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1 T BB S B E RS Wl &, A S R 45 & RPST JE R HAH B2 mRNA
(122 /5093 B SR A% B AR L, S b RPST JE R (1 B 38 9 2 it 85 Jg (19 RPST R A [ 4h 2+ 3
(19358 43 B o v RPST &R [ B 30 0 A0 24 T (A B2 BEBE (1) RPST JE R B X7 i 508
FERHIEX T A T AR — B

2. BURIEER 1 i ) &, a8 T4 3% RPST ZER R 2 /D34 1514

3. BURIE SR 2 v i ik i) &, A5 BT RPST J DR R 4 1) 1 0 FT 2 10 51420 o

4. BURVESR 12 3 (04T — T B ads (07 i, SO St it 88 & 1) RPST ﬁlﬂ’]%'ﬁ%
3 TR A3 IR R S HE 24 T P 2 B BEIK) RPST JEPH (1947 55 508 & 711 iX—HB4 RS .

5. BURIEER 1 2 3 (AT — T rh frdk 2 Wk &, SLrhiRER%E B3 SEQ 1D NO 1 % SEQ
ID NO 7. SEQ ID No 176 % SEQ ID NO 189 F1 SEQ ID NO 378 % SEQ ID NO 413 L% SEQ
ID NO 419 % SEQ ID NO 448,

6. BRIZER 1 & 3 BT — T Birad () 8, HoB 3 22 /0 —F ik R /38 51 0 fn 2
Pl AR SN 519, TERY3E 519k B SEQ 1D NO 8 % SEQ ID NO 40, SEQ ID NO
414,SEQ ID NO 417.SEQ ID NO 418, k4 34 5|#)3% F SEQ 1D NO 3.SEQ ID NO 22 % SEQ
ID NO 49, SEQ ID NO 415 1 SEQ ID NO 416,

7. BURIER 6w Frd 2 WniaR &, LT B A AR

8. BUANE SR 6 o Frdk i Wl &, R TE S8 I mar AR .

9. BURIZESR 6 H BTk (12 Wnialfl &, O TR AR /M 4R

10. BCRIEER 9 BT IR 2 Wl ) &, e e iz Bk s 38 B Rk B 3R A i3 Uk
R (PCR) 4R FE U B (LCR) IETRZ R IT AR 14 (NASBA) VEEE Hudr1% (SDA) \F %A
FHIY 3G (TMA) L4332 DNA EEAR (bDNA) FVRIN BGH A (RCAT) B Ath TR (2 4R 47 38 1
FARPH— P Z

L1 7EIE S HI46 1 R BB 45 6 RPST JE PR B AH B2 mRNA 1 22 /0343 18 &8 /D — B SE R 7
PR TR AE 1) 2% FH T 6 00 DA s o F 8 A A A 10 700 P 1 FH O, L RPST IR (1) BT I 30
43 52 Bh 85 JE I RPST FEIK 40 3 AU 43 B e Fh RPST JE K (Y BT 3 a0 A 24 T A il
T BRIK) RPST J: PR ()BT s 508 ZRBAR A A7 a5 711 B3 50 53, e o B ad 4 7] FH e A )
DU b v P S A AR 1K 73, % R D B

(1) 7RI YR A I 5 5 /b —PhER i 45 4 RPST JER B AH B2 mRNA (1) 22/
A I BEG T IRIRENR S

(11) 70 & BT B mT BBA7AE T 030K f p AT AT L R 5 BT iR B2 R T R 44 58 A
T T AR - SO XU A S A

(1i1) B IREr SRR A& B ATAE s AURE AR 1047 A W A i o 7 DISCRE & rp BT I 2
VR A

12. BURIZESR 11 TR I A, HHREFIE E SEQ 1D NO 1 % SEQ ID NO 49, SEQ 1D
NO 176 % SEQ ID NO 189 1 SEQ ID NO 378 % SEQ ID NO 448,

13, 7E3E M4 N REME 45 A RPST JEIK B HAH N mRNA ) 22 /340 16 &2 /b — P S 7
PR PR 70 T 2% FH TG 00 DA s v 8 A A Ak (0 70 v 1 FH s, G RPST IR (1) I i 0
a3 2 75 J& 1 RPST JE R (M40 3 138 /3 B0 I oh RPST JEK (Y BTl 3500 AH 24 T At iz
P BRI RPST PR KB s 508 ZRBAR AT i 711 BT — 5 3, He o frad 7] FH A6 A ]
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—PhERZ FhEERER / BB RV A AR 2 W e vk

14, 7EE Y 26 B 454 RPST JEPR B AR B2 mRNA [ 23 /3040 1 28 /D — P SE A% 17
FR AR 2 il & FH T & i 3 WP R R ERT / B e B W R ) v 1 o, G RPST 2[R (1)
Frid 0 432 th 2 J& 16 RPST LR 40 .5 3 B0 43 B v RPST JE PRI I i 3 43 A 24 T 1
AR L2 RE (1) RPST JE DR IO X7 55 508 AR FE XS 47 43 711 193X — 584y, Horp il A
TR & B PR/ B S B E R S Bl e k.

15, 7E3E 4T N R 45 A RPST JEK B HAH B mRNA 19 22 3040 16 &8 /b — P SE A% 7
FRERAEL 2 il & FH T & B 3 P R RERT / B B W 0 70 P 1 O, v RPST 2[R 1)
B 5 4342 it 8 J& 16 RPST ZE R 1940 27 3 BUHE B Hovh RPST 2RI I ik 3 734 24 T
oA 2 B RRR RPST JE PR (R W47 1 508 ZEBBFE R A7 5 711 BIX — 343, Herb ik a7 A1)
FEVPAR 22 B vh DA /D £ TR EERE R/ B B VS (VBT 7 SR M S 75 v R (R 97 7 %
[ —FPEL 2 P OCEE T BX

16. BORFZER 13 10 (4F— T Brdk (700 6 BUZ IR 4 10 I S A 58 s R e T
BEFA / B BB S B 00 e v 0 s, o BT X 8 7 Re 8 45 & i 25 J& 1) RPST 22 A
FIAMNEF 3 A B BB 45 A A A T 1 EA (R 2 T RERY RPST 222 (R L 0 467 £ 508 2 7
FEAPAr /L T1L X R R4

17, BUREER 16 BTk () i, P Br iR SR B2 R B, FF H BT i B CRE ok B 75 24
YA 1 B BT S VAR R B DRE it R B s A

18, BURIZESR 17 A Bk i A e, b BT BRI 2 K

19, BUMIZER 17 v i (6 A, Hrb B VAR Bt 2 1 B it AR et B

20. BOFIER 1 310 AT IH Frid iR S B IR 10 8 e f1 / BURAE—FhELZ
FhBEHE H T B IR RPST LR ZhRe MR 71 B H g, Jep Frid I o FRe 45 S th & R 1)
RPS7 BRI AME - 3 BI04 BUE BR824 5 A 4 T 1 B 22 BB RPST J8: PRI Bl o) 57 it
508 FAIENIAL 21 711 IR —FB A AL R ER 4

21. BUREE R 20 HhFTiR 9 38, o b Frid B3R 7703% 1 S 3L RNAL PNA.

22. BURESR 21 WR AT B a&, HAR Frid B3R 71k B siRNAS
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FA T il B B A0 B & Y0 b RO ARBR R BT

A BRI

[0001] AR B S Ao A a1 L R L AH B2 1K) mRNA A5 HAH SG I e e AR ET L 5101 55 4%
TR LA SCEATTAERT AT/ B3 | B BN L T A 2 W e vE R i . B, A% % B
B K AH BT RZAR 25 (1 RPST A 3 BRI AT HLAH 97 f mRNA

[0002] K HHE 5

[0003] XA g IR HA) 7 DR 1) T B ML T DA DR 25 58 AR Gt B B0 o Ak TR BE AT L TR
TR RIS H 1) f 2 32 400 AR ()80 B R38N, 51 R B M L A5 (fungal agent) HIFIE
WIFIREAESE N . TR, Hop ] s N T R G ) BB T 3R AE 8 0 b T IR o ) 28 2 A
H14 30 % B K (“Stakeholder Insight :Invasive fungal infections”,Datamonitor,
Jan 2004) o FIZRAF AT T 1) A 22 BEFSAEAN BT K s SR, 4 970 50 T 247 1) A R BT HH R,
TR PR AE AN W N o X8 DR AR A I o6 SE TG = 36 v ReA 45 il () AN 3 Jon 1) 75 22
HESEAERIEFE T sLis =84 (laboratory consolidation) .

[0004] {2 NPEE TR Y IEFE 3G Ko 2003 4, 4 4l 71 900 J5 4b T KR Y & 38 B A 120
TIRAEREG G2 B E (BB TR EF HAE LI AE 85 B IR 2 A
A HIV/ATD B 8 %) AT R AR N B B GEH m KUK o (Datamonitor report :
Stakeholderopinion—Invasive fungal infections, options outweighreplacements
2004) o FHEMRS T KERCEWRMLIE (sepsis) . REFHEAE IS T $#25, (H LR
ISR M A 1 EAE M 4P B2 (intensive care medicine) WA AR L — . FEBERT KK =
H, 5T 51 R CILARE R A0 (AT LRI B ) A5 Gitth £ B T AR F8m (Il 18
% 2 2 5 R ) S8R AT B EIEGIZ K 2148 8 K ) HIRBUZAL (25-82% ) KA
2R SR TR ARG I o F5e 28 (12 W i 2 T AN PRAE it v [ SO 458 5 e e M R B LA
ST A SR R ) B ) B AR R S o AR, ZEVF 245 DL R 5 IX B8 5 VA AN RE SR (56 T IR M 1
(LS IR THEAESE o AEIX AR50 H, AT AT R e S PR A2 oA s B ARG M, B SR 3K PR T 52 3] s
() B IRAS R o E 30 5 FH 40 BRURH B B 5 G800 ML Y 4 e U A 8 5 o, I R 2 8. A
RGBT B H T e IR Y DA J PR Rt AR H B B B AE & e, R
BAE L% W R AR S5 A rl UG RR S PR AE RIS 7Y% (targeted therapy) » ¥F
Z R A RS E B T BB BB 0 52 W (0 58 5 I AR A7 38 A0 B 2 B BOR 1
& (“StakeholderInsight :Invasive fungal infections”,Datamonitor,Jan 2004) . &
T Roche™ 4t T F 76 e AR AR & rPoAs WU 20 T8 5 TR R TR 88 DINA (¥ 225 T 52 PCR 1900 5 V5
(Septifast™) . AUk, FAAEXHF K T IARHT] (clinical sector) HAYMA S L )
Bl EL A e R SR 200 T R 3L R R AR [T 2 PR 2 W B R A R B A 5 22 X D3R
151502 8 S A5 e T AZ RS (NAD) 5036 (14039 (04 B TR AN TR A% R 0L

[0005]  fER£P¢EEEY)Fh (Candida spp.) MIHIE @Y (Aspergillusspp.) A4
o 0% 520 AR I T B JRAR ., SRS R A AE RS L PRI AR e AL Y, AE S
28 FEMPFIERTT (orthopaedicjoint) FEARINIE . KL 10% 1) C AR L EEBEEY)
P KBSy . R 22 B BEE N MR A AN PEAR 22 B B 4, IF HLARAf v HAESE [ DA

4
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8/100, 000 A FIIAZR KA, FETI2 R 40% « AR ZLEERE (Candidaalbican) A& L& G
(RIE8 4 B WAR PR o it 25 9 30 5 JF 4R A8 — L8 SR v Rl A R R BB A i AR N PR e 4 i
ARG H A KT 90% AL 2. Bl IR 8 B BEUR K (mycoses agent) {045
JJE )& (Fusarium) < 2265 E )& (Scedosporium) S HZ (Zygomycetes) FIEHITH
JEY)RP (Trichosporon spp.) ( “Stakeholder Insight :Invasive fungal infections”,
Datamonitor, Jan 2004) .

[0006] T ELTAMEFREZ IR ()2 W KB4 P ZEZ M4 RNA (rRNA) JEPH] . RNA B4 s M)A &
ATTHAHSS DNA/RNA [X 38 . rRNA J DR 7E BT AT 0 T 0 o B ORAT O HUBATTIE A 35 A [R] g Ak
IR (10 5 R () 2t i ) B AR IX 3o AR A4 rRNA A4 3 ANJEER) < KPR (R (28S) | /NI B[R]
(18S) 1 5. 85 JE K. 28S F118S rRNA ZE[A 4 5. 8S rRNA AN/ P HRHE 1 A B4k (1TS1
MIITS2) 73Kf. POy ITS XA E KRER PP 280, v 2 8 5538 SR eI s /14
o X e R 51 £ A5 PEAE SRR | (Atkins A Clark, 2004) o rRNA JE PRt 2 2 % UL, 48
HEERA+TEA 10 NELERE L.

[0007] VR WA /N IEAEBEAT R A F T B AN BRI L R B 8 v o ok oA Dy i LA
b, US2004044193 ¥ J 1 (AR 22 % B K 5% [ CaTECL s Ho ATl 50 /0 F -T2 Wi fis 97 5
B 22 T BRI G AH SCHR R I U7V A M B B IR 91 EE 1 0T 18 4B A / Bk
WAL 5. W00183824 ¥ S I THa ok B A AR L BEBRAT / BUHCA M B 22 B £
(Candida dubliniensis) HJZMEAARLER 2R ACINE HREF A/ BB S H TR (accessory
oligonucleotide) . US6017699 1 US5426026 ¥ Kz n] FH T4 14 (¥ DNA 5l AR H 5 ME
2 b B L TR R IR R DNA. US 6747137 AFF 7 TR L2 T RHE R (32 7 ()
JPH . EP 0422872 F1US 5658726 AFF T AT 18S rRNA B:RIHRE, LA US 5958693 AFF
THT LW — R P BRI E E AT 285 rRNA (IREF. US 6017366 ik 7 A T4t
— RYMR LT B AN ) FE T AR 2 Wi T LT B & g 2L IR 1 e 971

[0008] SR, 1RG4, el % T AT AE MRS PR B R HIEFRIE /1 T, REFT R HE
PR SRS B 2 W72, BTl SR AT 7k A T B I ) B AT SR AR ) R DR AL A K e
AR EARKTAR . B3 5808 5 12 W s e B S A M A4 9 DR ) 5 VR A 45 BE A% e 3855 e A
WA R ECPT B E SR VR T RS (Datamonitor report :Stakeholderopinion—Invasive
fungal infections, options outweighreplacements 2004 ;Datamonitor report :
StakeholderOpinion—Sepsis, under reaction to an overreaction,2006) .

[0009]  RPS7 x& 70 Z MR E B P i —Ay . HORI T A VAR B Az A Ak vh It
BT /NERE AL b £ TR BN A4 7 B AT B Sk BB A rRNA () 4 S P E o rpsT7 5
K S E AR N AR T D REM L R A . AR B N AR I B% £F (Saccharomyces
cerevisiae) 1, RPST H7E 14 NN fl FAH IR R gibd, — D ERAA 14
W&o Synetos Z¢ A (1992) WoRMEREE n] AL B A Z R — % DRI O N 47205, (2
AN FER BRI AE AT K. Delbriick 28 A (1997) TwREATIN T (A AR L BRI rpsT F
(GenBank H %5 U37009) , #i € A R LB £E P B rpsT $/b N & 1 IF AR Z R RRKF B
SRR RPST S A3 83 % M [FIYR T o i 7/ NG B /R FE T 22T IS FE R rpsT
PR B, FIRAKFEE rRNA Ry 3-6 i o IR R i PR & lhm R AH S, R 9 AR RR IR 28 T
228 B A KA 2T B R YA I e b 2 AR B BB o 8 Bl 55 T MM e 1) A2 A il 2

5
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(A. fumigatus) W1, rps7 ZERIAE 3 MM RAH 2 DN ST, IR EE R (4514 S5 EEEE R K
IR SE R E5 R AS TR

[oo10] PRI, AR BT B A2 S mT B TR AN 25 5 — N B2 AN BE B B R 1) )7 )
A/ BOSWIE . AR UANCIRE T rpsT FEE 1945 ) 423 DL THIR 2 BE Rl 25 56 1)
BRI TI Y. IXHAART A BRI S, P i RAR LA A B AR 22 T B E 3L A 4)
(commensal) [P it HH %5 52 35 B SR, 156 P8 51 AR D5 A T BESe AN RN I o (R L2 B RE A
W] e AT 3G 3k R b 5 Aok B TR SR AR T B AR S 38, AT 5 EOAS B A I B0 R R A
Ak, Delbriick 25 A 1997 TR H «— AN R Gk 11 rpsT JEF A RIS L R 2
) ) 22 5 P B L 42 LU AN ) (RO RH S TE PR b O IR 2 TR PR 22 57 K o I AT SR AT B RN 57
AR PEZFEDME N T F 2B 8. [FRE, ST — e R n (3 Al 22 BERATAE AR [ 1)
FPAN A, IX R SR IE B Z A RE A T 9 F 2 Wi R

[00111] EX

[0012]  fASCH AT I, B R tH 5 2 M=, B R FIARER G L EE Lo
[0013]  “H AL IR 72 45 AE B2 L R 4H DNA B3 AE A kY8 1 2 AN BCE 2 M AT
BRI IZ I R B 0« KBS RIS T IR B AR AR5 Ak 2 1l 1 (I BUAR S N & BT
DNA. RNA 1 DNA/RNA Z&5f 73

[0014]  “SERZHIR” R HA 2 NEBUE 2NN IERA BRI R BN ZERES
Yo FEZERIEE KL 10 KL 100 MEHBR. %5 B A7 %L A] DL R i
ARSI BT A, B0 OMe. 12 H BRI S Ar m] il il ASBH AL S AZ B R 5 L H Rh S
% IR T B 2% 28 B S an e 1R — T i L 2420 ) SOl T SEAZ IR o i . BN
A 35 H o B AS [R] ) B 49 an AR AR R B 52 (phosphorothioatelinkage) o Y 2 i 1 i
(methylphosphonate linkage) BiH ks HUAARAE KB IR —BREEMEE. BRI
AT DR AR A Kk BH ) S A% 5 B IR 2 R 4

[0015] “SEAZIR” &0 SR IF IR . “HMZIR TP, EAZTH IR P 5 B 4L 5 51)”
JERRE 5 FANSEIZ 1 IR 2% A [ i i A I B AL IR BUZ R AZ H IR T 51

[0016]  “SERZTRIREN” & H A5 H AL 7 5 78 75 TN B 71 =) A% 5 28 28 2%
NIRRT ) J A AR IR ORI AL T IR P I AL TR . AT IR &
A2 2 ELn] B HE B ) X384 MM A AZ R, R B IR I A R AN BEL L AE = R S AR AL
S TR AETANTF, B 0015 B 7 71 R i 1 Y DA% R R A7 s B T A A —
WE =AM (IS YRS ) 1751 n] T35 Bh AT A & B AR ET AT ORI . SRR
PR IR AT 3% M 4w FH TR 0 B DA R A 5 JEL 280 1 ) 1 24 58 1 RS 58 - (481 B T e [
B2 RIECER o ARG ER 2 GO BIURLES 2 BB C AL ) R ThRIC . SER T BRIRET Lk
FERJENRY) 10 2 500 MZH BRI /NGHEN, BRI IKE R G2 18502 T K4 500
MEHIR, BT 10 MEHIR -

[0017]  “Z& 2 AR” BLCRUBE R & A B8 % IR 7 1 2 W) 38 i TRk B 2 2 1) )
Watson—Crick BEIEEC AT B AR MUBRAERC X (non—canonicalbase pairing) I E S
“HAT” RALIR A AN I I R 4 B T BONRE A8 ( “H A8 AR B RUEEAR”) i 2.
[o018]  “HLTA” BY “PFRE” 42 48 H B S HATAT A%, 3 A%, 248 F2E ] (phylum
Ascomycota) IR AEYUEM R ILIETEFFRE N (class Hemiascomycete) HIAEATHN)

6
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(U

[0019]  “F 4”2 A @IS & 8% F Watson—Crick B 2 18] i A8 I 4 38 AR Bl X
‘% DNA:DNA B RNA:RNA B DNA:RNA (%) DNA B RNA F) B0 88 1 08 3 5 ) 7 PR o i e n
(A) @5 5 M fgesng (1) BRmEnE (U) oAb, 177 S 0ES (G) 8 5 msnE (C) TLAb.

