgetgee

tgaggtggtyg
cctgageceg
atccgattgg
gecggggaaa
ttagaaggca
gaaatgacag
giggaagaaa
aaggaatgca
tteticagtg
aataagatga
gtceetgetg
attgaacaaa
tttegtgcac
tcaatagaag
gaagatggeg
ctggagegea
cacagccagt
acgceecgage
atttgtttaa
cactttgagg
tatgetggag
cagtatgaat
tattcatatt
gttcggatag
acaattgaga
tctgtggaaa
aaagaggage
ctaaaagagg
gagatccagg
catctgeetg
cggectegag
gcaagaggesg
tgtgagagtg
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caacccccecag

gacgggggcet
acagtgtceg

tttctageat -

ttttcetget
gcactgaata
atcctttcag
cttgtgtttt
caggccctac
ctttctetgg

tagtigaggg

geggegetge
ccgggeeege
agctcgegga
tgtctgatga
agtcaccagg
atgtgatcat
ggaagtcttc
taaacgctge
gaaatccatc
cctecttaaa
caatgaccag
tgaaaattat
aggctgatge
atgacgtttg
ccagecteccece
tggacgagtc
gtctacageg
cagtagaaga
tatgecggeca
aaacgcagca
ataactatgt
gtgaggggga
tactaacaag
agaaggacac
agtgtgataa
gaaagtgcac
aggaaatgaa
aggagagggt
agcagctgeg
ccgagaccecg
ccctgectet
caagtgacct
tgctgggace
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300
360
420
431

60
120
180
240
300
360
420
480
491

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2020
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<212> DNA

<213> Homo sapiens

<400> 107
cctcteggag
ggeagetggg
ctgecegectc
cgtecgeecee
ggetgeteeg
ccgeccccat
ccgtgteett
agaccttcag
cagaaaagcc
ctctgattgg
tcccaagtga
atggectccat
ccaacgtgca
cgagccctte
ggatcatctg
tggattatgg
aaaaaaaaaa
attttaatag
agggtggttt
atctgtattt
acttgaaagt
aaacatggta
gtacataaag
tttggecettg
ccttaaaaag
tagcttgtag
tgtaactttc
tgaactttgt
catgtatatt
ttctctctat

<210>
<211
<212>
<213>

108

DNA

<400> 108
gtgggeggcea
tggacctggt
tgaagaagge
cagagagctt
agccagaggt
agtttctggg
acctggagga
gagaaccgag
ggeegttecet
acgtgctgag
ttctggagtg
cagcteegtt
taaatcagcg
aaaactgcegt
catgaacaaa
tatagaactg
aatatttcct
caagtaatta
atatggggaa
aaatctagac
aaaaa

<210> 109

ctggaaatge
gaggtccgag
ctgtgtcgaa
tcacgeccte
ccgtegggge
gecatccctte
catctccaag
ccagagcctg
atgcaaggga
acaggcagca
actcacactc
ctgtgtgctg
aatggtagac
caaaaactac
atgatgatcc
aatttaaacc
aaaattitaa
cctgtgagte
cagtttetece
caaagaatct
tgttattgtt
gtactggaaa
acaaactagt
aaagtagcaa
acactgtctc
ttttctaaga
ctigtactta
tagtcatctt
gattgtggca
aataaatcgt

1205

Homo sapiens

ggacgcaccg
catcacgcag
ctacgagttg
cagcccagac
gagcgaggac
ccgagcegceac
atttgaaaat
gtactacttt
caagcctgga
tcagactgag
ttatctgcaa
cattaagtct
tattagaaat
agaaattaca
attacataag
tgacatttag
ttgtaatage
ctacaagaat
tcagcttaag
acaaaaaaaa

agctattgag
cgatgtgace
aataactttt
teticetete
cgegeegeeg
tacacccggg
ttteteegea
caggagctge
tegggttace
cagcggattg
tgggttgace
tatgaagcct
agccgaatcea
aatatgatga
ataaatttga
atgtcacage
gtgacagtge
caagtaaatg
cagacatacc
ttctetgeag
aacctttteg
ttttacaaga
aagcatgacc
gtgaccagaa
aactgtggte
ctgagtaaac
attgggtaaa
ttatttggta
aagttgtaca
ttcttatett