[0020]  ATE A E” T 1A 2 A8 AN i 16 b 35 A0 SRS A0 A7 76 (UL RE 20— 5 P RN 771
o ARBE AN GBI RE], PE AN AR B — g R 1% e S Ok AR AR R 2%
Pk o 7 B HE LA 5 1 R R R B FLAN AR IR A2 22 A 5 T0 2 1% TN FE (M 22 S AR AN T
Ffeo RIS 052 25 A TR P AR T e S I R 2R A AR B PR M Z R < (R 8 IO AN R & 1 $E
TR 25 A DA 5 BIRT 5 = SIAZ R T R 1) 2 22 Ak 2 1) () A e MR I 22 S B KAk

[0021] X TR /A% B 45, i BRTIE B b1 R AE B S AR 1) B MBS 7 B (A% R
B BRAE (4N, 18 “ m g JE 7 4400 T a8 nl 78 B K2 85-100 % Y[R — M, Aik K
21 70-100 % [ [F — PERI FVEM) Z TRV KA ) o 5T P 28 5708 B 4648, K% BRI e 3o i 78 B
HH SRR B AN B AR IR Z [R) RA (A 0, A5« WP S8 PR R 4600 T RIS I e A K4
5070 % HI A — MR FEYE 2 B R A ) o IR, X TR UE T i L Z B AR IR, 18
WELR “95”7 BLAR TUAR R AR RN ELAR R B B R AR AR

[0022]  “/RAS SR SRR AR T AT A AR RN K2 500 AN Z T BR AR ENRY, 78 42°C TR
T-HH 5xSSPE (43. 8g/1 NaCl,6. 9g/1 NaH,PO,H,0 1 1. 85g/1 EDTA, H NaOH i pH & 7. 4) .
0.5% SDS.5xDenhardt’ sikFIA1 100 v g/ml AF PEEERES DNA 20 R IKIE U H 45 A B %58, SR G
7E 42°C R T492 0. 1xSSPE. 1. 0% SDS [RVA TR 5 B (K 44

[0023]  “HSEFEAK FE Y SA R AR G T AT AR K2 500 MK EH ERIREFI, /£ 42°CF
T-HH 5xSSPE (43. 8g/1 NaCl,6. 9g/1 NaH,PO,H,0 1 1. 85g/1 EDTA, H] NaOH 5 pH % 7. 4) .
0.5% SDS.5xDenhardt’ s FIA1 100 v g/ml AF PR RS DNA 2H R IE R 45 A B AS, SR A
7 42°C T T482 1. 0xSSPE. 1. 0% SDS [IVAM & vE I 24 1F

[0024]  “fIG/"HE KL AR AH 2 T 9T S BE R 2 500 AMZHERERET I, 7E 42°CF T H
5xSSPE (43. 8g/1 NaCl,6.9g/1 NaH,PO,H,0 F1 1. 85g/1 EDTA, F NaOH #&5 pH & 7. 4) .0. 1%
SDS.5xDenhardt’ s\ [ £F500ml [f) 50xDenhardt’ sfE :5gIER] (Ficoll) (Type 400,
Pharamcia),5g BSA( 414V ;Sigma) ] A1 100 u g/ml A5 Ptk DNA 2E Bl A VAR T 45 4 B2
L ARIEAE 42°C T T4 2 5xSSPEL0. 1% SDS VAR HR i we 241

[0025]  FEJET RS2 IR BIAE B0, P2 g B T {58 A6 T2 AR A 3 AR g
A IR A TS T S A At R 3R A i, 76 PCR ATSEIT PCR (KL HR, “F2A4& B2 18
A 6T B R S W AIREE (o T2/ PCR 2822 ) SRR AT ( DIMK AN 18 40 4%
B2 ) BOHE e RS S P o R RS

[0026] &A%, M THEEE TN I BRI & 4 (BT PCR AISERS PCR) R,
BLFELEAL F N 1. 5-8mM 1) MgCl, [ 22 phili R 5 Fh Y 2 55°C 65 CRIZRAE (IBK) B
FERI A

[0027]  “HSEFEAR LY, TR TR AN 3 BRI R Gu ) A T PCR ANSERS PCR B, 48
FEAL B E Y 1. 5-8mM ¥ MgCL, B2 iR By [l 2 45°C —54°CHIZRAS (GRAK ) MY
%At

[0028]  “fiG/™ 4% KL, X H T B TR A 3 ke I 2 Ze sl i A -T- PCR RS PCR ), AL FE 7E

7
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TrRE N 1. 5-8mM 1) MgCl, G2 MBI B i [l 22 40°C —44°CIZRAC (1BK) I HI%
o
[0020]  AAIIFFTA N FORFIRAR, AR BRI KR FAH R ARET FT 5 B (referred—to) Y
JEFAN A AT R fe S5 AH A R EERZ R T B 44 28 o K F AL IR 11248 7 ] DAF2 B8P 51) 1A A ()
FE)E B EERE S LT A 2 A 5 A BAMOTRAE Y B A Bk R S - AR B RERE K E
FHRLTRE IR 771, 20 S 6 7 4 02 K4 100 % 52 K40 80% , B R4 10 ME R (K87 71
HIAEAE 0 ML IO 22 K20 10 NMZAT IR ISR 7 470 K20 2 NMETCRBRE . 7EfLk
SEHE T =T, B RZ 100% 5 K2 85% o £E BARIE Ly =, %1 9 80E K2 90%
R 100% fEHARRIE ST R, 1% H 2802 K2 95% 2 K20 100% .
[0030]  “FE4r ELAN BORAR B H AN A B BRI A5 TR A A N IR RO T
R e R I AR AR R S B AMZ T IR AL IR « “IRBR A SR 7B “PRET SBUREAR” R FR1E
AU RS O ISR, R K R 10 B RZ) 100 MEH IR ENEKEN 14 &=
50 MEH R, RE XA — B LR T HEZ T BRI SR K E R . BTk 251655
Tk A 2 R ECR TERT I T 5 R AR A B B R R 1 T SRR
SR TATEN . IXFER 2 A AR HE RNA: RNAL RNA: DNA B, DNA: DNA XUk 444+,
[0031]  “RNA Fl1 DNA Z5 (R4 & 5 H A A [F) B M o 252 P4 5T 19 RNA AT DNA 43+, RNA
HTDNA SE[RIV EA AR CRE, A0 2% 08 ), I BLASEIZE T7E RNA H 47 76 R g
T 7E DNA 775 i JI s g . RNA 1 DNA S5 [FI4 2 A) 1) 22 e AN S EOE FAE R FIAZ IR 7 51
()22 5, DRSS R B AT 505 2 e B A R RR B ) EL A
[0032]  “ARICIRAL” EARTE B HE AR ST SR AT D S IR AR AT AR E AT R R, A
M B AR 8 AR EL SR8 (AT R BHEE R IR A AE ) AT AR e AR EE ARSI AT
i (XK Bk B HA AR AR ) AR SR RZ BRI ATAE ) o DRI, KR5S $ERZ TR 2 A I FE B 78 3K
T 5 AEEERZ IR A AC B FE E , AT S A3 AR U AR B e A AR it s I 281 (451 an B 22 e B )
(R A7AE 0 1 e b 5 FL A AR WA A DX 30 o P {8 FH AR A0k P 2 60 ) AR AR ST 5 3R 1t A
[0033]  “VJTI2WI%% (theranostics) & ff 2 WHRIR LS Wigeim  IE B IE# AT
FERN WS I B IR IT I RONL o AR BH FRI6TT 12 Wi ] B AR % B A NAD 0 52 5 A i 3 A 22
[FIRE ST (swab) BREEARTIN .
[0034]  KEHMEIA
[0035] AR EAIRAL T H TR IUEERERT / B B R RS Wl A &, 2R A S e s
A RPST DRI BHAH B ) mRNA 1) 22 /030 4 B S A% B BAR BT o AR IR RS 7T LR 5 RPST
2 DRI B AH B2 mRNA (19 22 /03093 AR b [RIVE SO L FLANPP 5. DRI B8 5 FkD DNA
B¢ RNA 7> F 45 G EURAC . RPST JEPA A] DA BT RPST ZE K. RPST B[N A] DA B £ RPST
o 2B 511 LAA2 A B o G ml DU & — AN DL R R R e o e e, iR & T
VP2 IRAREr . AN ST S a0 A AE YA (BIngn R BOREE ) BAMERET .
[0036]  RPS7 Ji PR 2 i) 1 Sy Mg B8 A0 35 B o ) /N AZORR A I 22 (1) 2 1 s 4 40 R A2 A 2
ST. HEZPEEAEMR R AT B HER, M2 E B RARBT L. RPST 25 18S rRNA
IR, AKWCSEE T H TR EE 2B & IV K mRNA. %552 1751
AT AT 3L T4 DNA/RNA 73 (A& R 40, i IS E & TR TE ST e 24:.
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AL, %558 A R AR I B e B A 7 A — S8 X HL B 5 I B D N e 3 e o
(heterogeneity) HIPL AL, XA M I HATAFA K B J7 BT FEAR B MR: S MR O 2
FEHA XN W EA EE NP IIEFE M (homogeneity) HIH &, X154 K B 1077 1H
REfLEL 6 FH T 8 Fr s R R B AU ECTE 51 REREL , TR 51 R 6T T B BE AN BT 12 B (1) B 12
IR A G 53 3B M AR FIAZ BRAR M G E A . RPST 73 RVFZ W e 1 2
KA (multi-test) B 3A1H 0L

[0037] A B ()7 B BT A 2 — A 5 UIAH S T B RN B T 40 b 2 [H) 9 232 [RI Y RPST A% A
PR 7 1) 22 RE PR A 19 R % 150 T FH TR I TR R B 158 112 W ) 5 V2 T e S T B L AR T o RPST
ZAFER T3 (DNA A1 RNA) AT LA BRI S 54 SR AR S I BOR 454 T2 Wil
SEVZ. RPST JE B VS Wil e vk 1) 2 skl g8 7380 B 3l .

[0038] ¥ DIZIKIRPST mRNA A H 515 54 38R B RS A T2 Wil 24 it 17-A
Ao AL, RPST Bt Wi 2 B VE B e V2 Wt T A735 72 Bl 2 v

[0039] AR &R T 7 H T RPST BRI & /D3 4 94 BRI 51 4 & b, Wl &S A
T RPS7 J DR (193543 () 1 50 B S 1) b4 RPST 2 DR 58 40 1 DA Bl Z5 1 J8 RPST JE R ) 4h S
F 3 . Ak, RPST BEPRIIH 4 AT LAAH 2 T2k B B Bl 22 BBk RPST JE DR (1) Bl 2 xof
A7 5 508 BN A7 4 711 AL PR XI55 RRAIALIE R 2 A8 ) th B B g RPST
FIAMEF 3 (30 4 FER e BE 6 AH 2 T A B 2 B RE RPST JE DK (B 4 47 4 508 Z2 0
FERPAr L TLL R BRI X3 38 43 AR R . P AE A AR A (A5 an T B J P B i
RGPk RE (Cryptococcus neoformans)) H &k BB IE XA 55 508 BAFEILNA & 711 B &
A X4 ((EASAERT 5 508 2 711 F ) o R &R a2 A AR

[0040]  IFEFFT A AL E WA :SEQ ID NO 1 % SEQ ID NO 7.SEQID No 176 % SEQ
ID NO 189 1 SEQ ID NO 378 % SEQ ID NO 413 F1SEQ ID NO 419 % SEQ ID NO 448 B4
XKLL P B R AR I RIPRBO A - B AN AR AT I AE RPST &R (KR ET (1P 51

[0041] I AT A5 2D —Ph R m AR 38 51 A 2 D —Fh S w4k A 3G 514, 1E
eI EA AW N %) :SEQ ID NO 8 & SEQ 40.SEQ ID NO 414.SEQ ID NO 417.SEQ
ID NO 418 B KA 5 H [FYRE B AMG ] AR IE Ry 8451807 51, 3% B m 834 5149
HA®RB W RHFES) :SEQ ID NO 3.SEQ ID NO 22 % SEQ 49.SEQ ID NO 415 f1SEQ ID NO
416 BURAR b5 = FIPRECE MY AR AT AR R A3 51 R 750 o 2 WrsR Sn] R T B
RIS IFLAR, (5 5 LB AR, DL LR SM 8 H R, 1% B R A8 UM (PCR) |
BRSO, (LCR) EE TR - FI 438 (NASBA) B B 18 (SDA) A S0P 18
(TMA) 432 DNA Fe AR (bDNA) IR IEHAR (RCAT) B H ARSI Y S E AR —Fh 2
Fho

[0042] AU BHIAHRE T 16 E SEQ ID NO 1 % SEQ ID NO 466 A1 k4k |5 H [FYsE = AK4E -
A5 B AN HAEEET RPST R (2 Wb B DIRe i PR IR 7 IR+ Fl 4%
HA5 SEQ ID NO 1 % SEQ ID NO466 [F1% R 7 (1370 KAk b RIJR SR A& B AN P51
ML -

[0043] Ak BHIESe (R 1 R IR o B AR AR B 7 T IE AR IR

[0044] (i) 7E3E4I0ZAF NI IR S 5 20— P LT e R IRRET R A s
[0045] (i) 7E &A% BE A AT TR AT AFAE T DRSS e AT AL R 5 BT IR SR AL T IR 4 A
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T TR AR BEXUEE A 5 A

[0046]  (iii) B BRET EEXUFEAA R T AFAE OB AR IR A7AE TR AR A T BT iR 8 AR M) 44
FE D BRAE S H AR AE

[0047]  4REFAT EAEE M FHIFF] :SEQ ID NO 1 % SEQ ID NO 49.SEQID NO 176 % SEQ
ID NO 189 FISEQ ID NO 378 & SEQ ID NO 448 BY Fix b ¢ 51 KAk | [RIVs B KAk BT AMK .
W] FAE RPST JE DR FORET (1751

[0048] AR BHIOAZ IR 43 A7) & vl FH -T2 7 0 5 v LIS U — i ek 2 PP AR A / B
AP AFAE DU & 2R 3 TR R RERE R/ BB T S B T VAR & v BAYs /> B8 3 b () B B
A/ B YR YT )7 R TR BN SR EEREAT / SR S Y. TR IREE AT
DA 5% B, BRCH: AT DL SR AR W4 67 3005 == DA IO B 08 BR A 481 4 7K S A
A ] A BT

[0049] AR FHRAF S ER 5F I H T8 e A/ BURAE—Fh 2 Fhal A T 3R RPST
FERTEEIRLIR) (disruptive agent) o BEIRFIAILE H 5 L RNAL PNA Al siRNA,

[0050]  fE—4EsLjiE 7y ZEH, RPST JEAJE E. gossypii BUZEA . /E—EIXFERISLE T
RPS7 PR TT3% [ :SEQ ID NO 54.SEQ ID NO 194.SEQ ID NO 212 BUE AT H [K) mRNA 25 (]
¥).SEQ ID NO 55.SEQ ID NO195.SEQ ID NO 213 BRH:E 4 Bl KAk F 5 HEVE K7 B0k
& b5 —AEEZ AR5 AN

[0051]  7E—UEsjii/y S+, RPST SRR AL e G 4EFERE (K. lactis) 2R, 7E—281X
FE St )y 2 b, RPST ZERI A% 1 :SEQ ID NO 56.SEQ ID NO 196.SEQ ID NO 210 BRL'EA]
1 mRNA Z5[F14). SEQ ID N057. SEQ ID NO 197, SEQ ID NO 211 BRI 4 B 5
H RV A BORAE 5 — A AP B HE 3 BAMNK P

[0052]  fE-—MLsLfifi )y 2, RPST JEPA 2 P03 R MERE (D. Hansenii) WA, 7£—L8
IXAE St 5 2, RPST LKA 1 [ :SEQ ID NO 60.SEQ ID NO 200.SEQ ID NO 214 B{'EX
174 E ¥ mRNA 2[4, SEQ ID NO61. SEQ ID NO 201.SEQ ID NO 215 BYH &4 B4k |
5 RSP AE E5—ANEEZANFEE  BANE A

[0053]  FEAS R B — B8 ST 7 2, A S W PRr e MEAR B AR R 43— AT T Xl AH 7] &
(IR o

[0054] 4, (1 EA (iR L2 T B b e S PR R P B35 & /7 71 SEQ 1D NO6.SEQ ID NO 7
SEQ ID NO 378 & SEQ ID NO 385 B4 BUKAE B 5 HFVRIP IO B 5—1E %
A FIRH > BN T P AL AT R -

[0055] I 7EF TR U B AR AN S B SR AR A IR A A b e A R B S H IR - L
HAPRHAER ) 3810 , AR LA v B 5 g2 PR 2 IE 0 b S . ] T, A
KAH A G S AT VE BRAE AR SR R NS 20— A RN FEZ IR, & ]
S HBA G ZE R BOEAR FAH R T P R RFAZ IR, BSOS 5 R B
B BT IR 5514 -

[0056] ARGt 1 TEEREEEM / B B A VR A S0 38 2 a0 & 10l &
A5 D —PpE RSN 3G 51 R 2 D — U AR SN B 51 Y, R IS 5 ik 3 SEQ 1D
NO 8-40.SEQ ID NO 414.SEQID NO 417.SEQ ID NO 418 B¢ HAAA b [F) YR B EAMK |t m]
FAEIE m 4 3G 51 W P 51 eh (8 — BhE 2 B, S w35 51 3% 5 SEQ ID NO 3.SEQ ID NO 22
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% SEQ 1D NO 49.SEQ ID NO 4151 SEQ ID NO 416 B H KAk b [FE B B AN« ] F1E
S A3 G 51 e 51 R R — PR ER 2

[0057] A& BHEIRME T A TR IR IE R / BCE YR AR AE i Wt &, A
—PERZ P S kTR / BUR YA RPST JEPH 17 81 KAk b BANSCOR AR b [R5
(1175 ) DNA #R%F . AR HIcift 7 —FEZ M & N BT R, T FZHRAAG S —
PR Fhif H RPST JE PR B mRNA 54384 FEREA / BRI T RPST B A B mRNA 454 ¢
B} RPS7 JE [R5 H mRNA #5564, SEQ 1D NO 1 % SEQ 1D NO 466 H ) —FhE 2 f K44 L [H] Y5
RS EEAMNOZATF IR T H . AR TS DNA. IZAFBR AL 4% RNA. A BR ] 4045 DNA
RNA F1 PNA IR A . R AR S RNZ TR RRKATT (RS54 K777,
WA G AP B LA R T A ) 7] LA ERES RPST JE DA 19 2w X 1358 3 R AE b [R1E
FER AT DRk B SRR R B B AR AR I R DR o AR B R A AR 2 LARE S 5 17 51 38 40 B
IR EEXUEEAE

[0058] AU EHICERAE T A TELEE R B E B AR 2 Wf &, HE & 5K HMEZ
TR (HATPUE AR ) KR L REBORE E I AMY S IR E . R B, &S FAE
RGN I8 51 E IR AT A T AR B IRIR e - ARk vy 38 51 ¥ m] A K4 15
MEHRE RZ) 30 MEHER (HEARE KL 15 2 234, e K%) 20 R4 234) E
ANFR Ay, ARA R B () SR B B AR AT LAg AT A 3 (K S o AN STUBEAR A AR B, Bk
TERN T BRI B R S (BT T LightCycler B2 2 #REH %) Tagman
5" ZIRIMIIBHARE: \ KRG SE ) MPH], FREAFRR M / BOR K FA . L] iRt
AR B R SR v, Hrh SRR B IRAR T A [ B AR R B o XA R T AT BAAZ BRAL
B VRBTR (dipstick) HPKRRURL ROV Z (BIEISHPAR GFL ) B9 SR IR S |
BN E IR NS

[0059]  SREFRFECE B AEYMATE B B BB L BERE i B 22 (C. glabrata) R
2%+ (C. tropicalis) oA 22+t (C. krusei) I FHTR 24+ (C. parapsilosis) « #
MMM 22T B | 5 BAR 22 B BE (C. guillermondii) \IREUR 22 £E (C. norvegiensis)  # %
T 2T HE (C. lusitaniae) AR 2T (C. lipolytica) G FEB 4% £ (C. rugosa) «
FRIRB 2% B (C. catenulata) « PG IR £ BB (C. cifferi) TR RL TR (C. famata) |
B Wi 22 T BF (C. haemulonii) \ 2k 405 22 B¢ £ (C. pulcherrima) \ 7= it {5 22 % &F
(C.utilis)  FLUE R £ BB (C. kefyr)  4E Wil 22 B# £ (C. viswanthii)  ¥E ¥ fi 22 B £F
(C. zealanoides) ERIEFERE T BUREBRE . E. gossypii AR L &4 R (K. Lactis) b
B R R M) B (Aspergillus nidulans) VAR E . T #1E (Aspergillus terreus) .
& (A versicolor) E & (A. flavus) - B & (A.niger). A& (A. candidus) «
& (A clavatus) K& BEE (A. glaucus) « ® CHEEE (Neosartoryafischeri) FlI#% ECHH
7 (A. fischeri) .