cggacceegg
gagctggeee
atcaaategg
ctgtttgtte
tgcatccaaa
ctgtgcaggg
tgegtgactg
ttgetgtaca
tatcgtcacc
gaggaagaca
gceggaagaa
cacgtgccac
agagacgtaa
taagtttget
catattaaaa
aaaacaaaac
tttgaatttt
atgtaccaaa
ttgtatctga
aaaaaaaaaa

atcttcgaat
aggccgccat
ttagtctaaa
agccttecge
agccccageg
ccgecaccat
ccaaggggcet
tggcagaaca
gttgtattcg
gactgagcag
cctatgaagt
caccagcagg
gcetgtaagga
ctgtatcagg
tttttgettt
tgtgaagatc
catagtttgg
atcactttat
taaattttta
taaatctcge
gcagetttia
cttttaccta
tggggaaatg
tectgecatgg
ttagcaccag
ttettatttt
agtcttttee
aattatgaac
gatttctata
ggeattttta

agagggcgga
gcgeegagag
ccaacctagg
tgtgtgcaga
tgtacttcaa
cccagatgtg
agtacatgaa
atgcatcagt
atctgatece
aggagtggeg
aggaggagge
agaaataccg
gaagtaattt
gagagatata
agaaatagca
agggtctttt
tttaaagtta
agcattcatt
aaagctagat
aaaaaaaaaa

getgeggage
cgetegtete
gaaagaaaga
ccggtgagga
cceegggeceg
gataggcgag
gacgagcgag
ttataaacat
catcaaccat
tcaggagetg
gtcctacaga
aggtagcact
ggaacttcte
ttaagatata
gggtgggete
tggcacaaga
acagtacctt
ttgetaggga
catcaatcct
aggggaattt
ataggaaagt
gcacttaaat
gtcagacctt
caacaggctt
ccagctctet
tagaaagtgg
acaaaccacc
tggtgtaaat
ttttggatga
acc

cgagcaggge
ccagcaagat
gaaatcggag
gcaggcececetg
ggtgaaggeg
tgceeccgaag
ggccataaac
cctctactgg
cagecctttce
tgetgagetg
tgcecaggttic
gcagatatte
tcttaaaagt
aaaatctata
gttcatccaa
gcetttateg
atagaaaatt
catcagcagt
acaaaattaa
aaaaaaaaaa
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tggaggegga
ttecetetete
caaaagtagt
agceeggggt
ccccegeacg
atcgeegeeg
cgacagctgce
cactggttce
aaaatggatc
ttcaggettc
attggagagg
caaaacagca
ttgggcagaa
gtctgtggat
ctettgggga
tagaatggta
tcaatgatta
gggaagtcct
tttaaagaaa
gcactattac
taaacgtttt
atgtataaat
gtattgtgtt
taaaaaagac
gtacatttge
aggtetggtt
atctattttg
ttgtacagtt
gaaatttttc

gceggegecea
gctgegteet
tttgaccecct
aagatgaggce
cccatcaccce
tcggecagaaa
tttgccaaag
cagatggtga
caaatcataa
atgctggaac
tgctecacgg
tetgttatgg
cattgttcag
tgcatacata
tgcaaagatg
tcgetettta
cacaaagata
ccattttgac
tgagaaaata
aaaaaaaaaa
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60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1783

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1205
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<211>
<212>

58b
DNA

213> Homo sapiens

<400> 109
gtataaaatt
gttcatattc
agaatagaaa
tgatttaact
ttacctaaaa
agcctctgee
ctccatatag
tcaatcagtt
caaataactg
gtacaagagt

<210>
211>
<212>
<213>

110

DNA

<400> 110
gegegeeget
ccactgecgga
cagtatagcet
tacctggaaa
ctggagectgg
gttgtagtea
aagcatcttg
tccaccegac
gctgaaaact
acgaacaatg
ttttgacttt
tcatattata
ttacccaagg
catgggaaga
agatgatgac
ccaatggcce
gggaatcagt
gccaacatga
atctgectatt
gtttaaaagg
tecatttettt
atattgtett
gtgatttaat
aggaacaaaa
agtttcagge
tggcttaaaa
atgtagttct
atgaagccat
gagtagtaac
tgtgttaaaa

<210>
<211>
<212>
<213>

111

DNA

<400> 111
cagagctget
getatcgggg
gagtggggte
gaagcctcag
tttccttaag

taaattttat
atttttttcec
tatgaattca
tccaaaatct
attcgttatt
ccacgacaac
gactggcagt
gtagtctget
ccaagcatat
ataggaacaa