[0060]  EMTEER:AEWAA AT DA 25 18 1Y 51 W0 e it SE 6 IE B (14 22 T REP) B, BE AR, 148
H E AR 2 BERE G L B B A R 2 T BE | v AR 2 B BE U I IR 2 T B H AT MR A
22 EBE, im AR 22 BB TR 22 B B 3 ) F R 2 BB R IR AR 22 B BF L AR Al 22 B B
PRAB 22 T BE V0 Il 22 bk T A R 22 BB TR B i 22 bk R L0 22 BB 7 DAl 22 %
B FLIAR 22 B BF  GE T 22 B B R IR IR 22 T BE o 7EIXBAE 0T, AT o0 5 DR R e PR B
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S X AT A R B B 1 5 AR BRARET , AT A H: BB 16 6 7 B T B AR W A LB (1)
— Mk 2 Rl BT B AR AT ISR AEYE . A IER Y 5 AT E H CanlF
5" —AGC TGG TTT CAT GGA TGT-3’ (SEQ IDNO 40).SEQ ID NO 36 1 SEQ ID NO 37, /
gk, SEQ ID NO 38 1 39 (R &Y. SEM AP B M % H Can2R :5' -TCT GGG TAT
CTGAT (A/G)GTT CT-3" (SEQ ID NO 3).SEQ ID NO 2 fl / B{ SEQ ID No4 5 5 [KiR &4, B
s, 5 SEQ 1D NO 41.SEQ ID NO 42.SEQ IDNO 46.SEQ ID NO 47 " [fJ—FpE 2 Fh A4k
FHEAMO TR BN / B SEQID NO 43-45 [FTR-A AT / BUSEQ 1D NO 48-49 IR AW). A
&R S AR IRARET 2 (CASP :5' —TAA CAT CGT AGG CTA ATC-3" (SEQID NO. 1) .
SEQ ID NO 6 B SEQ ID NO 7. fRZFERHIPE R MH4RET P E H SEQ 1D NO 378 % SEQ 1D
NO 413,

[0061] & ¥ B A= W4 m] DL J& 45 58 19 51 W 21 B 38 ok S 36 I B 1) h 25 W A B, A SE AL, i
AW HE L E Rl E. & BE Q& iE ket th &, 9l
EMFERME, &SR 517 L& SEQ 1D NO 414.SEQ ID NO 417 Al SEQ ID NO
418, PR I 7] 50 PT BLSE SEQ ID NO 415 B¢ SEQ 1D NO 416, B @Yk s = MR Er AT
¥ SEQ ID NO 419 % SEQ ID NO 448.
[0062]  JUGUAE ] S EERERE R / BUE T AE AR AN M . D7 iaa T ARG T AT BR AR AE
T i A it v () S R B B AR AR AR AT 4R BB U PR AP R . AR I O A2, T
TRRE AR B IRIFIORE S () A BV S SR S MRV SO HESE ) S U REAR | B e
AR FEREA AR B IR A 23 I R BRI R ) R . AR T R B
WIRE St IR Sl R ER IS AE o« A B 1) ot MDA o
[0063] A AHILHEAE T SEQ 1D NO :1-466 FIAT—Fh AT —Fh B 2 PiEE £EE B T A Fh )47
FERIS I E R & . FrRYIMeT ik B A OARZ TERE LI R L BBk BB 22 BERE e 52
LB T I B 22 BB, AR AT AR 2 T B v B AR 2 T B D A 22 T 5 T 0 (B 2
B AR 22 T BE 9 R0 R 22 T b BB IR 2 B b V8 IR AR 22 B B e 2 R 22 B BF L PR ES B B
LT BE ER AR L2 T B 7= U L2 T B LA I 22 T B 2 A1 22 T L W vk AR 22 B 5 TR
TRERE T AU BRERTE | E. gossypii FLIR o & YEFEBE PO 15 R TR 1 S dh 2 M i & 1
e e adhdE . s RS A& i E . ke ih & iS5
[0064] AR HEHRAL T HTRI7 2 W & 242 b, TR AR 2 W PR Es I §a . 5
W AR RSN S RO — MBI MR KSR EZ TR, W E
AL A G AR U B TS 2 2 v ) RS 4 VAR IR FIAI RN TR
~ﬁﬁ%ﬁ%m $E%L%ﬁ?$ﬁ%ﬂﬁ@J@A%iﬂm%ﬁ“mﬁ%ﬂﬁﬂAf

/é?f” Wi B g e W DR RS W AR I I S BRI W A R 2 i )
[0065] IR AW Bl B % T TR fe U B BEAT / B YRR T2
W% R A 2 i

[0066]  #ZFR T &M WA & B AR TN & B R R/ SR T 2
MrEid. WA LMESNIE . B+ Al 'JAJZﬁPETﬁH?FVHEZ—:uWH%?H"‘
BRI TREREA /BRI VR TT O R A 7 i, B RRE VR TT T R — R e R
FEERY BTl AR 3 R R REA / SRS GBI AR N T VABUR SN 78 ) o Bl S s
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Bl G T R VR T ARG T G« YRIT T RIS EE ), Bl .

[0067]  #%E& 5+ AW WA & B V2T T I0 S  d 2= Be N 998 AE R RERE AN / BUE
BV RS W e v

[0068] %L+ H AW RGBT AR H T % e M/ BUERAE—PE 2 Fhml LT3R
RPS7 K ZhEe FIMIR Ao A& RIBEIR AT [ < 3L RNAL PNAL siRNA,

[o069] i EIMIA

[0070] &1 :a fF H 514 CanlF 1 Can2R 34 (MR L2 FEREYD Bl RT-PCR #54 RPST 331 ()¢
LK b R (AR 2 T REY R R S AR BT CASP. A TN B IR S PR I U B W2 IR R 5 ¥k
TE 1 AR1eH XTIV 2« AR Z TR 75 RPST 1 RT-PCR 774 33 I R 2 T BRI HE 43 RPST
[¥) RT-PCR /"4 34 15 VW R 22 B BRI 73 RPST [#) RT-PCR 74 35 LI (B 22 B BRIV 5 43
RPS7 () RT-PCR /¥ 56 HAIMRAB 22 FE BRI HE 43 RPST 1 RT-PCR ™4 T IR 2 T BE @ 5+
PES|4) CanlF ;5 -AGC TGGTTT CAT GGA TGT-3' :SEQ ID NO :40 Fll Can2R :5' -TCT GGG
TAT CTGAT (A/G)GTT CT-3' :SEQ ID NO :3 A iX Seik /M 38 (K74

[0071] B 2 AFXF A SBRE I T rps7 FERIFIEE A 514 SEQ 1D No 40 F1SEQ 1D NO 3
DL TagMan #R%F SEQ 1D NO 384 [SER PCR M =M & PE (Inclusivity) 158 — K
BIFTA 20 A A OBRLEERE R

[0072] B 3 AFXF A S ERE 5T rps7 FERIFIEEA 54 SEQ 1D No 40 F1SEQ 1D NO 3
DA A TagMan #R%F SEQ ID NO 384 [¥)S2if PCR & v (K4 e o 505 28 52 hH o6 1 HoAdu i 22
T B PP 5 B D B A 22 Bk LR 22 T B R 2 AR 22 T B 7 i Al 22 T B 4 Bl 22
T PEVA A 22 B BN DNA A8 XA — RS 328 XL

[0073] P& 4 AP X A S ERE 5T rps7 FEKIAIEEA 514 SEQ 1D No 40 A1 SEQ 1D NO 3
PAJ% TagMan F4EF SEQ 1D NO 384 D45 (4 o 22 BERFIL R 20 DNA (1) RBUFRRE (10°-1 M40
M2 [F4 ) BSERE PCR B LIRS HHER (Limit of detection)— Kt FRA 10 440 .
[0074] &5 &SR RIFE T rps7 FEKFIHEA 5149 SEQ 1D No 418 A1 SEQ ID NO 415
PAK TagMan R4 SEQ 1D NO 419 FIDHEAA i 2534 K 41 DNAS062 [ RFUFRE (10°-1 41
SEFA) ) (RS PCR e VAR tH R — A R A 1 AN2H i 55 R4

[o075] K& 6 AFXFMAENE (R 20 MERR ) BIEET rps7 2R FEA 5190 SEQ 1D No
418 F1SEQ ID NO 415 LA K TagMan #R%f SEQ ID NO419 [1SE PCR I 5E V2= A0, & PRk B8 — K
HUESIETRE P ik 2y

[o076] W& 7 XA BT rps7 AR AIEEA 514 SEQ 1D No 418 1 SEQ 1D NO 415
DL A% TagMan #8%F SEQ ID NO 419 [¥S2if PCR M E vk K Er RIS o 28 U BPE RIS RS
FE—RY BT R — R 258 SR

[0077]  KEHFEAR

[0078] MEAIIVE

[0079] AW ikFI A K5 M M B 2 BERE W) B (CBS 562) £E 37°C Al 180rpm T % 7 1£
Sabouraud Biflg (4% wt/vol # & FE. 1% wt/vol TAME. 1. 5% B IR ) Fidw. BAEE
TR 10ml Sabouraud W% (Oxoid™) Jf HAE 37°C FRFRER . #5 Iml R ETFRYAH
TF-#2Fh 100m1Sabouraud 1% (Oxoid™) 3 HALHAE K EfRBOHMEE 2 I, 250 8 /N Al
16 /Nif o KRR FEAE 30°C R RYFRAE Sabouraud Bfig FREAT 48 /NN o AT A B2 R VESTEFRIA
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i, ARG A2 2 100ml Sabouraud PRIz, I HAEH A 48 /i) o iBHE K B iRt E: 7= 1)
BRI E Y (stock) BIEHEEMIAT 25°C MAE Sabouraud Eflgd¥3: 1 £ 7 K.
[0080] & RNA 4358 «7ERF IR £ He B0 5 A RNeasy™ Mini ik & ™ (Qiagen™) M AR
22T REH A RNA. A 10, 000rpm BSC Iml $5584), T Ve 2% T 100 w1 YT RS2 R
(0. 1M EDTA, IM (LZ4EZ, 0. 1% B - ik ABET 1000U @RS ) JF HAE 30°C MR A 20 28
JBRLAE 1. 2% MOPS AS PREEIE BEAT B KR VPAT & RNA (K23 FLA# T TBS-380™ kAR ¢
Y6ttt (miniflurometer) (Turner Systems™) kXt H 3T &

[0081]  RPS7 KT / MebEE N e AR SN 38 51 MRt 8 A Ambion "fEERES RNA 43050
FIEM b MRLTERE P - AR 22 BERE G R 22 BB i R 2 BB U I (B 22 T B
IR 22 T BE 53 15 0k RNA FF HLAZRE T 1 U0 I PR3 AT 42 B . SR JE X BT A 5 Mo B
S RNA AT 4 RT-PCR 473§ AIESE CanlF (SEQ ID NO. 40) F1 Can2R (SEQ IDNO. 3) FH-F M
REBAE I EEREI M (AR L TR, I I (B 22 BE RPN BRI 22 B B ) AP DI %
{5 FAR4M 1549 SEQ ID NO. 3 A1 SEQ ID NO. 40, # M8 i vaBH -3 A Titan One Tube™
RT-PCR &4t (Roche) A 25 I Fr A B 22 BEBEVI AP IV 73 B 1)k RNA #E4T RT-PCR 735 A5
76 1. 2% R W EE RS X6t T A3 10 RT-PCR AR 438 7= M 3EAT H Uk DA S8 AR A0 9 388 1) 1
IhItRE G Southern EIEE (B 1A) o #RJ5 4B ULAH 48 FH Roche High Pure™ PCR 74
2R T B Al ok B R RAE AR 22 FBE RPST FE A1 ) RT-PCR 4K 4Ny 38 7= W () 1 40, B I
A SEQ 1D NO. 40 FE A7 51 90 FL kAT I 5 DA™= AR X e A A R 3 (9 RPS 7 3843 1731
i (SEQ 1D 64 F165.66 F167.68 169,70 F1 71) o

[0082]  CanlF :5' —AGC TGG TTT CAT GGA TGT-3' :SEQ ID NO :40,

[0083] Can2R:5' -TCT GGG TAT CTG AT(A/G)GTT CT-3' :SEQ ID NO :3.

[0084]  ffi 4441 PCR Y14 — 5[4 CanF1 (SEQ NO :40) 1 CanR2 (SEQ 1D NO :3) BEATHIME £
TR TR T B AT 2 KR BREE WD Rl (K 35 20 RPST FERRITASE A T 1 8 A K AR 2 TR
[R5 5 RPST J3 51 A% 7 1R 7 BB 122 DA S a1 gk — 2B AIE B4 4 PCR 473 51 47) CanF1 (SEQ
ID NO 40) F11 Can2R(SEQ 1D NO 3) ) iz Fi&, X N AR L Bebkpk R 34T — R %1 PCR & 4h
P, s 2 R R 2R 178.180.320.369. 765, 167334 1560,9559.4154. 2700562, 3822,
3156.3345.3328, #l AT AR A 22 T B 3949, 't M5 IR 22 B BE PR R 9087.4692.,205444.,10269.
955655633959 138.3605.3897.8018.3863.3902.604 . 1T 7 15 1B 22 & £F #k £ 3902.604.
2194.,2196.1001,1716.9557.5579. b F i 2 BERERR R 5579.9560.6055,17518.,573.,3165,
39223847 Fl#H B 22 FERER 2 3895.94.4225.5557.15902,4139.3873.3870.8157.2311.
{fiff] Edge Biosystems Genomic DNA ZEALIAH S MIX LRk RO MER B SHERA
DNA, 2R e I 7F 1. 2% BRI Mt I b A — B 43 B9 () DNA 5 it 1#EAT FELDK R B4 i 2H44 1) DNA
M EREVE . RG] iUl BT ] Tag DNA ZRA 8 (Roche) Al CanFl & CanR2 #4# DNA
FEMA PR S PCRYIG . SR )58 FH Roche High Pure PCR W24k iR &2t M #1522 %
BEPR R LK 2 DNA 35 1 PCR 7. SR 50 CanF1 A& A7 5| ¥ Xt 4646 1) PCR 7= 4
HATIZ BRI 751X FEU A A TR 22 B R R IKCHTIE 75 RPST i R 91
SEQ ID 62 % SEQ ID NO. 175 AAR I P FIAEE 1 7 A Il A 22 B BEPR RN IR i 2
B BEAR 2R BIH0 9 RPST B H B3 A, A PCR &35 514 SEQ ID NO 40 AT SEQ ID NO
3P MAELFEREYIFY (n = 20 DM n = 120 MR R ) FREUK DNA. X ELE| 44 HEAH 24
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T AR L BERE ) rpsT FERIAGA7 4 508 & 711 ( B35 :U37009) [ 204bp [ rps7
DRI X 3. 72 AR TRAL B AR 2 T R Ph A M 5, A MagNA  pure BERERIAH B 43 5 ik
)& 111 7F MagNA Pure 2%; (Roche MolecularSystems) EHEHEX DNA. 1§ EasyMag &%
(BioMerieux) 3R43—4% DNA $2 B, 10 FH 3 1 e (il 70 S5 A1 #E AT PCR 735 {3
ExoSAP-IT 7 & (USB) Bk High Pure PCR Ziftik#) & (Roche) &Rk PCR P4 LAHI-T DNA
WP, A SEQ 1D NO 40 5l #idit#h 5t T RS $2 L7 , Sequiserve (Germany) #4722
BBV RH ) PCR =418 DNA W7 BG4k, 48 PCR 514 SEQ 1D NO 40 A1 SEQ ID NO 3 43
>k B BT 2 B R B R AR I TR RED MK DNA S ] SEQ 1D NO 40 514, s it 4 A 2 e (L v
Sequiserve (Germany) JU5E PCR =¥ 7% FE5) ID NO 222 % SEQ ID NO 325 UL
BRI rps 7 F:PH (204bp) [IFF. SEQID NO 449 RERIEREERE rps 7 JE (204bp) Y
J¥%1, SEQ ID NO 451 ARFEF AL BRIRE rps 7 HEKF T,

[0085] 3K 1 :FH T4 3 {% 22 P h TR o R AIUHT B RR Bk B HH 1 rps7 PRI PCR 35551 A0 2%
o

[0086]
PCR 444 B &A% IR S
Icycler (50pl) 1uLl 2314%@17 uM
94°C 1 494+
S5ul 10x %% (Roche) - 30 45°C 1 4%%
[100mM Tris-HCL, 15mM MgCl, 72°C 1 404%
500mM KCL, pHS.3].
72°C T 904%

1ul (IU)Taq o8B
(Roche)

[0087]
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11 k& dNTP %
(10mM #&- dNTP)

2-5u 1 DNA #i%

LightCycler (20 p1) 1 ul &34@10uM
2 pl PastStart Mix (HybProbe 1x 40TC 1 04
AH ) 1x 95C 1 044F
2,4pul (4mM) MgCl,

0.5u1 (V) LightCycler UNG 95°C-10 #

211 DNA A% 45x 55C-30 %
72°C-1 4%
A3p 40C

[ooss]  HIFEMFNK RPST JERISM B 3 (P FIME BRI 4.

[o08o]  PCR 5|4 (IL[A1514) SEQ ID NO 414 R[5 514 SEQ 1D NO SEQ 415) ¥t Ml T
P10k 1T 2 R A A b R B (1) RPST (GenBank H 3%'5 :XM_749453 Hh ) (147 21 664-980
(A0 27 3 (317bp) o AE X LLT WKk H 8 M (n = 67 Mk R - 3K 2) 1) DNA #4T PCR
P38, IF H R SRAF X Stk RSN E 7 3 Fr BB ME B o SO SZ R S A (IER 514
SEQ ID NO 417 MU [ 5149 SEQ 1D NO 416) F FGH A TI B B AR (h = 10- % 2)
tH ) RPST JER (AhEF 3-317bp) » [HHFE 3 PR KIS, 7F iCycler (BioRad) FA# A iX
EC 5| AT M B MRl h K RPST #MEF 3 317bp 19 PCR 471, {8l High Pure PCR ZifkiK
F & (Roche) JERER PCR 724 LT DNA JU /7. {#H] SEQ ID NO 414 A1 SEQ ID NO 417 ( IE
5] ) S8 A 5 P IR S5 $R LT, Sequiserve (Germany) HEAT DNA JllFe.

[0090] 3 2 X3 RPST ZERMAM R+ 3 HEAT I ¥ th & R A RIAR &R

[0091]
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A P 9 2 W9 40 H
A F 20
tHE 10
rEewE 5
MESF 7
THE 10
EwE 10
awFE 5
g 5
RiEkHE 5

[0092] & 3 :PCR 4384 A -T- DNA /5 (1) th 85 JE 40 Fh A i) RPST FERI 4B+ 3 11 317bp [X
1) PCR 5L 57A1 PCR 2444

[0093]
PCR 444 B &4 VES E &
Icycler (50 plL) 1pl &5)14@10 uM
94°C 1454
5uL 10 x &4 % (Roche) — 30x 50/52°C 144¢
[100mM Tris-HCL, 15mM 72C 144t
MgCL,, 500mM KCL, pHS. 3].
72°C 7 9%F
1pul (V) Tag RAEE
[0094]

17
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(Roche)

1pL R4 INTP RAE%
(10mM #9& dNTP)

2-5 uL DNA 4844

[0095] T RPST JE PR 7 71 (¥ iR B M Bhotr e 1t 1 AR 22 B BRAZ IR IZ I (NAD) 58 V2 1 I
K SRIER A A CAZAE R RPST 7% (SEQ IDNO 62 % SEQ ID NO 175), 3 H4% %
A 22 TR e S 1k B P R R AL (CASP, SEQ 1D NO. 1), ARG A iR iEet LA T 5
b3 Southern ERIEZ4 %S, (i T4 Z AT B (Roche) Al v PPAE 5 Akl CASP (SEQ
ID NO. 1) SEAZH BRI BT U HEARiE, 2R 515 HAE 55°C R 5 Southern ENZFJRAT, HEAT 2
INIE . BT LAV, ARG AE I N T 6XSSC, 0. 1% SDS HiE e 2 Ik (£FK 10 4345 ), SRIG 74
55°C T 6XSSC, 0. 1% SDS H AT i ™45 ETE BE | . G BN # g T X6, /£ -T0°CF
AT A B 2 /. B 1B RN CASP M0Rpie M S B IR IR R 5 A R 2R
RT-PCR A& 438 7= W) 2 28 , MITTILE B RPST 4% B8 3 5AE R T4 00 B 1 B BE 9 B 1 S 11
BT RE
[0096] CASP :5’ -TAA CAT CGT AGG CTA ATC-3' :SEQ ID NO. 1
[0097]  FH T ZLBEREE P I SERZ IR IR ET iR Tt
[0098] I AEMIAE S B2 T H (f34E Clustal Wl BLAST #2)% ) %3R8 (118 LT REE Y
Pl ) rps7 2R 204bp #EIX I 7 HIME B (HACRIRIF RIS MR AN [F 7 71952 (SEQ
ID NO 222 % SEQ ID NO 325)) BHAT LA, SR 05 vt T 55 8 A R 22 BB @ A
MREZEBRIRE . X T O BRI %58, Wit FZ T BRARET SEQ 1D NO 378 % SEQ 1D
NO 385, AT o oMb 22 B BH (1) 55 5 , WU SEAZ P R EREE SEQID NO 386 %= SEQ ID NO 389,
XTI IR B L BRI % 58 , BT SEAZ T BRPRER SEQ 1D NO 390 %2 SEQ 1D NO 393, X -T-#4
AR L FE BRI %8, BT R IRIREL SEQ ID NO 394 % SEQ ID NO 405, X T8 1 4
BH 5, Wit B ESRET SEQ ID NO 406 % SEQ ID NO 413,
[0099] fHFH G4 SEQ ID NO 40 #1SEQ ID NO 3 LA A ZEAZEF BRIRET SEQNO 378-SEQ ID NO
413 e IHB L2 BB B P R (FAZ IR S Wi B vk o R R B9 58 V2 10 SE ) L G 4T 5 Ml
FEREE R (A5 AR TERE . SE AR 2 T BF R R 22 BB b T R L T R AN I I 1B
22Tt} ) [SERT PCR TagMan JU 2 iE. EF T 11 (A 22 J B 1R I 2 VA 1) SE B AL 5 514 SEQ 1D
NO 40 F1SEQ ID NO 3 DL R BZFBR4REr SEQ 1D NO 384 ( & 2) o % 7o F R L2 BB )
SE VRN SER 35514 SEQ ID NO 40 AT SEQID NO 3 PAKAFEEF SEQ ID NO 386, %F4HtigR
24 TERE R0 5 5 B S2 A9 45 5140 SEQ ID NO 40 H1 SEQ ID NO 3 LA K44t SEQ ID NO 412,
R A B 22 TR BRI 58 V5 ) S A K5 51 4 SEQ ID NO 40 FTSEQ ID NO3 LA A #R%t SEQ 1D
NO 400, X031 1B 22 T RE R I 5 25 B SE 8 B45 5144 SEQ 1D NO 40 A1 SEQ 1D NO 3 DA
JAFRER SEQ 1D NO 392, 7E LightCycler SEI PCR HL2% b 15 52 751X Lo b e S P ) s v, A
18
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FIZ 4 FpRER & RTFIBEAT Bk B s vk, (ERPRh ) 20 S0k RIS — N RN 2
RIS, IF BT — AR I v KA SR R (n = 20) o BRPUEFE IR L TR
19 APl HoAth BERE AR k8 T (dermatophytes) ) 24 AN i @K 9 AP 15 40 B
HTN DNA (3R 5) (PR 23 1 A8 SO PR B — MR s v o B — APl s v A A
HA T F TR I R AR R, IF AR AE S0k B HARBR L B BE B R | il 25 JE M pfh L H
T RE L 57 PR EE A AN A 119 DNA BN DNA (A2 R R 1] 3 Al 1 B fiR 22 B RE A Pl S
PRI 5 VR S S R SRS A S AR SR R G SE DR 4 DNA 1 10 £5 RAUFGRE (10°-1
ANIMBAERIYD ) SRt I e vk R R (LOD) B R % . X T R— MMl e ik e T N
10 ANH AR ZE F RS R« 1] 4 B RFRAG I A B L2 FERRIN 52 VA RO A HE IR

[0100] 3 4 :PCRIXFIAIIAGIR &M -

[0101]
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PCR X5 B RA#/20 uL BRAE

FastStart ;45 2 uL (Roche LightCycler DNA

Master HybProbe iX#]& Cat no 12239272001)

MgCl, 3.2 plL

Fe42 pl GRE 0.2 uM

741 pL (BRE0.5uM

741 pl

UNG 0.5 pL (&)

HO 8.3 uL (8.8 uL, *=R%&4%H UNG)

DNAA24% 2 ul
PAHERRAE 40°C 600 Fr-1 NAZR

95°C 600 #y~1 NNAZR

95°C 10 #»

45 AMRER

62C 60 £

40C -10 -1 AR
[0102]  FH-T MR TERE SR W Rh R R i 25 0 5 v vh 28 S s oy PR 36 PR AL 5 A Rh 1 2L o
[0103] A HEE T A &
[o104] ZREaihEE M= ik
[0105] JK&tEHE mihE ¥ i 55
[o106] [t LLE+E T AR L2 T B AR L TR
[0107] I PigfB4elsets IR LREERE AR AR 22 T B
[0108]  HHHTEH R LBERE  fRNBIR LT ) AR L TR
[0109]  FR)EiAR 22 T B YRR 22 T B BRI 22 T B

20
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[o110] V43R Lt T LT P 1L B AR 22 TR

[o111]  FLIAMB 22 Rt TRAR CEA A R A A

[0112] 4kl 2B hE VEIR AR 22 BB B R ER

[0113]  FRIEFEERS Bl Ay B0 F 1 (1. asahii)  KiBIEEEE (R. mucilaginosa)

[0114]  BERFEFEE O furfur)  SRZFAERIEEESE (B. capitatus)

[0115]1  TifuE B4 (Acremonium spp. )

[0116]  JEAFVEIEH B australiensis) FEJRHEEIHAL B hawiiensis) HTHZHE C lunata)
(01171 7R EEAY (Fsolani) A EE Mcircillenoides) FHHiESE Mramoissimus)
[0118] ZUHE (P.variotti) WEWFHFEE Plilicinus) B (Penicillium chry)
[0119]  KIRE (R oryzae) RigFEZIWTHE (Sced. Apiosporum)

[0120] ZBFHZHTHE (Sced, prolificans)

[0121]  Scop.Brevicaulis EJEHZIMIEE (H. capsulatum) R/NMETFE M canis)
[0122] T.quickeanum ZLE2EEH (T. rubrum) S EAHZEKE (S. aureus)

[0123] A FBTEAE (P.mirabilis) KHFHE KBV HIKE (S.marcescens)

[0124] SR ME (p. aeruginosa) PAVANGATE (E. cloacae)

[0125] LR ERRITE (C. freundii)

[0126]  FsHZEREE (B. faecalis) MR BEEKTE (S. Pneumoniae)

[0127] WEEEFEHME (S.maltophilia)

[0128]  Ji# 3 HEIHTE K pneumoniae) J=SHHFTE (E. acrogenes) #ICAZIFFE (A baumani)
[0129] =Ry EH{ATHE (K. oxytoca) [RHZEKE (E. faecium) A DNA

[0130] Xt ith 5 @ bl () 5% H R 51 AR BT B e vt

[0131]  7E DNA W% J5 , ARG B2 T H (A4 Clustal W I BLAST #2/% ) XI4h &
3 RPST 317bp, FRAFHI M BB @A K PCR PRI R 55 B (ARERFAZ A hh
(A E 7252 (SEQ ID NO 326 %5 SEQ ID NO 377))) #EAT L FI40#r. SRJE & T4
S0 it 2 A0 H A il 25 JE A Bl b 1K) RPST LR ¥) 125bp X 4811 PCR 514 SEQ 1D NO 418 il PCR
%) SEQ 1D NO 415, XF-T-H i 5 (45 5 , vt A% IR IRET SEQ 1D NO 419 % SEQ 1D NO
424, WTAMBEREE, Wit FEZ T ERIRE SEQ 1D NO 425 % SEQ 1D NO 428, XT A ff
FEREE, Wit S BARET SEQ ID NO 429 % SEQ ID NO 432, %f T4t i % e, %
TR EREN SEQ ID NO 433 % SEQ ID NO 436, % TS M5 1%, Wit B
PREF SEQ 1D NO 437 3 SEQ 1D NO 440, % T2 th&E B, Wil S HERRE SEQ 1D NO
441 %2 SEQ 1D NO 442, ¥ih T8 8 1% 2 M EZ IR IRE SEQ 1D NO 443 % SEQ 1D
N0448.,

[0132]  EFxtih @ Yok, M8 ih & 1 2L TR B S Wil 2 v

[0133]  fB 514 SEQ ID NO 414 % SEQ ID NO 418 FIZEAZH FRIRET SEQID 419 % SEQ 1D
NO 448 BEvi-EF et ih 23 J& Yo bl (FIAZ BRI Wil 52 v FF R (A 52 V2 1) — A SR A ot J0R il 25
(K135 519751 SEQ ID NO 418 F1 SEQ ID NO 415 L2 DNA ZEAZH EEIREE SEQ 1D NO 419
[K)Z£ B PCRTagMan Wl 5E V% . fE LightCycler SEW) PCR 8% B 1ZIE V2%, AR 4 hfl
I B SR AT AR BEAT Pk U g v o A FH R B MR T B2 PR R %5 5062 (KR LRI ZH DNA 1) 10 £ &
IFRE (10°-1 NN EE R ) SRerf e I VARG R (LoD) BR R B . K 5 Won il 5
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MBI LOD Ay 1 AR S [F ). 3850 FH AR 5 1) 20 ANk Rl 360 i 25 00 e v (1) A9
MR AR B R . B AR A 20 MR R (K 6) . Eiitadis
PREA & 20 N B2 IREETE ) 24 AR BB R YA 8 A 15 AT A A DNA 1) 4LEF
FEAG A0 5 00 5 s o AEMH it B D VR rh ANFAE IR BERR R / MR ER N DNA (3R 5) HIAE X%
Nio 7 RN AR R DNA LT 128 SOOI 72 1 SE A1)

[0134]  TEARCH A FF AT 751 5 Patent1nd. 3 #A%F w0 BT bt 16 72 %1 38 w0 1) L5 N2 4
(counterpart) AFFELLT , iZud B o I 7 ZIAA N & IE 8 R B 20

[0135]  Hfin] “A% / A7 M “ BA / AFE”, MIEAR SR S A R B A, T8
1 UL B IR AR B4 L 3D IR B 43 (M AF AE AR AR B — Pl B 2 P HARURRAE B AE L D IRV AH 4y
B HAH B A AE BN N

[0136]  ZLINHBN, AR IR FELLERAE (O 18 R WAL 7 T IS 7 210 B R b ik
[#¥) o a] LA AR BN S 7 R R e it e ARG, AR BAARIRHE (9 T 1B L, 7554
SEHETT M BRSO AR R ) AR AT P B DA A TS B A e

[0137]  SEQ ID

[0138]  DUHARHI T RIZ R R Er  SEZ B IR A & .

[0139] N&BY x =A% sw =a/t.m = a/c.r = a/g .k =g/t.s =c/g.y = c¢/t.h
= a/t/c.v=a/g/c.d =a/g/t.b = g/t/c,

[0140]  7E—UEIF LT, B MR R BbRR T4 5 a0 - (a/g) 72 A B Go

[0141] seQ 1D No 1 TAACATCGTAGGCTAATC CASP

[0142] sEQ 1D NO 2 TCTGGGTATCTGATGTTCT Can2R—nl15

[0143] sEQ ID No 3 TCTGGGTATCTGAT (a/g) GTTCT Can2R—-d15 :

[0144] sEQ ID NO 4 TCTGGGTATCTGATAGTTCT Can2R-A15 :

[0145] sEQ 1D NO 5 TCTGGGTATCTGATGGTTCT Can2R—G15 :

[0146] sEQ ID No 6 TAACATCGTAGGCTAATC C.albicans antisense probe
[0147] sEQ ID NO 7 GATTAGCCTACGATGTTA C.albicans specific probe

[0148] RPS7 primer (i)

[0149] sEQ 1D No 8 ATGGnTAGAGGnCCAAAGAAnCA
[0150] SEQ ID NO 9 ATGG (c/g) TAGAGG (a/t) CCAAAGAA (g/a) CA
[0151] sEQ ID NO 10 ATGGCTAGAGGnCCAAAGAAGCA
[0152] sEg@ ID NO 11 ATGGCTAGAGGnCCAAAGAAACA
[0153] sEQ ID No 12 ATGGGTAGAGGnCCAAAGAAGCA
[0154] sEQ ID NO 13 ATGGGTAGAGGnCCAAAGAAACA
[0155] sEQ ID NO 14 ATGGCTAGAGGACCAAAGAAGCA
[0156] sEQ 1D No 15 ATGGCTAGAGGACCAAAGAAACA
[0157] sEQ 1D NO 16 ATGGCTAGAGGTCCAAAGAAGCA
[0158] sEQ ID No 17 ATGGCTAGAGGTCCAAAGAAACA
[0159] sEQ 1D No 18 ATGGGTAGAGGACCAAAGAAGCA
[0160] sEQ 1D NO 19 ATGGGTAGAGGACCAAAGAAACA
[0161] sEQ ID NO 20 ATGGGTAGAGGTCCAAAGAAGCA
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[0162] sEQ 1D No 21 ATGGGTAGAGGTCCAAAGAAACA

[0163] RPS7 primer (ii)

[0164] sEQ ID No 22 GCnCCAAGACCATCnGCTGGTCCnCACA

[0165] sBQ ID No 23 GC(c/t/a) CCAAGACCATC (t/c) GCTGGTCC (a/t) CACA

[0166] sEQ ID No 24 GCCCCAAGACCATCTGCTGGTCCACACA

[0167] sEQ ID No 25 GCTCCAAGACCATCTGCTGGTCCACACA

[0168] sEQ ID No 26 GCACCAAGACCATCTGCTGGTCCACACA

[0169] sEQ ID No 27 GCCCCAAGACCATCCGCTGGTCCACACA

[0170] sEQ ID No 28 GCTCCAAGACCATCCGCTGGTCCACACA

[0171] sEg 1D No 29 GCACCAAGACCATCCGCTGGTCCACACA

[0172] sEg D No 30 GCCCCAAGACCATCTGCTGGTCCTCACA

[0173] smg 1D NO 31 GCTCCAAGACCATCTGCTGGTCCTCACA

[0174] sEg D NO 32 GCACCAAGACCATCTGCTGGTCCTCACA

[0175] seg 1D No 33 GCCCCAAGACCATCCGCTGGTCCTCACA

[0176] sEgQ 1D No 34 GCTCCAAGACCATCCGCTGGTCCTCACA

[0177]  sEg@ 1D No 35 GCACCAAGACCATCCGCTGGTCCTCACA

[0178] RPS7 primer (iii)

[0179]  seg 1D No 36 CCAGCTGGTTTCATGGATGTnATCA

[0180] sEg zp No 37 CCCAGCTGGTTTCATGGATGT (c/t) ATCA

[0181] sEQ 1D No 38 CCCAGCTGGTTTCATGGATGTCATCA

[0182] sEgQ 1D No 39 CCCAGCTGGTTTCATGGATGTTATCA

[0183] sEQ ID NO 40 AGCTGGTTTCATGEATGT CanlF genus specific primer
[0184] RPS7 primer (iv)

[0185] sEQ 1D WO 41 AGAACnATCAGATACCCAGAnCCA

[0186] sEg Ip No 42 AGAAC (c/t) ATCAGATACCCAGA (c/t) CCA

[0187] seg 1D No 43 AGAACTATCAGATACCCAGACCCA

[0188] seg rp No 44 AGAACTATCAGATACCCAGATCCA

[0189] sE@ 1D No 45 AGAACCATCAGATACCCAGACCCA

[0190] sEg rp No 46 AGAACnATCAGATACCCAGA

[0191] sEg D No 47 AGAAC(c/t) ATCAGATACCCAGA degen.3’ -5’ genus spec.primer
[0192] sEgQ rp No 48 AGAACCATCAGATACCCAGA

[0193] sEg 1D No 49 AGAACTATCAGATACCCAGA

[0194]  SEQID NO :50 :S. cerevisiae

[0195]  AGCTGGTTTC ATGGATGTCT AGATGCCACC AATGAAAACT TCAGATTGGT CTACGATGTC
AAGGGTAGAT

[0196] TCGCTGTCCA CCGTATCACC GATGAAGAAG CTTCTTACAA GTTGGGTAAG GTCAAGAAGG
TTCAATTAGG

[0197]  TAAGAAGGGT GTTCCATACG TTGTTACCCA CGATGGTAGA ACTATCAGAT ACCCAGA
[0198]  SEQ ID NO :51 :
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[0199]  AGCUGGUUUC AUGGAUGUCU AGAUGCCACC AAUGAAAACU UCAGAUUGGU CUACGAUGUC
AAGGGUAGAU