1767

Homo sapiens

ttetgttece
getttgtecg
ccggtggegt
cgcecegagtt
gttcgggeac
ccgatcttga
tcactggtte
ttcatactga
ctaaaagata
gggaaaaatt
gaaaaaattc
tacatcagaa
ctctaacaac
ttgtgtteac
caccaggggc
tgaatccage
tattcaaata
tttgactgga
atataataat
ttttcatttt
taaaatatct
gtatacttat
cagtaaattg
gatatcttta
ttatgcactt
atactggtat
atatgtatat
tcgetcatat
cggatggaat
taaacattgt

1072

Homo sapiens

gtcatggegg
gatgtccaga
ggcataggag
gactggatct
acagatggga

gatcatgtcet
ccaaaggaaa
ggtacttagt
gaagtcatca
attcagataa
ttcetgagat
tttgtaatcg
gatctgatta
agggatgata
aaacatctgt

gggegeaatg
agttttggag
gggttgegtt
ttctggegac
cggggeegtg
ggaattgcaa
tgttcaagce
tggcegactg
tcagecggatt
cagaaattga
ctttggaaaa
agaaaaaatc
ctgggtaaac
agattttttt
tgtctgeaat
ttaggttact
aaaattggta
ccttttacag
gttttaaatt
gtacataatt
ttaatactga
attggccaaa
tactgtaatg
cagatttttc
acgtggctca
tgtttacatg
accaaatgaa
acaataatct
tetggtattt
ttttgag

ccgetetgtg
gctcggaggt
atcgettcaa
cggeggeeeg
gtitttgtggt

ggaccttttt
aatttctgaa
caagtttcta
acatgatttt
agatagctcc
ctgtgaagaa
tagggaaaaa
gaagccttga
cagtagccca
aagtaaggta

gcggatacge
aagcgggatg
gtgtgggacg
ggggeceacg
gggeteatgg
gacttgetga
aaggggggaa
catatactat
tgaaacttgt
gaaaaaatat
acgtgatgaa
gaaatttcca
taaagatgtg
ttceggeacg
acgaaaaatt
tagttcagcea
ttgaggegag
gaagctagag
caaactagta
atacaatatt
aatgttcttit
gttttetttt
agttgctaag
atttgagcat
tgecactttat
aagcagtgaa
tttctgttct
gtcaaggact
acaggcattg

gggettcttt
geeegggget
gattgaggsg
agtgectggta
tcatgatata

acacttaaca
tcatcactat
aagaatgcaa
gtagtactct
ctaatcacat
actgcagtet
acggtgactg
caaatgcectg
ctgttttggg
ccaga

tggagtecctc
gtacagtget
ctgeccattgt
cgctgageeg
ctgcfaccct
agatgaatat
gaaatagaag
gaagagtctt
attatatgtt
tttgagctce
gagtatcgaa
tcgtgaagee
aatagagcat
tccttagaga
cctgettgee
tcaagttett
gctgaaatet
ataaatttct
aattttagtt
tatcatttgt
taattttaaa
cctecaccat
aagacaaatc
ggagtgagaa
gtatatgtic
aggtttttga
gtgtetctet
ttaatcatac
gtgetagatg

cccgtectge
gctgetgagg
cgtgcagttg
gacggagaag
ccttetggat
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caatggaaat
gttgecacagt
ataacagaca
atctcaggtt
gtttttaaaa
tgtgatcaga
attttacgtg
gtggegattg
atcagctctt

getggaggac
acgactacag
cctttctaaa
geggteggtg
cggggetgat
taatatgaac
gctttecttic
tggagecatt
gttatgaaca
ttcagctaga
gtgaagatat
tttaatcatc
gtgaatacag
tccgatgtat
tgcetgectg
cttaaatgtt
gccaaaaaca
gaagagaact
tgtettcaga
attttccact
aagaactgag
acatgtctat
agaagattgg
tagaaagacc
caggaaaatc
ataactacaa
gttttatgtt
ttgttccaaa
gtacatttta

tgetgetget
gatcgggagg
ttccaggggt
agcacgtcgg
cttatgtagt
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60
120
180
240
300
360
420
480
540
585