[0200] UCGCUGUCCA CCGUAUCACC GAUGAAGAAG CUUCUUACAA GUUGGGUAAG GUCAAGAAGG
UUCAAUUAGG

[0201]  UAAGAAGGGU GUUCCAUACG UUGUUACCCA CGAUGGUAGA ACUAUCAGAU ACCCAGA

[0202] SEQ ID NO :52 ;C. glabrata

[0203]  AGCTGGTTTC ATGGATGTTT GGAAGCTACC AACGAAAACT TCAGATTGGT CTACGACGTC
AAGGGTAGAT

[0204] TCGCTGTCCA CCGTATCACT GACGAAGAAG CTTCCTACAA GTTGGGTAAG GTCAAGAAGG
TCCAATTGGG

[0205]  TAAGAAGGGT GTTCCATACG TTGTCACTGA CGATGGTAGA ACTATCAGAT ACCCAGA

[0206]  SEQID NO :53 ;C. glabrata

[0207]  AGCUGGUUUC AUGGAUGUUU GGAAGCUACC AACGAAAACU UCAGAUUGGU CUACGACGUC
AAGGGUAGAU

[0208] UCGCUGUCCA CCGUAUCACU GACGAAGAAG CUUCCUACAA GUUGGGUAAG GUCAAGAAGG
UCCAAUUGGG

[0209]  UAAGAAGGGU GUUCCAUACG UUGUCACUGA CGAUGGUAGA ACUAUCAGAU ACCCAGA

[0210] SEQ ID NO :54 ;E. gossypii

[0211]  AGCTGGTTTC ATGGATGTCT AGAGGCTACC AACGAGAACT TCAGATTGGT ATACGATGTC
AAGGGCAGAT

[0212]  TTGCTGTCCA CCGTATCACC GATGAGGAGG CTACTTACAA GTTGGGTAAG GTTAAGCGCG
TTCAGCTAGG

[0213]  TAAGAAGGGT GTCCCATACG TGGTCACTCA CGACGGCAGA ACCATCAGAT ACCCAGA

[0214]  SEQ ID NO :55 ;E. gossypii

[0215]  AGCUGGUUUC AUGGAUGUCU AGAGGCUACC AACGAGAACU UCAGAUUGGU AUACGAUGUC
AAGGGCAGAU

[0216] UUGCUGUCCA CCGUAUCACC GAUGAGGAGG CUACUUACAA GUUGGGUAAG GUUAAGCGCG
UUCAGCUAGG

[0217]  UAAGAAGGGU GUCCCAUACG UGGUCACUCA CGACGGCAGA ACCAUCAGAU ACCCAGA

[0218]  SEQ ID NO :56 ;K. lactis

[0219]  AGCTGGTTTC ATGGATGTTT GGAAGCTACC AACGAAAACT TCAGATTGGT CTACGATGTT
AAGGGTAGAT

[0220] TCGCTGTCCA CCGTATCACT GATGAAGAAG CTTCCTACAA GTTGGCTAAG GTCAAGAAGG
TTCAACTAGG

[0221]  TAAGAAGGGT ATTCCATACG TCGTTACCCA CGACGGTAGA ACCATCAGAT ACCCAGA

[0222] SEQ ID NO :57 ;K. lactis

[0223]  AGCUGGUUUC AUGGAUGUUU GGAAGCUACC AACGAAAACU UCAGAUUGGU CUACGAUGUU
AAGGGUAGAU

[0224] UCGCUGUCCA CCGUAUCACU GAUGAAGAAG CUUCCUACAA GUUGGCUAAG GUCAAGAAGG
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UUCAACUAGG

[0225]  UAAGAAGGGU AUUCCAUACG UCGUUACCCA CGACGGUAGA ACCAUCAGAU ACCCAGA

[0226] SEQ ID NO :58 ;C. albicansRPS7

[0227]  AGCTGGTTTC ATGGATGTCT GGAAGCTACC AACGAACATT TCAGATTAGC CTACGATGTT
AAAGGTAAAT

[0228]  TCGCCGTTCA CAGAATTTCT GCTGAAGAAG CTGTCTACAA ATTGGGTAAA GTCAAGAAAG
TCCAATTAGG

[0229]  TAAGAAAGGT GTTCCATACG TTGTTACCCA CGACGGTAGA ACTATCAGAT ACCCAGA

[0230] SEQ ID NO :59 ;C. albicansRPS7

[0231]  AGCUGGUUUC AUGGAUGUCU GGAAGCUACC AACGAACAUU UCAGAUUAGC CUACGAUGUU
AAAGGUAAAU

[0232] UCGCCGUUCA CAGAAUUUCU GCUGAAGAAG CUGUCUACAA AUUGGGUAAA GUCAAGAAAG
UCCAAUUAGG

[0233]  UAAGAAAGGU GUUCCAUACG UUGUUACCCA CGACGGUAGA ACUAUCAGAU ACCCAGA

[0234] SEQ ID NO :60 ;D. hansenii

[0235]  AGCTGGTTTC ATGGATGTCT AGAAGCTACC AACGAACACT TCAGATTAAT CTATGATGTC
AAGGGTAGAT

[0236] TCACTGTCCA CAGAATCACT GCTGAAGAAG CTTCTTACAA GTTAGCTAAG GTCAAGAAGG
TCCAATTAGG

[0237]  TAAGAGAGGT ATTCCATACG TTGTCACCCA CGACGGTAGA ACTATCAGAT ACCCAGA

[0238]  SEQ ID NO :61 ;D. hansenii

[0239] AGCUGGUUUC AUGGAUGUCU AGAAGCUACC AACGAACACU UCAGAUUAAU CUAUGAUGUC
AAGGGUAGAU

[0240] UCACUGUCCA CAGAAUCACU GCUGAAGAAG CUUCUUACAA GUUAGCUAAG GUCAAGAAGG
UCCAAUUAGG

[0241]  UAAGAGAGGU AUUCCAUACG UUGUCACCCA CGACGGUAGA ACUAUCAGAU ACCCAGA

[0242] SEQ ID NO :62 ;C. albicans

[0243]  ACCTACCCAGCTGGTTTCATGGATGTCATCACCTTGGAAGCTACCAACGAACATTTCA @A 300
[0244]  TTAGCCTACGATGTTA AAGGTAAATTCGCCGTTCACAGAATTTCTGCTGAAGAAGCTGTC 360
[0245]  TACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACGTTGTT 420
[0246]  ACCCACGACGGTAGAACTATCAGATACCCAGATCCATTGATCAGAGCTAACGATACCGTT 480
[0247]  SEQ ID NO :63 ;C. albicans

[0248]  ACCUACCCAGCUGGUUUCAUGGAUGUCAUCACCUUGGAAGCUACCAACGAACAUUUCA &a 300
[0249]  UUAGCCUACGAUGUUA AAGGUAAAUUCGCCGUUCACAGAAUUUCUGCUGAAGAAGCUGUC 360
[0250]  UACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACGUUGUU 420
[0251]  ACCCACGACGGUAGAACUAUCAGAUACCCAGAUCCAUUGAUCAGAGCUAACGAUACCGUU 480
[0252] SEQ ID NO :64 ;C. glabrata

[0253]  ACCTACCCAGCTGGTTTCATGGATGTTATCACCTTGGAAGCTACCAACGAAAACTTCAGA 300
[0254]  TTGGTCTACGACGTCAAGGGTAGATTCGCTGTCCACCGTATCACTGACGAAGAAGCTTCC 360

25



CN 101636507 B L 23/87 T
[0255]  TACAAGTTGGGTAAGGTCAAGAAGGTCCAATTGGGTAAGAAGGGTGTTCCATACGTTGTC 420
[0256]  ACTGACGATGGTAGAACTATCAGATACCCAGACCCAAACATCAAGGTCAATGACACCGTC 480
[0257] SEQ ID NO :65 ;C. glabrata

[0258]  ACCUACCCAGCUGGUUUCAUGGAUGUUAUCACCUUGGAAGCUACCAACGAAAACUUCAGA 300
[0259]  UUGGUCUACGACGUCAAGGGUAGAUUCGCUGUCCACCGUAUCACUGACGAAGAAGCUUCC 360
[0260]  UACAAGUUGGGUAAGGUCAAGAAGGUCCAAUUGGGUAAGAAGGGUGUUCCAUACGUUGUC 420
[0261]  ACUGACGAUGGUAGAACUAUCAGAUACCCAGACCCAAACAUCAAGGUCAAUGACACCGUC 480
[0262] SEQ ID NO :66 ;C. tropicalis

[0263] GGAAGCTACCAACGAACACTTCA ga 25
[0264] goearrraceareTT AAAGGTAAATTCGCTGTTCACAGAATTTCTGCTGAAGAAGCTTCT 85
[0265] TACAAATTAGGTAAAGTCAAGAAGGTTCAATTAGGTAAAAAAGGTGTTCCATACGTTGTC 145
[0266]  ACCCACGATGGT AGAACCATCAGATACCCAGA 177
[0267] SEQ ID NO :67 ;C. Tropicalis

[0268] GGAAGCUACCAACGAACACUUCAGA 25
[0269]  UUGAUUUACGAUGUUAAAGGUAAAUUCGCUGUUCACAGAAUUUCUGCUGAAGAAGCUUCU 85
[0270]  UACAAAUUAGGUAAAGUCAAGAAGGUUCAAUUAGGUAAAAAAGGUGUUCCAUACGUUGUC 145
[0271]  ACCCACGAUGGUAGAACCAUCAGAUACCCAGA 177
[0272]  SEQ ID NO :68 ;C. parapsilosis

[0273] GGAAGCCACCAATGAAAACTTTA ga 25
[0274]  wyearrracearerc AAAGGTAGATTTGCTGTCCACAGAATCTCAGCTGAAGAAGCCACT 85
[0275]  TACAAATTGGGTAAAGTCAAGAGAGTCCAATTGGGTAAGAAGGGAATCCCATACGTTGTC 145
[0276]  ACCCACGATGGT AGAACCATCAGATACCCAGA 177
[0277]  SEQ ID NO :69 ;C. parapsilosis

[0278] GGAAGCCACCAAUGAAAACUUUAGA 25
[0279]  UUGAUUUACGAUGUCAAAGGUAGAUUUGCUGUCCACAGAAUCUCAGCUGAAGAAGCCACU 85
[0280]  UACAAAUUGGGUAAAGUCAAGAGAGUCCAAUUGGGUAAGAAGGGAAUCCCAUACGUUGUC 145
[0281]  ACCCACGAUGGUAGAACCAUCAGAUACCCAGA 177
[0282] SEQ ID NO :70 ;C. dubliniensis

[0283] GGAAGCTACCAACGAAAACTTCA ga 25
[0284] wreeTcTaceaceTca AGGGTAGATTCGCTGTCCACCGTATCACTGACGAAGAAGCTTCC 85
[0285]  TACAAGTTGGGTAAGGTCAAGAAGGTCCAATTGGGTAAGAAGGGTGTTCCATACGTTGTC 145
[0286]  ACTGACGATGGT agaacyaTcacaTacccaca 177
[0287] SEQ ID NO :71 ;C. dubliniensis

[0288] GGAAGCUACCAACGAAAACUUCAGA 25
[0289]  UUGGUCUACGACGUCAAGGGUAGAUUCGCUGUCCACCGUAUCACUGACGAAGAAGCUUCC 85
[0290]  UACAAGUUGGGUAAGGUCAAGAAGGUCCAAUUGGGUAAGAAGGGUGUUCCAUACGUUGUC 145
[0291]  ACUGACGAUGGUAGAACYAUCAGAUACCCAGA 177
[0292] SEQ ID NO :72 ;> C. albicans369

[0293]

CATCACCTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTCGCTGTTCA
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CAGAATTTCTG

[0294]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[0295]  GACGGTAGAACYATCAGATACCCAG

[0296] SEQ ID NO:73 ;> C.albicans369

[0297]  CAUCACCUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0298]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC

[0299]  GACGGUAGAACYAUCAGAUACCCAG

[0300] SEQ ID NO:74 ;> C.albicansl78

[0301]  CATCACCTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0302]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[0303]  GACGGTAGAACYATCAGATACCCAG

[0304] SEQ ID NO:75;> C.albicansl78

[0305]  CAUCACCUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0306]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC

[0307]  GACGGUAGAACYAUCAGAUACCCAG

[0308] SEQ ID NO:76 ;> C.albicans180

[0309]  CATCACCTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0310]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[0311]  GACGGTAGAACYATCAGATACCCAG

[0312]  SEQ ID NO:77 ;> C.albicans180

[0313]  CAUCACCUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0314]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC

[0315]  GACGGUAGAACYAUCAGAUACCCAG

[0316] SEQ ID NO:78 ;> C.albicans320

[0317]  CATCACCTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0318]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC
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[0319]  GACGGTAGAACYATCAGATACCCAG

[0320] SEQ ID NO:79 ;> C.albicans320

[0321]  CAUCACCUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0322]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC

[0323]  GACGGUAGAACYAUCAGAUACCCAG

[0324]  SEQ ID NO :80 ;> C.albicans765

[0325]  CATCACCTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0326]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[0327]  GACGGTAGAACYATCAGATACCCAG

[0328]  SEQ ID NO :81 ;> C.albicans765

[0329]  CAUCACCUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0330]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC

[0331]  GACGGUAGAACYAUCAGAUACCCAG

[0332] SEQ ID NO :82 ;> C.albicans16733

[0333]  CATCACCTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0334]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[0335]  GACGGTAGAACYATCAGATACCCAG

[0336] SEQ ID NO :83 ;> C.albicans16733

[0337]  CAUCACCUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0338]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC

[0339]  GACGGUAGAACYAUCAGAUACCCAG

[0340] SEQ ID NO :84 ;> C.albicans15640

[0341]  CATCACCTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0342]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[0343]  GACGGTAGAACYATCAGATACCCAG

[0344] SEQ ID NO :85 ;> C.albicans15640

[0345]  CAUCACCUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUCGCUGUUCA
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CAGAAUUUCUG

[0346]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC

[0347]  GACGGUAGAACYAUCAGAUACCCAG

[0348] SEQ ID NO :86 ;> C.albicans9559

[0349]  CATCACCTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0350]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[0351]  GACGGTAGAACYATCAGATACCCAG

[0352]  SEQ ID NO :87 ;> C.albicans9559

[0353]  CAUCACCUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0354]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC

[0355]  GACGGUAGAACYAUCAGAUACCCAG

[0356] SEQ ID NO :88 ;> C.albicans4154

[0357]  CATCACCTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0358]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[0359]  GACGGTAGAACYATCAGATACCCAG

[0360] SEQ ID NO:89 ;> C.albicans4154

[0361]  CAUCACCUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0362]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC

[0363]  GACGGUAGAACYAUCAGAUACCCAG

[0364] SEQ ID NO :90 ;> C.albicans2700

[0365]  CATCACCTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0366]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[0367]  GACGGTAGAACYATCAGATACCCAG

[0368] SEQ ID NO:91 ;> C. albicans2700

[0369]  CAUCACCUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0370]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC
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[0371]  GACGGUAGAACYAUCAGAUACCCAG

[0372]  SEQ ID NO :92 ;> C.albicansb62

[0373]  CATCACCTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0374]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[0375]  GACGGTAGAACYATCAGATACCCAG

[0376]  SEQID NO :93 ;> C. albicansb62

[0377]  CAUCACCUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0378]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC

[0379]  GACGGUAGAACYAUCAGAUACCCAG

[0380] SEQ ID NO:94 ;> C.albicans3822

[0381]  CATCACCTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0382]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[0383]  GACGGTAGAACYATCAGATACCCAG

[0384]  SEQ ID NO :95 ;> C.albicans3822

[0385]  CAUCACCUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0386]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC

[0387]  GACGGUAGAACYAUCAGAUACCCAG

[0388] SEQ ID NO:96 ;> C.albicans3156

[0389]  CATCACCTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0390]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[0391]  GACGGTAGAACYATCAGATACCCAG

[0392]  SEQ ID NO:97 ;> C.albicans3156

[0393]  CAUCACCUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0394]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC

[0395]  GACGGUAGAACYAUCAGAUACCCAG

[0396] SEQ ID NO :98 ;> C. albicans3345

[0397]  CATCACCTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTCGCTGTTCA
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CAGAATTTCTG

[0398]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[0399]  GACGGTAGAACYATCAGATACCCAG

[0400] SEQ ID NO:99 ;> C.albicans3345

[0401]  CAUCACCUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0402]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC

[0403]  GACGGUAGAACYAUCAGAUACCCAG

[0404]  SEQ ID NO :100 ;> C. albicans3328

[0405]  CATCACCTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0406]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[0407]  GACGGTAGAACYATCAGATACCCAG

[0408]  SEQ ID NO:101 ;> C.albicans3328

[0409]  CAUCACCUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0410]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC

[0411]  GACGGUAGAACYAUCAGAUACCCAG

[0412]  SEQ ID NO :102 ;> C. glabrata90876

[0413]  CATCACCTTGGAAGCTACCAACGAAAACTTCAGATTGGTCTACGACGTCAAGGGTAGATTCGCTGTCCA
CCGTATCACTG

[0414]  ACGAAGAAGCTTCCTACAAGTTGGGTAAGGTCAAGAAGGTCCAATTGGGTAAGAAGGGTGTTCCATACG
TTGTCACTGAC

[0415]  GATGGTAGAACYATCAGATACCCAG

[0416]  SEQ ID NO :103 ;> C. glabrata90876

[0417]  CAUCACCUUGGAAGCUACCAACGAAAACUUCAGAUUGGUCUACGACGUCAAGGGUAGAUUCGCUGUCCA
CCGUAUCACUG

[0418]  ACGAAGAAGCUUCCUACAAGUUGGGUAAGGUCAAGAAGGUCCAAUUGGGUAAGAAGGGUGUUCCAUACG
UUGUCACUGAC

[0419]  GAUGGUAGAACYAUCAGAUACCCAG

[0420]  SEQ ID NO :104 ;> C. glabrata4692

[0421]  CATCACCTTGGAAGCTACCAACGAAAACTTCAGATTGGTCTACGACGTCAAGGGTAGATTCGCTGTCCA
CCGTATCACTG

[0422]  ACGAAGAAGCTTCCTACAAGTTGGGTAAGGTCAAGAAGGTCCAATTGGGTAAGAAGGGTGTTCCATACG
TTGTCACTGAC
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[0423]  GATGGTAGAACYATCAGATACCCAG

[0424]  SEQ ID NO :105 ;> C. glabrata4692

[0425]  CAUCACCUUGGAAGCUACCAACGAAAACUUCAGAUUGGUCUACGACGUCAAGGGUAGAUUCGCUGUCCA
CCGUAUCACUG

[0426]  ACGAAGAAGCUUCCUACAAGUUGGGUAAGGUCAAGAAGGUCCAAUUGGGUAAGAAGGGUGUUCCAUACG
UUGUCACUGAC

[0427]  GAUGGUAGAACYAUCAGAUACCCAG

[0428]  SEQ ID NO :106 ;> C. glabrata205444

[0429]  CATCACCTTGGAAGCTACCAACGAAAACTTCAGATTGGTCTACGACGTCAAGGGTAGATTCGCTGTCCA
CCGTATCACTG

[0430]  ACGAAGAAGCTTCCTACAAGTTGGGTAAGGTCAAGAAGGTCCAATTGGGTAAGAAGGGTGTTCCATACG
TTGTCACTGAC

[0431]  GATGGTAGAACYATCAGATACCCAG

[0432]  SEQ ID NO :107 ;> C. glabrata205444

[0433]  CAUCACCUUGGAAGCUACCAACGAAAACUUCAGAUUGGUCUACGACGUCAAGGGUAGAUUCGCUGUCCA
CCGUAUCACUG

[0434]  ACGAAGAAGCUUCCUACAAGUUGGGUAAGGUCAAGAAGGUCCAAUUGGGUAAGAAGGGUGUUCCAUACG
UUGUCACUGAC

[0435]  GAUGGUAGAACYAUCAGAUACCCAG

[0436] SEQ ID NO :108 ;> C. glabratal0269

[0437]  CATCACCTTGGAAGCTACCAACGAAAACTTCAGATTGGTCTACGACGTCAAGGGTAGATTCGCTGTCCA
CCGTATCACTG

[0438]  ACGAAGAAGCTTCCTACAAGTTGGGTAAGGTCAAGAAGGTCCAATTGGGTAAGAAGGGTGTTCCATACG
TTGTCACTGAC

[0439]  GATGGTAGAACYATCAGATACCCAG

[0440]  SEQ ID NO :109 ;> C. glabratal0269

[0441]  CAUCACCUUGGAAGCUACCAACGAAAACUUCAGAUUGGUCUACGACGUCAAGGGUAGAUUCGCUGUCCA
CCGUAUCACUG

[0442]  ACGAAGAAGCUUCCUACAAGUUGGGUAAGGUCAAGAAGGUCCAAUUGGGUAAGAAGGGUGUUCCAUACG
UUGUCACUGAC

[0443]  GAUGGUAGAACYAUCAGAUACCCAG

[0444]  SEQ ID NO :110 ;> C. glabrata9556

[0445]  CATCACCTTGGAAGCTACCAACGAAAACTTCAGATTGGTCTACGACGTCAAGGGTAGATTCGCTGTCCA
CCGTATCACTG

[0446]  ACGAAGAAGCTTCCTACAAGTTGGGTAAGGTCAAGAAGGTCCAATTGGGTAAGAAGGGTGTTCCATACG
TTGTCACTGAC

[0447]  GATGGTAGAACYATCAGATACCCAG

[0448] SEQ ID NO:111 ;> C. glabrata9556

[0449]  CAUCACCUUGGAAGCUACCAACGAAAACUUCAGAUUGGUCUACGACGUCAAGGGUAGAUUCGCUGUCCA
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CCGUAUCACUG