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320

© 1380

1440
1500
1560
1620
1680
1740
1767

60
120
180
240
300
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ggaagttgta
aaaaatgaga
tcectetecaa
ctggacagac
tgtgettetg
gtcaatgaat
actcttctet
tggggetgge
acactgggtg
atcccgacgt
ggtacacgag
gaattaatta
tatgtatatt

<210>
<211>
212>
<213>

112
536
DNA

<400> 112
tttttttaaa
gcaacaactg
actaaaaaaa
cattttcaga
tetgtttttg
gtggecttee
gaaaactctt
agacctgaaa
aagtagttag

<210>
211>~
<212>
213>

113
476
DNA

<220>
221>
<222>
<223>

<400> 113
aaacaacaga
ggaacattcc
gtgtecteat
gggtaggeac
gctggagttc
ccaggtaaac
tttctagata
caccgnegte

<210>
211>
<212>
213>

114
694
DNA

<2205
221>
222>
<223>

<220>
221>
<222>
<2235

tcteccagett
gcaagatatg
atgaaatctt
tttctaatga
cctaaagtgg
atgctgaatt
tcaaaatcat
aaaaggaggt
gcatccaagt
tgatctcttia
aaaacccagc
cagtgtccta
aattaaaaca

Homo sapiens

atgaaaagta
aagtataatt
aaaaaaccct
ttgacagcag
aaacagcttt
tcagggccag
caatggtget
catcagaata
gatcgttcag

Homo sapiens

misc_feature
(426). . (426)
nisa, ¢, g ort

aatttatttt
atttctgatg
atgggcttte
cacagtctgt
tggtaatcct
caagaacgct
cttagggtga
gccaaageceg

Homo sapiens

misc_feature
(441). . (441)

n is a,

c, 8

misc_feature
(600). . (600)
nisa, c, g or t

acagatttga
tgaattacat
caggtccacc
acccaatggt
tcaacacaag
ccaaccatga
ctggcaaatc
agtcaggceg
cttggaaaac
caactgtgta
tttecatettt
tagaaaatgce
tcttaateca

tggttttatt
taattcagca
taaattaaag
aacgaagttg
ccacttcate
gtagceggtg
gaaccgcagt
cttcttaget
ttgecacgge

ctcacagtic
aggcctetet
ttctgtgtac
aacccctece
acacagttta
acataaacgt
gtgececatee
cgaacaccgt

or t

tceecgtticga
caaaacatca
ttcttacttt
tatgatgatg
tgatcctgac
gttgectgat
tagcagcggce
tccagagetg
cgtgtgaage
tgttaacttt
tgtetgtatg
cattaataaa
gaaaaaaaaa

ggatcttett
ggaaatatca
ccaaacattc
tttccgtgaa
tcecetttetg
acgacgtcag
ttgetetggg
ggcttaaagg
aatgcccttt

tggtacacta
tettggettg
aactgttatg
cttetatete
cttcatgeeca
gggtggceate
aggegtcete
ccggacceag

gtggatatca
gaggttgtca
attaaaaggg
gttettectt
atgagacggg
gtttctgagt
agcagtaaaa
gcatttgcac
aactactata
ttagcacatg
aggtcaatat
ttatatgaac
aaaaaaaaaa

gtcaaacacc
cactiggagg
tttccaagge
acaaaatcat
gggctecaggg
agggcagcct
ggtctgtgta
atggaggagce
cagaagcgag

gaaatccaga
aagacagcca
getgagggaa
agtaccaaca
gettttgett
tectatatet
aggggeccac
gcegetgeag
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cttcgaaagg
gactgcccta
aatcgtgggg
tattgatatt
aaatggagca
tcatgacaag
caggcaaaag
aaacacggcea
aacttgagtc
ttttgtactt
tgatgtcact
tactatacat
aa

tttacttgag
gaaaacacac
acagcactgg
gagtccagag
aacgatgctic
ccgaatgtag
gttggcaage
atcaatactg
gatttg

ccgaagtgea
ccttettget
gcagtgatgg
aggcagatga
tccatgaggt
aattccaica
gaaggagctc
ccggeg
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360
420
480
540
600
660
720
780
840
900
960
1020
1072

60
120
180
240
300
360
420
480
536

60
120
180
240
300
360
420
476
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<400> 114

taataaagta tatcagtgac aacticctgt ttaaatatat tgttaaaaaa tcatgcaaga 60
gcattttgtt atcattatga ggaaagattt gagactactg ttcctictge agaaacgcta 120
tgcacagatg caaaatgatc aaaggctgat acaataatga atctcaagta agtagcggag 180
ccatcatgtg cctgtatggg aaaaaaatca atataaatge ttttagcagt gctagttaac 240
tgttaacaag cagttagcaa aagaaacagc ttgatgcaag agtaatatic taaatatata 300
acaacacata aggccagcta catataatag ttgtggtaca tatcagctaa ataccagcct 360
tgatttgatg aaaaaatagc actgggaget aaaaactgea ctctcatttt ttggtaggac 420
agggtctcac cgtgttgeeca ngettgtett gactagetta aagetagtct cccaaagtgt 480
gggggeggea gaataacctg aggtgggagg tigggaacaa gettacccac accggagaaa 540
ccceggttca cattaaatac caaattaage tggectggtt ggaccccact gtgaatccan 600
ttccttggaa agtctgggge ggaaattcgt ggaaccccga aggaagaatt gecagtgacca 660
gaattgaccc tttgecticca acttgggaaa agaa 694

<210> 115
<211> 499
<212> DNA
<213> Homo sapiens

<400> 115

ttttttggga cactgatttt attgtacact gcatcataga cgtcttcctt aatttaggaa 60
gggaaaagtc aatggttact ccatcagtac agtttggcag ataaaaatge agggggcaac 120
aggacatatg tacaacaaaa agtgcctiga taacaaaaag gttgagaacc actgaccaag 180
gtacgaaaaa aatgaagctg ccttgattct ctgggecagga agaattcctg atgectiggg 240
ggctgagecac acaggtttca agactgaatg aagtccceet tictctcace ctetggggte 300
tgcaacgtta gcatgagagg cttttcttet ccagcecggat ggacccccac agggteccac 360
agaggcaagg aaaggcctge aggaagactc agcacaggeg aatgggetgg tcageagtgg 420
agtggacggg agcccagggg attccttgea tcagcagetg cccggagegg actggagggg 480
acgeggetac acgttetge 499

<210>° 116
<211> 1208
<212> DNA
<213> Homo sapiens

<400> 116

gttgceceggg taacgggage agagteggeg ggatigagea tttccacaga aattacagtt 60
ttgtcetttt tgaaaaaata gaactgtatt tcagaaaaaa gaaactacag ttttagcatg 120
cagaaaggaa aagggagaac aagccggatc agaagacgaa aactctgegg aagtictgaa 180
tcaagaggag agatggggte tttetgtgtt gggcaggetg ggetcaaact cctggectca 240
agcagtcctc ccgecttgge cteccaaatg cigggaatac agaatgaatg agagecacaa 300
gtctgadttt atagagctga ggaagtgget gaaagctagg aagtticaag attcaaactt 360
agcgeetget tgttttecag gtacaggaag agggetgatg agtcaaacat ccctgeagga 420
gggacagatg attatttegt tgectgagag ttgectgetc accacggaca cagtgattcg 480
aagctactta ggggcataca ttactaagtg gaageccteet ccatctectc tgetggeget 540
gtgeaccttt ttagtticag aaaagcatge tgggcaccga tctctttgga agecttacct 600
ggagatttta cccaaggegt atacctgece tgtttgtttg gagecggaag tggtgaacet 660
tctteccaaa tetttaaaag caaaggetga agagcagaga gcccacgtge aggagttcett 720
tgettectee agagactttt tetettetet geagectetg tttgeggagg ctgttgacag 780
catcttcage tacagtgece tgetgtggge ttggtgcace gtcaacacca gagecgtgta 840
cctgaggece aggecageggg aatgecttte tgecagagecg gacacetgtg cactcgetce 900
gtacctggac ctgetgaate atagecccaca tgtccaggta aaagcagegt ttaatgaaga 960
aactcattct tacgaaatta gaacgactic acgttggaga aagcatgaag aggtattcat 1020
ctgttacgge cctcacgata atcaacgget gttcetggaa tacggatttg tttetgtcca 1080
taatcctcat gettgtgttt atgtetcaag aggttggaat caactttgtt cttaacatta 1140
acactatata atttttttcc ccatttggag atgtgtattt tcagttttaa taaaaatatc 1200
aaaacctt 1208

<210> 117
<211> 2457
<212> DNA
<213> Homo sapiens
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