[0450]  ACGAAGAAGCUUCCUACAAGUUGGGUAAGGUCAAGAAGGUCCAAUUGGGUAAGAAGGGUGUUCCAUACG
UUGUCACUGAC

[0451]  GAUGGUAGAACYAUCAGAUACCCAG

[0452]  SEQ ID NO:112 ;> C. glabratab563

[0453]  CATCACCTTGGAAGCTACCAACGAAAACTTCAGATTGGTCTACGACGTCAAGGGTAGATTCGCTGTCCA
CCGTATCACTG

[0454]  ACGAAGAAGCTTCCTACAAGTTGGGTAAGGTCAAGAAGGTCCAATTGGGTAAGAAGGGTGTTCCATACG
TTGTCACTGAC

[0455]  GATGGTAGAACYATCAGATACCCAG

[0456]  SEQ ID NO:113 ;> C. glabratab563

[0457]  CAUCACCUUGGAAGCUACCAACGAAAACUUCAGAUUGGUCUACGACGUCAAGGGUAGAUUCGCUGUCCA
CCGUAUCACUG

[0458]  ACGAAGAAGCUUCCUACAAGUUGGGUAAGGUCAAGAAGGUCCAAUUGGGUAAGAAGGGUGUUCCAUACG
UUGUCACUGAC

[0459]  GAUGGUAGAACYAUCAGAUACCCAG

[0460] SEQ ID NO:114 ;> C. glabrata3959

[0461]  CATCACCTTGGAAGCTACCAACGAAAACTTCAGATTGGTCTACGACGTCAAGGGTAGATTCGCTGTCCA
CCGTATCACTG

[0462]  ACGAAGAAGCTTCCTACAAGTTGGGTAAGGTCAAGAAGGTCCAATTGGGTAAGAAGGGTGTTCCATACG
TTGTCACTGAC

[0463]  GATGGTAGAACYATCAGATACCCAG

[0464] SEQ ID NO:115 ;> C. glabrata3959

[0465]  CAUCACCUUGGAAGCUACCAACGAAAACUUCAGAUUGGUCUACGACGUCAAGGGUAGAUUCGCUGUCCA
CCGUAUCACUG

[0466]  ACGAAGAAGCUUCCUACAAGUUGGGUAAGGUCAAGAAGGUCCAAUUGGGUAAGAAGGGUGUUCCAUACG
UUGUCACUGAC

[0467]  GAUGGUAGAACYAUCAGAUACCCAG

[0468] SEQ ID NO:116 ;> C. glabratal38

[0469]  CATCACCTTGGAAGCTACCAACGAAAACTTCAGATTGGTCTACGACGTCAAGGGTAGATTCGCTGTCCA
CCGTATCACTG

[0470]  ACGAAGAAGCTTCCTACAAGTTGGGTAAGGTCAAGAAGGTCCAATTGGGTAAGAAGGGTGTTCCATACG
TTGTCACTGAC

[0471]  GATGGTAGAACYATCAGATACCCAG

[0472]  SEQ ID NO:117 ;> C. glabratal38

[0473]  CAUCACCUUGGAAGCUACCAACGAAAACUUCAGAUUGGUCUACGACGUCAAGGGUAGAUUCGCUGUCCA
CCGUAUCACUG

[0474]  ACGAAGAAGCUUCCUACAAGUUGGGUAAGGUCAAGAAGGUCCAAUUGGGUAAGAAGGGUGUUCCAUACG
UUGUCACUGAC
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[0475]  GAUGGUAGAACYAUCAGAUACCCAG

[0476] SEQ ID NO:118 ;> C. glabrata3605

[0477]  TATCACCTTGGAAGCTACCAACGAAAACTTCAGATTGGTCTACGACGTCAAGGGTAGATTCGCTGTCCA
CCGTATCACTG

[0478]  ACGAAGAAGCTTCCTACAAGTTGGGTAAGGTCAAGAAGGTCCAATTGGGTAAGAAGGGTGTTCCATACG
TTGTCACTGAC

[0479]  GATGGTAGAACYATCAGATACCCAG

[0480] SEQ ID NO:119 ;> C. glabrata3605

[0481]  UAUCACCUUGGAAGCUACCAACGAAAACUUCAGAUUGGUCUACGACGUCAAGGGUAGAUUCGCUGUCCA
CCGUAUCACUG

[0482]  ACGAAGAAGCUUCCUACAAGUUGGGUAAGGUCAAGAAGGUCCAAUUGGGUAAGAAGGGUGUUCCAUACG
UUGUCACUGAC

[0483]  GAUGGUAGAACYAUCAGAUACCCAG

[0484]  SEQ ID NO :120 ;> C. glabrata3897

[0485]  TATCACCTTGGAAGCTACCAACGAAAACTTCAGATTGGTCTACGACGTCAAGGGTAGATTCGCTGTCCA
CCGTATCACTG

[0486]  ACGAAGAAGCTTCCTACAAGTTGGGTAAGGTCAAGAAGGTCCAATTGGGTAAGAAGGGTGTTCCATACG
TTGTCACTGAC

[0487]  GATGGTAGAACYATCAGATACCCAG

[0488] SEQ ID NO:121 ;> C. glabrata3897

[0489]  UAUCACCUUGGAAGCUACCAACGAAAACUUCAGAUUGGUCUACGACGUCAAGGGUAGAUUCGCUGUCCA
CCGUAUCACUG

[0490]  ACGAAGAAGCUUCCUACAAGUUGGGUAAGGUCAAGAAGGUCCAAUUGGGUAAGAAGGGUGUUCCAUACG
UUGUCACUGAC

[0491]  GAUGGUAGAACYAUCAGAUACCCAG

[0492]  SEQ ID NO:122 ;> C. glabrata8018

[0493]  TATCACCTTGGAAGCTACCAACGAAAACTTCAGATTGGTCTACGACGTCAAGGGTAGATTCGCTGTCCA
CCGTATCACTG

[0494]  ACGAAGAAGCTTCCTACAAGTTGGGTAAGGTCAAGAAGGTCCAATTGGGTAAGAAGGGTGTTCCATACG
TTGTCACTGAC

[0495]  GATGGTAGAACYATCAGATACCCAG

[0496]  SEQ ID NO :123 ;> C. glabrata8018

[0497]  UAUCACCUUGGAAGCUACCAACGAAAACUUCAGAUUGGUCUACGACGUCAAGGGUAGAUUCGCUGUCCA
CCGUAUCACUG

[0498]  ACGAAGAAGCUUCCUACAAGUUGGGUAAGGUCAAGAAGGUCCAAUUGGGUAAGAAGGGUGUUCCAUACG
UUGUCACUGAC

[0499]  GAUGGUAGAACYAUCAGAUACCCAG

[0500] SEQ ID NO:124 ;> C. glabrata3863

[0501]  TATCACCTTGGAAGCTACCAACGAAAACTTCAGATTGGTCTACGACGTCAAGGGTAGATTCGCTGTCCA
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CCGTATCACTG

[0502]  ACGAAGAAGCTTCCTACAAGTTGGGTAAGGTCAAGAAGGTCCAATTGGGTAAGAAGGGTGTTCCATACG
TTGTCACTGAC

[0503]  GATGGTAGAACYATCAGATACCCAG

[0504] SEQ ID NO:125 ;> C. glabrata3863

[0505]  UAUCACCUUGGAAGCUACCAACGAAAACUUCAGAUUGGUCUACGACGUCAAGGGUAGAUUCGCUGUCCA
CCGUAUCACUG

[0506]  ACGAAGAAGCUUCCUACAAGUUGGGUAAGGUCAAGAAGGUCCAAUUGGGUAAGAAGGGUGUUCCAUACG
UUGUCACUGAC

[0507]  GAUGGUAGAACYAUCAGAUACCCAG

[0508] SEQ ID NO :126 ;> C.parapsilosis3902

[0509]  CATTACTTTGGAAGCCACYAATGAAAACTTTAGATTGATTTACGATGTCAAAGGTAGATTTGCTGTCCA
CAGAATCTCAG

[0510]  CTGAAGAAGCCACTTACAAATTGGGTAAAGTCAAGAGAGTCCAATTGGGTAAGAAGGGAATCCCATACG
TTGTCACCCAC

[0511]  GATGGTAGAACYATCAGATACCCAG

[0512] SEQ ID NO :127 ;> C.parapsilosis3902

[0513]  CAUUACUUUGGAAGCCACYAAUGAAAACUUUAGAUUGAUUUACGAUGUCAAAGGUAGAUUUGCUGUCCA
CAGAAUCUCAG

[0514]  CUGAAGAAGCCACUUACAAAUUGGGUAAAGUCAAGAGAGUCCAAUUGGGUAAGAAGGGAAUCCCAUACG
UUGUCACCCAC

[0515]  GAUGGUAGAACYAUCAGAUACCCAG

[0516] SEQ ID NO :128 ;> C. parapsilosis604

[0517]  CATTACTTTGGAAGCCACYAATGAAAACTTTAGATTGATTTACGATGTCAAAGGTAGATTTGCTGTCCA
CAGAATCTCAG

[0518]  CTGAAGAAGCCACTTACAAATTGGGTAAAGTCAAGAGAGTCCAATTGGGTAAGAAGGGAATCCCATACG
TTGTCACCCAC

[0519]  GATGGTAGAACYATCAGATACCCAG

[0520] SEQ ID NO :129 ;> C. parapsilosis604

[0521]  CAUUACUUUGGAAGCCACYAAUGAAAACUUUAGAUUGAUUUACGAUGUCAAAGGUAGAUUUGCUGUCCA
CAGAAUCUCAG

[0522]  CUGAAGAAGCCACUUACAAAUUGGGUAAAGUCAAGAGAGUCCAAUUGGGUAAGAAGGGAAUCCCAUACG
UUGUCACCCAC

[0523]  GAUGGUAGAACYAUCAGAUACCCAG

[0524] SEQ ID NO :130 ;> C.parapsilosis2194

[0525]  CATTACTTTGGAAGCCACYAATGAAAACTTTAGATTGATTTACGATGTCAAAGGTAGATTTGCTGTCCA
CAGAATCTCAG

[0526]  CTGAAGAAGCCACTTACAAATTGGGTAAAGTCAAGAGAGTCCAATTGGGTAAGAAGGGAATCCCATACG
TTGTCACCCAC
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[0527]  GATGGTAGAACYATCAGATACCCAG

[0528] SEQ ID NO:131 ;> C.parapsilosis2194

[0529]  CAUUACUUUGGAAGCCACYAAUGAAAACUUUAGAUUGAUUUACGAUGUCAAAGGUAGAUUUGCUGUCCA
CAGAAUCUCAG

[0530]  CUGAAGAAGCCACUUACAAAUUGGGUAAAGUCAAGAGAGUCCAAUUGGGUAAGAAGGGAAUCCCAUACG
UUGUCACCCAC

[0531]  GAUGGUAGAACYAUCAGAUACCCAG

[0532] SEQ ID NO:132 ;> C.parapsilosis2196

[0533]  CATTACTTTGGAAGCCACYAATGAAAACTTTAGATTGATTTACGATGTCAAAGGTAGATTTGCTGTCCA
CAGAATCTCAG

[0534]  CTGAAGAAGCCACTTACAAATTGGGTAAAGTCAAGAGAGTCCAATTGGGTAAGAAGGGAATCCCATACG
TTGTCACCCAC

[0535]  GATGGTAGAACYATCAGATACCCAG

[0536] SEQ ID NO :133 ;> C.parapsilosis2196

[0537]  CAUUACUUUGGAAGCCACYAAUGAAAACUUUAGAUUGAUUUACGAUGUCAAAGGUAGAUUUGCUGUCCA
CAGAAUCUCAG

[0538]  CUGAAGAAGCCACUUACAAAUUGGGUAAAGUCAAGAGAGUCCAAUUGGGUAAGAAGGGAAUCCCAUACG
UUGUCACCCAC

[0539]  GAUGGUAGAACYAUCAGAUACCCAG

[0540] SEQ ID NO :134 ;> C. parapsilosisl1001

[0541]  CATTACTTTGGAAGCCACYAATGAAAACTTTAGATTGATTTACGATGTCAAAGGTAGATTTGCTGTCCA
CAGAATCTCAG

[0542]  CTGAAGAAGCCACTTACAAATTGGGTAAAGTCAAGAGAGTCCAATTGGGTAAGAAGGGAATCCCATACG
TTGTCACCCAC

[0543]  GATGGTAGAACYATCAGATACCCAG

[0544] SEQ ID NO :135 ;> C.parapsilosisl001

[0545]  CAUUACUUUGGAAGCCACYAAUGAAAACUUUAGAUUGAUUUACGAUGUCAAAGGUAGAUUUGCUGUCCA
CAGAAUCUCAG

[0546]  CUGAAGAAGCCACUUACAAAUUGGGUAAAGUCAAGAGAGUCCAAUUGGGUAAGAAGGGAAUCCCAUACG
UUGUCACCCAC

[0547]  GAUGGUAGAACYAUCAGAUACCCAG

[0548] SEQ ID NO :136 ;

[0549] > C.parapsilosisl716

[0550]  CATTACTTTGGAAGCCACYAATGAAAACTTTAGATTGATTTACGATGTCAAAGGTAGATTTGCTGTCCA
CAGAATCTCAG

[0551]  CTGAAGAAGCCACTTACAAATTGGGTAAAGTCAAGAGAGTCCAATTGGGTAAGAAGGGAATCCCATACG
TTGTCACCCAC

[0552]  GATGGTAGAACYATCAGATACCCAG

[0553]  SEQ ID NO :137
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[0554] > C.parapsilosisl716

[0555]  CAUUACUUUGGAAGCCACYAAUGAAAACUUUAGAUUGAUUUACGAUGUCAAAGGUAGAUUUGCUGUCCA
CAGAAUCUCAG

[0556]  CUGAAGAAGCCACUUACAAAUUGGGUAAAGUCAAGAGAGUCCAAUUGGGUAAGAAGGGAAUCCCAUACG
UUGUCACCCAC

[0557]  GAUGGUAGAACYAUCAGAUACCCAG

[0558] SEQ ID NO :138 ;> C. parapsilosis9557

[0559]  CATTACTTTGGAAGCCACYAATGAAAACTTTAGATTGATTTACGATGTCAAAGGTAGATTTGCTGTCCA
CAGAATCTCAG

[0560]  CTGAAGAAGCCACTTACAAATTGGGTAAAGTCAAGAGAGTCCAATTGGGTAAGAAGGGAATCCCATACG
TTGTCACCCAC

[0561]  GATGGTAGAACYATCAGATACCCAG

[0562] SEQ ID NO :139 ;> C.parapsilosis9557

[0563]  CAUUACUUUGGAAGCCACYAAUGAAAACUUUAGAUUGAUUUACGAUGUCAAAGGUAGAUUUGCUGUCCA
CAGAAUCUCAG

[0564]  CUGAAGAAGCCACUUACAAAUUGGGUAAAGUCAAGAGAGUCCAAUUGGGUAAGAAGGGAAUCCCAUACG
UUGUCACCCAC

[0565]  GAUGGUAGAACYAUCAGAUACCCAG

[0566]  SEQ ID NO :140 ;> C. kruseibb79

[0567]  CATCACTTTAGATGCAACCAACGAACACTTCAGATTAATCTATGACATCAAGGGTAGATTCGCAATCCA
CAGAATCACCC

[0568]  CAGAAGAAGCTGCATACAAGTTATGTAAGGTCAAGAAGGTCCAATTAGGTAAGAAGGGTATTCCTTATG
TTGTTACCCAC

[0569]  GATGGTAGAACYATCAGATACCCAG

[0570] SEQ ID NO :141 ;

[0571] > C. kruseibb79

[0572]  CAUCACUUUAGAUGCAACCAACGAACACUUCAGAUUAAUCUAUGACAUCAAGGGUAGAUUCGCAAUCCA
CAGAAUCACCC

[0573]  CAGAAGAAGCUGCAUACAAGUUAUGUAAGGUCAAGAAGGUCCAAUUAGGUAAGAAGGGUAUUCCUUAUG
UUGUUACCCAC

[0574]  GAUGGUAGAACYAUCAGAUACCCAG

[0575]  SEQ ID NO :142 ;> C. krusei9560

[0576]  CATCACTTTAGATGCAACCAACGAACACTTCAGATTAATCTATGACATCAAGGGTAGATTCGCAATCCA
CAGAATCACCC

[0577]  CAGAAGAAGCTGCATACAAGTTATGTAAGGTCAAGAAGGTCCAATTAGGTAAGAAGGGTATTCCTTATG
TTGTTACCCAC

[0578]  GATGGTAGAACYATCAGATACCCAG

[0579]  SEQ ID NO :143 ;> C. krusei9560

[0580]  CAUCACUUUAGAUGCAACCAACGAACACUUCAGAUUAAUCUAUGACAUCAAGGGUAGAUUCGCAAUCCA
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CAGAAUCACCC

[0581]  CAGAAGAAGCUGCAUACAAGUUAUGUAAGGUCAAGAAGGUCCAAUUAGGUAAGAAGGGUAUUCCUUAUG
UUGUUACCCAC

[0582]  GAUGGUAGAACYAUCAGAUACCCAG

[0583]  SEQ ID NO:144 ;> C. krusei6055

[0584]  CATCACTTTAGATGCAACCAACGAACACTTCAGATTAATCTATGACATCAAGGGTAGATTCGCAATCCA
CAGAATCACCC

[0585]  CAGAAGAAGCTGCATACAAGTTATGTAAGGTCAAGAAGGTCCAATTAGGTAAGAAGGGTATTCCTTATG
TTGTTACCCAC

[0586]  GATGGTAGAACYATCAGATACCCAG

[0587]  SEQ ID NO :145 ;> C. krusei6055

[0588]  CAUCACUUUAGAUGCAACCAACGAACACUUCAGAUUAAUCUAUGACAUCAAGGGUAGAUUCGCAAUCCA
CAGAAUCACCC

[0589]  CAGAAGAAGCUGCAUACAAGUUAUGUAAGGUCAAGAAGGUCCAAUUAGGUAAGAAGGGUAUUCCUUAUG
UUGUUACCCAC

[0590]  GAUGGUAGAACYAUCAGAUACCCAG

[0591]  SEQ ID NO :146 ;> C. kruseil7518

[0592]  CATCACTTTAGATGCAACCAACGAACACTTCAGATTAATCTATGACATCAAGGGTAGATTCGCAATCCA
CAGAATCACCC

[0593]  CAGAAGAAGCTGCATACAAGTTATGTAAGGTCAAGAAGGTCCAATTAGGTAAGAAGGGTATTCCTTATG
TTGTTACCCAC

[0594]  GATGGTAGAACYATCAGATACCCAG

[0595]  SEQ ID NO :147 ;> C. kruseil7518

[0596]  CAUCACUUUAGAUGCAACCAACGAACACUUCAGAUUAAUCUAUGACAUCAAGGGUAGAUUCGCAAUCCA
CAGAAUCACCC

[0597]  CAGAAGAAGCUGCAUACAAGUUAUGUAAGGUCAAGAAGGUCCAAUUAGGUAAGAAGGGUAUUCCUUAUG
UUGUUACCCAC

[0598]  GAUGGUAGAACYAUCAGAUACCCAG

[0599]  SEQ ID NO :148 ;> C. kruseib73

[0600]  CATCACTTTAGATGCAACCAACGAACACTTCAGATTAATCTATGACATCAAGGGTAGATTCGCAATCCA
CAGAATCACCC

[0601]  CAGAAGAAGCTGCATACAAGTTATGTAAGGTCAAGAAGGTCCAATTAGGTAAGAAGGGTATTCCTTATG
TTGTTACCCAC

[0602]  GATGGTAGAACYATCAGATACCCAG

[0603]  SEQ ID NO :149 ;> C. kruseib73

[0604]  CAUCACUUUAGAUGCAACCAACGAACACUUCAGAUUAAUCUAUGACAUCAAGGGUAGAUUCGCAAUCCA
CAGAAUCACCC

[0605]  CAGAAGAAGCUGCAUACAAGUUAUGUAAGGUCAAGAAGGUCCAAUUAGGUAAGAAGGGUAUUCCUUAUG
UUGUUACCCAC
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[0606]  GAUGGUAGAACYAUCAGAUACCCAG

[0607]  SEQ ID NO :150 ;> C. krusei3165

[0608]  CATCACTTTAGATGCAACCAACGAACACTTCAGATTAATCTATGACATCAAGGGTAGATTCGCAATCCA
CAGAATCACCC

[0609]  CAGAAGAAGCTGCATACAAGTTATGTAAGGTCAAGAAGGTCCAATTAGGTAAGAAGGGTATTCCTTATG
TTGTTACCCAC

[0610]  GATGGTAGAACYATCAGATACCCAG

[0611]  SEQ ID NO:151 ;> C. krusei3165

[0612]  CAUCACUUUAGAUGCAACCAACGAACACUUCAGAUUAAUCUAUGACAUCAAGGGUAGAUUCGCAAUCCA
CAGAAUCACCC

[0613]  CAGAAGAAGCUGCAUACAAGUUAUGUAAGGUCAAGAAGGUCCAAUUAGGUAAGAAGGGUAUUCCUUAUG
UUGUUACCCAC

[0614]  GAUGGUAGAACYAUCAGAUACCCAG

[0615]  SEQ ID NO :152 ;> C. krusei3922

[0616]  CATCACTTTAGATGCAACCAACGAACACTTCAGATTAATCTATGACATCAAGGGTAGATTCGCAATCCA
CAGAATCACCC

[0617]  CAGAAGAAGCTGCATACAAGTTATGTAAGGTCAAGAAGGTCCAATTAGGTAAGAAGGGTATTCCTTATG
TTGTTACCCAC

[0618]  GATGGTAGAACYATCAGATACCCAG

[0619]  SEQ ID NO :153 ;> C. krusei3922

[0620]  CAUCACUUUAGAUGCAACCAACGAACACUUCAGAUUAAUCUAUGACAUCAAGGGUAGAUUCGCAAUCCA
CAGAAUCACCC

[0621]  CAGAAGAAGCUGCAUACAAGUUAUGUAAGGUCAAGAAGGUCCAAUUAGGUAAGAAGGGUAUUCCUUAUG
UUGUUACCCAC

[0622]  GAUGGUAGAACYAUCAGAUACCCAG

[0623]  SEQ ID NO :154 ;> C. krusei3847

[0624]  CATCACTTTAGATGCAACCAACGAACACTTCAGATTAATCTATGACATCAAGGGTAGATTCGCAATCCA
CAGAATCACCC

[0625]  CAGAAGAAGCTGCATACAAGTTATGTAAGGTCAAGAAGGTCCAATTAGGTAAGAAGGGTATTCCTTATG
TTGTTACCCAC

[0626]  GATGGTAGAACYATCAGATACCCAG

[0627]  SEQ ID NO :155 ;> C. krusei3847

[0628]  CAUCACUUUAGAUGCAACCAACGAACACUUCAGAUUAAUCUAUGACAUCAAGGGUAGAUUCGCAAUCCA
CAGAAUCACCC

[0629]  CAGAAGAAGCUGCAUACAAGUUAUGUAAGGUCAAGAAGGUCCAAUUAGGUAAGAAGGGUAUUCCUUAUG
UUGUUACCCAC

[0630]  GAUGGUAGAACYAUCAGAUACCCAG

[0631]  SEQ ID NO :156 ;> C. tropicalis3895

[0632]  CATTACCTTGGAAGCTACCAACGAACACTTCAGATTGATTTACGATGTTAAAGGTAAATTCGCTGTTCA
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CAGAATTTCTG

[0633]  CTGAAGAAGCTTCTTACAAATTAGGTAAAGTCAAGAAGGTTCAATTAGGTAAAAAAGGTGTTCCATACG
TTGTCACCCAC

[0634]  GATGGTAGAACYATCAGATACCCAG

[0635]  SEQ ID NO :157 ;> C. tropicalis3895

[0636]  CAUUACCUUGGAAGCUACCAACGAACACUUCAGAUUGAUUUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0637]  CUGAAGAAGCUUCUUACAAAUUAGGUAAAGUCAAGAAGGUUCAAUUAGGUAAAAAAGGUGUUCCAUACG
UUGUCACCCAC

[0638]  GAUGGUAGAACYAUCAGAUACCCAG

[0639]  SEQ ID NO :158 ;> C. tropicalis94

[0640]  CATTACCTTGGAAGCTACCAACGAACACTTCAGATTGATTTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0641]  CTGAAGAAGCTTCTTACAAATTAGGTAAAGTCAAGAAGGTTCAATTAGGTAAAAAAGGTGTTCCATACG
TTGTCACCCAC

[0642]  GATGGTAGAACYATCAGATACCCAG

[0643]  SEQ ID NO :159 ;> C. tropicalis94

[0644]  CAUUACCUUGGAAGCUACCAACGAACACUUCAGAUUGAUUUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0645]  CUGAAGAAGCUUCUUACAAAUUAGGUAAAGUCAAGAAGGUUCAAUUAGGUAAAAAAGGUGUUCCAUACG
UUGUCACCCAC

[0646]  GAUGGUAGAACYAUCAGAUACCCAG

[0647]  SEQ ID NO :160 ;> C. tropicalis4225

[0648]  CATTACCTTGGAAGCTACCAACGAACACTTCAGATTGATTTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0649]  CTGAAGAAGCTTCTTACAAATTAGGTAAAGTCAAGAAGGTTCAATTAGGTAAAAAAGGTGTTCCATACG
TTGTCACCCAC

[0650]  GATGGTAGAACYATCAGATACCCAG

[0651]  SEQ ID NO:161 ;> C. tropicalis4225

[0652]  CAUUACCUUGGAAGCUACCAACGAACACUUCAGAUUGAUUUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0653]  CUGAAGAAGCUUCUUACAAAUUAGGUAAAGUCAAGAAGGUUCAAUUAGGUAAAAAAGGUGUUCCAUACG
UUGUCACCCAC

[0654]  GAUGGUAGAACYAUCAGAUACCCAG

[0655]  SEQ ID NO:162 ;> C. tropicalisbb57

[0656]  CATTACCTTGGAAGCTACCAACGAACACTTCAGATTGATTTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0657]  CTGAAGAAGCTTCTTACAAATTAGGTAAAGTCAAGAAGGTTCAATTAGGTAAAAAAGGTGTTCCATACG
TTGTCACCCAC
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[0658]  GATGGTAGAACYATCAGATACCCAG

[0659] SEQ ID NO :163 ;> C. tropicalishhh7

[0660]  CAUUACCUUGGAAGCUACCAACGAACACUUCAGAUUGAUUUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0661]  CUGAAGAAGCUUCUUACAAAUUAGGUAAAGUCAAGAAGGUUCAAUUAGGUAAAAAAGGUGUUCCAUACG
UUGUCACCCAC

[0662]  GAUGGUAGAACYAUCAGAUACCCAG

[0663] SEQ ID NO:164 ;> C. tropicalis15902

[0664]  CATTACCTTGGAAGCTACCAACGAACACTTCAGATTGATTTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0665]  CTGAAGAAGCTTCTTACAAATTAGGTAAAGTCAAGAAGGTTCAATTAGGTAAAAAAGGTGTTCCATACG
TTGTCACCCAC

[0666]  GATGGTAGAACYATCAGATACCCAG

[0667] SEQ ID NO :165 ;> C. tropicalis15902

[0668]  CAUUACCUUGGAAGCUACCAACGAACACUUCAGAUUGAUUUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0669]  CUGAAGAAGCUUCUUACAAAUUAGGUAAAGUCAAGAAGGUUCAAUUAGGUAAAAAAGGUGUUCCAUACG
UUGUCACCCAC

[0670]  GAUGGUAGAACYAUCAGAUACCCAG

[0671] SEQ ID NO :166 ;> C. tropicalis4139

[0672]  CATTACCTTGGAAGCTACCAACGAACACTTCAGATTGATTTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0673]  CTGAAGAAGCTTCTTACAAATTAGGTAAAGTCAAGAAGGTTCAATTAGGTAAAAAAGGTGTTCCATACG
TTGTCACCCAC

[0674]  GATGGTAGAACYATCAGATACCCAG

[0675]  SEQ ID NO :167 ;> C. tropicalis4139

[0676]  CAUUACCUUGGAAGCUACCAACGAACACUUCAGAUUGAUUUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0677]  CUGAAGAAGCUUCUUACAAAUUAGGUAAAGUCAAGAAGGUUCAAUUAGGUAAAAAAGGUGUUCCAUACG
UUGUCACCCAC

[0678]  GAUGGUAGAACYAUCAGAUACCCAG

[0679]  SEQ ID NO :168 ;> C. tropicalis3873

[0680]  CATTACCTTGGAAGCTACCAACGAACACTTCAGATTGATTTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0681]  CTGAAGAAGCTTCTTACAAATTAGGTAAAGTCAAGAAGGTTCAATTAGGTAAAAAAGGTGTTCCATACG
TTGTCACCCAC

[0682]  GATGGTAGAACYATCAGATACCCAG

[0683] SEQ ID NO:169 ;> C. tropicalis3873

[0684]  CAUUACCUUGGAAGCUACCAACGAACACUUCAGAUUGAUUUACGAUGUUAAAGGUAAAUUCGCUGUUCA
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CAGAAUUUCUG

[0685]  CUGAAGAAGCUUCUUACAAAUUAGGUAAAGUCAAGAAGGUUCAAUUAGGUAAAAAAGGUGUUCCAUACG
UUGUCACCCAC

[0686]  GAUGGUAGAACYAUCAGAUACCCAG

[0687]  SEQ ID NO:170 ;> C. tropicalis3870

[0688]  CATTACCTTGGAAGCTACCAACGAACACTTCAGATTGATTTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0689]  CTGAAGAAGCTTCTTACAAATTAGGTAAAGTCAAGAAGGTTCAATTAGGTAAAAAAGGTGTTCCATACG
TTGTCACCCAC

[0690]  GATGGTAGAACYATCAGATACCCAG

[0691]  SEQ ID NO:171 ;> C. tropicalis3870

[0692]  CAUUACCUUGGAAGCUACCAACGAACACUUCAGAUUGAUUUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0693]  CUGAAGAAGCUUCUUACAAAUUAGGUAAAGUCAAGAAGGUUCAAUUAGGUAAAAAAGGUGUUCCAUACG
UUGUCACCCAC

[0694]  GAUGGUAGAACYAUCAGAUACCCAG

[0695] SEQ ID NO:172 ;> C. tropicalis8157

[0696]  CATTACCTTGGAAGCTACCAACGAACACTTCAGATTGATTTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0697]  CTGAAGAAGCTTCTTACAAATTAGGTAAAGTCAAGAAGGTTCAATTAGGTAAAAAAGGTGTTCCATACG
TTGTCACCCAC

[0698]  GATGGTAGAACYATCAGATACCCAG

[0699]  SEQ ID NO:173 ;> C. tropicalis8157

[0700]  CAUUACCUUGGAAGCUACCAACGAACACUUCAGAUUGAUUUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0701]  CUGAAGAAGCUUCUUACAAAUUAGGUAAAGUCAAGAAGGUUCAAUUAGGUAAAAAAGGUGUUCCAUACG
UUGUCACCCAC

[0702]  GAUGGUAGAACYAUCAGAUACCCAG

[0703]  SEQ ID NO :174 ;> C. tropicalis2311

[0704]  CATCACCTTGGAAGCTACCAACGAACACTTCAGATTGATTTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[0705]  CTGAAGAAGCTTCTTACAAATTAGGTAAAGTCAAGAAGGTTCAATTAGGTAAAAAAGGTGTTCCATACG
TTGTCACCCAC

[0706]  GATGGTAGAACYATCAGATACCCAG

[0707]  SEQ ID NO :175 ;> C. tropicalis2311

[0708]  CAUCACCUUGGAAGCUACCAACGAACACUUCAGAUUGAUUUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[0709]  CUGAAGAAGCUUCUUACAAAUUAGGUAAAGUCAAGAAGGUUCAAUUAGGUAAAAAAGGUGUUCCAUACG
UUGUCACCCAC
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[0710]
[0711]
[0712]
[0713]
[0714]
[0715]
[0716]
[0717]
[0718]
[0719]
[0720]
[0721]
[0722]
[0723]
[0724]
[0725]
[0726]
[0727]
[0728]
[0729]
[0730]
[0731]
[0732]
[0733]
[0734]
[0735]
[0736]
[0737]
[0738]
[0739]
[0740]
[0741]
[0742]
[0743]
[0744]
[0745]
[0746]
[0747]
[0748]

GAUGGUAGAACYAUCAGAUACCCAG

SEQ ID NO :176 ;Saccharomyces cerevisiae
Saccharomyces cerevisiae probe 1
GATTGGTCTACGATGTCA

SEQ ID NO 177 ;Saccharomyces cerevisiae
Saccharomyces cerevisiae probe 2
TGACATCGTAGACCAATC

SEQ ID NO :178 ;Eremothecium gossypii
Eremothecium gossypii probe 1
GATTGGTATACGATGTCA

SEQ ID NO :179 ;Eremothecium gossypii
Eremothecium gossypii probe 2
TGACATCGTATACCAATC

SEQ ID NO 180 :Kluyveromyces lactis
Kluyveromyces lactis probe 1
GATTGGTCTACGATGTTA

SEQ ID NO :181 ;Kluyveromyces lactis
Kluyveromyces lactis probe 2
TAACATCGTAGACCAATC

SEQ ID NO 182 ;C. dubliniensis and Candida glabrata
C.dubliniensis and Candida glabrata probe 1
GATTGGTCTACGACGTCA

SEQ ID NO 183 ;C. dubliniensis and Candida glabrata
C.dubliniensis and Candida glabrata probe 2
TGACGTCGTAGACCAATC

SEQ ID NO 184 :Debaryomyces hansenii
Debaryomyces hansenii probe 1
GATTGATCTATGACGTCA

SEQ ID NO :185 ;Debaryomyces hansenii
Debaryomyces hansenii probe 2
TGACGTCATAGATCAATC

SEQ ID NO 186 ;C. tropicalis

C. tropicalis probe 1

GATTGATTTACGATGTTA

SEQ ID NO 187 ;C. tropicalis

C. tropicalis probe 2

TAACATCGTAAATCAATC

SEQ ID NO 188 ;C.parapsilosis

C. parapsilosis probe 1
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[0749]
[0750]
[0751]
[0752]
[0753]
[0754]
[0755]
[0756]
[0757]
[0758]
[0759]
[0760]
[0761]
[0762]
[0763]
[0764]
[0765]
[0766]
[0767]
[0768]
[0769]
[0770]
[0771]
[0772]
[0773]
[0774]
[0775]
[0776]
[0777]
[0778]
[0779]
[0780]
[0781]
[0782]
[0783]
[0784]
[0785]
[0786]
[0787]

GATTGATTTACGATGTCA

SEQ ID NO 189 ;C. parapsilosis probe 2

C. parapsilosis
TGACATCGTAAATCAATC

SEQ ID NO 190 ;Saccharomyces cerevisiae
ATGGCTAGAG GACCAAAGAA GCATCTAAAA AGATTAGCAG CTCCACACCA CTGGTTATTG
GACAAGTTGT CCGGTTGTTA CGCCCCAAGA CCATCTGCTG GTCCACACAA ATTGCGTGAA

TCCTTGCCAT TGATTGTCTT TCTAAGAAAC AGATTAAAGT ATGCTTTGAA CGGCCGTGAA
GTCAAGGCTA TCTTGATGCA ACGTCACGTT AAAGTGGACG GTAAGGTTAG AACCGACACT
ACCTACCC ¢ CTGGTTTCAT GGATGT CATC ACTCTAGATG CCACCAATGA AAACTTCAea

TTGGCTCTACG ATGTCAAGGG TAGATTCGCT GTCCACCGTA TCACCGATGA AGAAGCTTCT
TACAAGTTGG GTAAGGTCAA GAAGGTTCAA TTAGGTAAGA AGGGTGTTCC ATACGTTGTT

ACCCACGATG GT AGAACTAT CAGATACCCA GA(CCCAAACA TCAAGGTCAA

AAGATCGACT TGGCCTCTGG TAAGATTACT GATTTCATCA AGTTCGATGC
GTTTACGTTA CTGGTGGTCG TAACTTGGGT CGTATCGGTA CTATCGTTCA
CACGATGGTG GTTTCGATTT AGTTCACATC AAGGACTCCT TGGACAACAC
AGATTGAACA ATGTCTTCGT CATCGGTGAA CAAGGTAAGC CTTACATTTC
AAGGGTAAGG GTATCAAGTT GTCTATTGCT GAAGAACGTG ACAGAAGAAG

TTATAA—

SEQ ID NO 191 ;RNA ;Saccharomyces cerevisiae
AUGGCUAGAG GACCAAAGAA GCAUCUAAAA AGAUUAGCAG CUCCACACCA
GACAAGUUGU CCGGUUGUUA CGCCCCAAGA CCAUCUGCUG GUCCACACAA

UCCUUGCCAU UGAUUGUCUU UCUAAGAAAC AGAUUAAAGU AUGCUUUGAA
GUCAAGGCUA UCUUGAUGCA ACGUCACGUU AAAGUGGACG GUAAGGUUAG AACCGACACU
ACCUACCC AG_CUGGUUUCAU GGAUGU CAUC ACUCUAGAUG CCACCAAUGA AAACUUCA ea 300
vuceucuace avcucaAGGG UAGAUUCGCU GUCCACCGUA UCACCGAUGA AGAAGCUUCU 360
UACAAGUUGG GUAAGGUCAA GAAGGUUCAA UUAGGUAAGA AGGGUGUUCC AUACGUUGUU 420

TGACACTGTT
CGGTAAGTTG
CAAGGAAAGA
TTTCGTCACT
TTTGCCAGGT
AGCTCAACAA

CUGGUUAUUG
AUUGCGUGAA
CGGCCGUGAA

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

786

60
120
180
240

ACCCACGAUG GUAGAACUAU CAGAUACCCA GA (CCCAAACA UCAAGGUCAA UGACACUGUU 480

AAGAUCGACU UGGCCUCUGG UAAGAUUACU
GUUUACGUUA CUGGUGGUCG UAACUUGGGU
CACGAUGGUG GUUUCGAUUU AGUUCACAUC
AGAUUGAACA AUGUCUUCGU CAUCGGUGAA
AAGGGUAAGG GUAUCAAGUU GUCUAUUGCU
UUAUAA—-

SEQ ID NO 192 ;Candida glabrata
ATGGCTAGAG GACCAAAGAA GCATCTAAAG
GACAAGTTGT CCGGCTGTTA CGCCCCAAGA

GAUUUCAUCA
CGUAUCGGUA
AAGGACUCCU
CAAGGUAAGC
GAAGAACGUG

AGATTAGCAG
CCATCCGCTG

AGUUCGAUGC
CUAUCGUUCA
UGGACAACAC
CUUACAUUUC
ACAGAAGAAG

CTCCACACCA
GTCCACACAA

TCCCTACCAT TGATCGTTTT CTTGAGAAAC
GTTAAGGCTA TCATGATGCA ACGTCATGTT

44

AGATTAAAGT
AAGGTTGACG

ACGCTTTGAA
GTAAGGTCAG

CGGUAAGUUG
CAAGGAAAGA
UUUCGUCACU
UUUGCCAGGU
AGCUCAACAA

CTGGTTGTTG
GTTGCGTGAA
CGGTCGTGAA
AACTGACGCT

540
600
660
720
780
786

60
120
180
240
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[0788]
[0789]
[0790]
[0791]
[0792]
[0793]
[0794]
[0795]
[0796]
[0797]
[0798]
[0799]
[0800]
[0801]
[0802]
[0803]
[0804]
[0805]
[0806]
[0807]
[0808]
[0809]
[0810]
[0811]
[0812]
[0813]
[0814]
[0815]
[0816]
[0817]
[0818]
[0819]
[0820]
[0821]
[0822]
[0823]
[0824]
[0825]
[0826]

ACCTACCCAG CTGGTTTCAT GGATGT TATC ACCTTGGAAG CTACCAACGA AAACTTCAea

PreeTCTACG ACGTCA AGGG TAGATTCGCT GTCCACCGTA TCACTGACGA AGAAGCTTCC
TACAAGTTGG GTAAGGTCAA GAAGGTCCAA TTGGGTAAGA AGGGTGTTCC ATACGTTGTC

ACTGACGATG GT AGAACTAT CAGATACCCA GA(CCCAAACA TCAAGGTCAA TGACACCGTC
AAGGTCGACT TGGCTTCCGG TAAGATCACT GACTACATCA AGTTCGACAT TGGTAAGTTG

GTCTACATCA CCGGTGGTCG TAACTTGGGT CGTATCGGTA CCATCGTTCA CAAGGAAAGA

CACGATGGTG GTTTCGACTT GGTTCACGTC AAGGACTCCT TGGACAACAC TTTCGTCACC

AGATTGAACA ACGTTTTCGT TATCGGTGAA CAAGGTAAGC CATACATCTC CTTGCCAAAG

GGTAAGGGTA TCAAGTTGAC CATTGCTGAA GAACGTGACA GAAGAAGAGC TCAACAAGGT

TTATAA——

SEQ ID NO 193 ;RNA ;Candida glabrata

AUGGCUAGAG GACCAAAGAA GCAUCUAAAG AGAUUAGCAG CUCCACACCA CUGGUUGUUG

GACAAGUUGU CCGGCUGUUA CGCCCCAAGA CCAUCCGCUG GUCCACACAA GUUGCGUGAA

UCCCUACCAU UGAUCGUUUU CUUGAGAAAC AGAUUAAAGU ACGCUUUGAA CGGUCGUGAA

GUUAAGGCUA UCAUGAUGCA ACGUCAUGUU AAGGUUGACG GUAAGGUCAG AACUGACGCU

ACCUACCCae cuscuyvcau GGAUGU UAUC ACCUUGGAAG CUACCAACGA AAACUUCAea

uvecucuace Aceuca AGGG UAGAUUCGCU GUCCACCGUA UCACUGACGA AGAAGCUUCC

UACAAGUUGG GUAAGGUCAA GAAGGUCCAA UUGGGUAAGA AGGGUGUUCC AUACGUUGUC

ACUGACGAUG GUAGAACUAU CAGAUACCCA GA(CCCAAACA UCAAGGUCAA UGACACCGUC
AAGGUCGACU UGGCUUCCGG UAAGAUCACU GACUACAUCA AGUUCGACAU UGGUAAGUUG

GUCUACAUCA CCGGUGGUCG UAACUUGGGU CGUAUCGGUA CCAUCGUUCA CAAGGAAAGA

CACGAUGGUG GUUUCGACUU GGUUCACGUC AAGGACUCCU UGGACAACAC UUUCGUCACC

AGAUUGAACA ACGUUUUCGU UAUCGGUGAA CAAGGUAAGC CAUACAUCUC CUUGCCAAAG

GGUAAGGGUA UCAAGUUGAC CAUUGCUGAA GAACGUGACA GAAGAAGAGC UCAACAAGGU

UUAUAA—-

SEQ ID NO 194 :Eremothecium gossypii

ATGGCTAGAG GACCAAAGAA GCACCTGAAG AGATTGGCAG CTCCACACCA CTGGTTGTTG

GACAAGCTAT CCGGCTGTTA CGCTCCAAGA CCATCCGCTG GTCCACACAA GTTGCGCGAG

TCTTTGCCAT TGATCGTCTT CTTGAGAAAC AGATTAAAGT ATGCTTTGAA CGGTCGCGAG

GTCAAGGCCA TCCTAATGCA GCGTCATGTT AAGGTTGACG GTAAGGTCAG AACTGACACT

ACCTACCCAG CTGGTTTCAT GGATGTCATC ACTCTAGAGG CTACCAACGA GAACTTCA ea

rreeTATACG ATCTCA AGGG CAGATTTGCT GTCCACCGTA TCACCGATGA GGAGGCTACT
TACAAGTTGG GTAAGGTTAA GCGCGTTCAG CTAGGTAAGA AGGGTGTCCC ATACGTGGTC

ACTCACGACG GCAGAACCAT CAGATACCCA GA(CCCAAACA TCAAGGTTAA CGACACCGTC
AAGGTTGACC TTGCTACTGG TAAGATTACC GACTTCATCA AGTTCGACAC TGGTAAGTTG

GTGTACGTCA CCGGTGGCCG TAACTTGGGC CGTATTGGTG TCATCACCCA CAGAGAGAGA

CACGAGGGTG GCTTTGACTT GGTTCACATC AAGGACTCCT TGGAGAACAC TTTCGTCACC

AGATTGAACA ACGTTTTCGT CATCGGTGAG CAAGGTAGAC CATGGATCTC CTTGCCAAGG

GGTAAGGGTA TTAAGTTGTC CATTGCTGAG GAGCGTGACC GTAGAAGAGC TCAACAAGGT

45

300
360
420
480
540
600
660
720
780
786

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

786

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



+H

CN 101636507 B iﬁ. HH 43/87 T
[0827]  TTGTAA— 786
[0828] SEQ ID NO 195 ;RNA ;Eremothecium gossypii

[0829]  AUGGCUAGAG GACCAAAGAA GCACCUGAAG AGAUUGGCAG CUCCACACCA CUGGUUGUUG 60
[0830]  GACAAGCUAU CCGGCUGUUA CGCUCCAAGA CCAUCCGCUG GUCCACACAA GUUGCGCGAG 120
[0831]  UCUUUGCCAU UGAUCGUCUU CUUGAGAAAC AGAUUAAAGU AUGCUUUGAA CGGUCGCGAG 180
[0832]  GUCAAGGCCA UCCUAAUGCA GCGUCAUGUU AAGGUUGACG GUAAGGUCAG AACUGACACU 240
[0833]  ACCUACCCAG CUGGUUUCAU GGAUGU(CAUC ACUCUAGAGG CUACCAACGA GAACUUCAea 300
[0834] vueeuavace avcuca AGGG CAGAUUUGCU GUCCACCGUA UCACCGAUGA GGAGGCUACU 360
[0835]  UACAAGUUGG GUAAGGUUAA GCGCGUUCAG CUAGGUAAGA AGGGUGUCCC AUACGUGGUC 420
[0836]  ACUCACGACG GCAGAACCAU CAGAUACCCA GA CCCAAACA UCAAGGUUAA CGACACCGUC 480
[0837]  AAGGUUGACC UUGCUACUGG UAAGAUUACC GACUUCAUCA AGUUCGACAC UGGUAAGUUG 540
[0838]  GUGUACGUCA CCGGUGGCCG UAACUUGGGC CGUAUUGGUG UCAUCACCCA CAGAGAGAGA 600
[0839]  CACGAGGGUG GCUUUGACUU GGUUCACAUC AAGGACUCCU UGGAGAACAC UUUCGUCACC 660
[0840]  AGAUUGAACA ACGUUUUCGU CAUCGGUGAG CAAGGUAGAC CAUGGAUCUC CUUGCCAAGG 720
[0841]  GGUAAGGGUA UUAAGUUGUC CAUUGCUGAG GAGCGUGACC GUAGAAGAGC UCAACAAGGU 780
[0842]  UUGUAA— 786
[0843] SEQ ID NO 196 :Kluyveromyces lactis

[0844]  ATGGCTAGAG GACCAAAGAA GCATCTAAAG AGATTAGCAG CTCCACATCA TTGGATGTTG 60
[0845]  GACAAGTTGT CCGGTTGTTA CGCACCAAGA CCATCTGCTG GTCCACACAA GTTGCGTGAA 120
[0846]  TCCTTGCCAT TGATCGTTTT CTTGAGAAAC AGATTAAAGT ATGCTTTGAA CGGTCGTGAA 180
[0847]  GTCAAGGCCA TCTTGATGCA ACGTCATGTC AAGGTTGACG GTAAGGTCAG AACCGACACT 240
[0848]  ACTTTCCC AG_CTGGTTTCAT GGATGT TATC ACCTTGGAAG CTACCAACGA AAACTTCA ga 300
[0849] mreercrace areTrAAGGG TAGATTCGCT GTCCACCGTA TCACTGATGA AGAAGCTTCC 360
[0850]  TACAAGTTGG CTAAGGTCAA GAAGGTTCAA CTAGGTAAGA AGGGTATTCC ATACGTCGTT 420
[0851]  ACCCACGACG GT AGAACCAT CAGATACCCA GA CCCAAACA TCAAGGTTAA CGACACCGTT 480
[0852]  AAGGTTGATT TGGCTACTGG TACTATCACC GATTTCATCA AATTCGACAC TGGTAAGTTG 540
[0853]  GTTTATGTTA CCGGTGGTCG TAACTTGGGT AGAGTTGGTA CCATCGTCCA CAGAGAAAGA 600
[0854]  CACGAAGGTG GTTTCGATTT GGTTCACATC AAGGATTCTT TGGAAAACAC TTTCGTCACC 660
[0855]  AGATTGAACA ACGTTTTCGT CATCGGTGAA CCAGGTAGAC CATGGATCTC CTTGCCAAAG 717
[0856]  GGTAAGGGTA TCAAGTTGAC CATCTCTGAA GAACGTGACC GTAGAAGAGC TCAACATGGT 777
[0857]  TTGTAA— 786
[0858] SEQ ID NO 197 :RNA ;Kluyveromyces lactis

[0859]  AUGGCUAGAG GACCAAAGAA GCAUCUAAAG AGAUUAGCAG CUCCACAUCA UUGGAUGUUG 60
[0860]  GACAAGUUGU CCGGUUGUUA CGCACCAAGA CCAUCUGCUG GUCCACACAA GUUGCGUGAA 120
[0861]  UCCUUGCCAU UGAUCGUUUU CUUGAGAAAC AGAUUAAAGU AUGCUUUGAA CGGUCGUGAA 180
[0862]  GUCAAGGCCA UCUUGAUGCA ACGUCAUGUC AAGGUUGACG GUAAGGUCAG AACCGACACU 240
[0863]  ACUUUCCCAG_cUGGUUUCAU GGAUGU UAUC ACCUUGGAAG CUACCAACGA AAACUUCAea 300
[0864] wveeucuace aveuua AGGG UAGAUUCGCU GUCCACCGUA UCACUGAUGA AGAAGCUUCC 360
[0865]  UACAAGUUGG CUAAGGUCAA GAAGGUUCAA CUAGGUAAGA AGGGUAUUCC AUACGUCGUU 420
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[0866]
[0867]
[0868]
[0869]
[0870]
[0871]
[0872]
[0873]
[0874]
[0875]
[0876]
[0877]

[0878]
[0879]

[0880]
[0881]
[0882]
[0883]
[0884]
[0885]
[0886]
[0887]
[0888]
[0889]
[0890]
[0891]
[0892]
[0893]
[0894]
[0895]
[0896]
[0897]
[0898]
[0899]
[0900]
[0901]
[0902]
[0903]
[0904]

ACCCACGACG GUAGAACCAU CAGAUACCCA GA(CCCAAACA UCAAGGUUAA CGACACCGUU
AAGGUUGAUU UGGCUACUGG UACUAUCACC GAUUUCAUCA AAUUCGACAC UGGUAAGUUG
GUUUAUGUUA CCGGUGGUCG UAACUUGGGU AGAGUUGGUA CCAUCGUCCA CAGAGAAAGA
CACGAAGGUG GUUUCGAUUU GGUUCACAUC AAGGAUUCUU UGGAAAACAC UUUCGUCACC
AGAUUGAACA ACGUUUUCGU CAUCGGUGAA CCAGGUAGAC CAUGGAUCUC CUUGCCAAAG
GGUAAGGGUA UCAAGUUGAC CAUCUCUGAA GAACGUGACC GUAGAAGAGC UCAACAUGGU
UUGUAA—-

SEQ ID NO 198 ;Candida albicans

ATGGGTAGAG GTCCAAAGAA ACACTTGAAA AGATTAGCAG CTCCATCTCA CTGGATGTTG
GNCAAATTGT CCGGTACTTA TGCTCCAAGA CCATCTGCTG GTCCACACAN ATTGAGAGAA
TCATTACCAT TGGNTGTCTT TTTAAGAAAC AGATTGNAGT ATGCTTTGTG CGGTAGAGAA
GTCAAAGCCA TCATGATGCA ACAACACGTT CAAGTTGTCG GTAAAGTCAG AACTGATACC

ACCTACCCAG CTEGTTTCAT GGATGT'CATC ACCTTGGAAG CTACCAACGA ACATTTCAea
rracecTace ATGTTAAAGG TAAATTCGCC GTTCACAGAA TTTCTGCTGA AGAAGCTGTC

TACAAATTGG GTAAAGTCAA GAAAGTCCAA TTAGGTAAGA AAGGTGTTCC ATACGTTGTT
ACCCACGACG GT AGAACTAT CAGATACCCA GATCCATTGA TCAGAGCTAA CGATACCGTT
AAAATCGATT TGGCTACCGG TAAGATCGRT AGTTTCATCA AATTCGACAC TGGTAGATTA
GTTATGGTTA CTGGTGGTAG AAATTTGGGT AGAGTTGGTG TTATTGTCCA CAGAGAAAAA
CTCGAAGGAG GTTTCGATTT GGTCCACATC AAAGATGCTT TGGAAAACAC TTTCGTTACC
AGATTGTCTA ACGTTTTTGT TATTGGTACT GAAGCCGGTA AACCATGGGT CTCATTACCA
AAGGGTAAAG GTATCAAATT GTCTATTTCT GAAGAAAGAG ACAGAAGAAN AGCTCAACAA
GGTTTGTAA——

SEQ ID NO 199 ;RNA ;Candida albicans

AUGGGUAGAG GUCCAAAGAA ACACUUGAAA AGAUUAGCAG CUCCAUCUCA CUGGAUGUUG
GNCAAAUUGU CCGGUACUUA UGCUCCAAGA CCAUCUGCUG GUCCACACAN AUUGAGAGAA
UCAUUACCAU UGGNUGUCUU UUUAAGAAAC AGAUUGNAGU AUGCUUUGUG CGGUAGAGAA
GUCAAAGCCA UCAUGAUGCA ACAACACGUU CAAGUUGUCG GUAAAGUCAG AACUGAUACC
ACCUACCCAG_CUGGUUUCAU GGAUGU CAUC ACCUUGGAAG CUACCAACGA ACAUUUCA ea
vvacccuace auveuuaAAGG UAAAUUCGCC GUUCACAGAA UUUCUGCUGA AGAAGCUGUC
UACAAAUUGG GUAAAGUCAA GAAAGUCCAA UUAGGUAAGA AAGGUGUUCC AUACGUUGUU
ACCCACGACG GUAGAACUAU CAGAUACCCA GAUCCAUUGA UCAGAGCUAA CGAUACCGUU
AAAAUCGAUU UGGCUACCGG UAAGAUCGRU AGUUUCAUCA AAUUCGACAC UGGUAGAUUA
GUUAUGGUUA CUGGUGGUAG AAAUUUGGGU AGAGUUGGUG UUAUUGUCCA CAGAGAAAAA
CUCGAAGGAG GUUUCGAUUU GGUCCACAUC AAAGAUGCUU UGGAAAACAC UUUCGUUACC
AGAUUGUCUA ACGUUUUUGU UAUUGGUACU GAAGCCGGUA AACCAUGGGU CUCAUUACCA
AAGGGUAAAG GUAUCAAAUU GUCUAUUUCU GAAGAAAGAG ACAGAAGAAN AGCUCAACAA
GGUUUGUAA—-

SEQ ID NO 200 ;Debaryomyces hansenii

ATGGGTAGAG GTCCAAAGAA GCACTTGAAG AGATTAGCAG CACCATCCCA CTGGATGTTG

47

480
540
600
660
717
T
786

60
120
180
240

300
360

420
480
540
600
660
720
780
789

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

789

60
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[0905]
[0906]
[0907]
[0908]
[0909]
[0910]
[0911]
[0912]
[0913]
[0914]
[0915]
[0916]
[0917]
[0918]
[0919]
[0920]
[0921]
[0922]
[0923]
[0924]
[0925]
[0926]
[0927]
[0928]
[0929]
[0930]
[0931]
[0932]
[0933]
[0934]
[0935]
[0936]
[0937]
[0938]
[0939]
[0940]
[0941]
[0942]
[0943]

GACAAATTGT CCGGTACTTA CGCACCAAGA CCATCTGCTG GTCCTCACAA ATTGAGAGAA

TCTTTACCAT TGGTTATCTT CTTAAGAAAC AGACTTAAGT ATGCCTTAAA CGGTAGAGAA
GTCAAGGCCA TCTTGATGCA AGAACACGTC AAGGTTGATG GTAAAGTTAG AACCGATGCT
ACTTTCCC A6 CTGETTTCAT GGATGT CATC ACTTTAGAAG CTACCAACGA ACACTTCA ea

TraATCTATG ATGTCAAGGG TAGATTCACT GTCCACAGAA TCACTGCTGA AGAAGCTTCT

TACAAGTTAG CTAAGGTCAA GAAGGTCCAA TTAGGTAAGA GAGGTATTCC ATACGTTGTC
ACCCACGACG GT RGAACTAT CAGATACCCA GATCCATTGA TCAGAGCCAA CGATTCCGTT

AAGGTTGACT TAGCTACCGG TAAGATCACT GACTTTATCA
GTCATGGTTA CTGGTGGTCG TAACATGGGT AGAGTTGGTG
CACGAGGGTG GTTTCGATTT AGTCCACATC AAGGATTCTT
AGATTAACTA ACGTCTTCAT CGTCGGTACT GAAGCTGGTA
AAGGGTAAGG GTATTAAGTT ATCCATCTCT GAAGAACGTG
CTTATCAACT AA

SEQ ID NO 201 ;:RNA ;Debaryomyces hansenii
AUGGGUAGAG GUCCAAAGAA GCACUUGAAG AGAUUAGCAG
GACAAAUUGU CCGGUACUUA CGCACCAAGA CCAUCUGCUG

GCTTTGACAC
TTATCACCCA
TGGAAAACAC
AGCCACACAT
ACAGAAGAAG

CACCAUCCCA
GUCCUCACAA

UCUUUACCAU UGGUUAUCUU CUUAAGAAAC AGACUUAAGU
GUCAAGGCCA UCUUGAUGCA AGAACACGUC AAGGUUGAUG

AUGCCUUAAA
GUAAAGUUAG

TGGTAGATTA
CAGAGAAAAG
TTTCGTTACC
TTCTTTACCA
AAACCAACAA

CUGGAUGUUG
AUUGAGAGAA
CGGUAGAGAA
AACCGAUGCU

ACUUUCCC AG CUGGUUUCAU GGAUGU CAUC ACUUUAGAAG CUACCAACGA ACACUUCA ga

UUAAUCUAUG AUGUCAAGGG UAGAUUCACU GUCCACAGAA UCACUGCUGA AGAAGCUUCU

UACAAGUUAG CUAAGGUCAA GAAGGUCCAA UUAGGUAAGA GAGGUAUUCC AUACGUUGUC

ACCCACGACG GUAGAACUAU CAGAUVACCCA GA UCCAUUGA UCAGAGCCAA CGAUUCCGUU

AAGGUUGACU UAGCUACCGG UAAGAUCACU GACUUUAUCA GCUUUGACAC UGGUAGAUUA
GUCAUGGUUA CUGGUGGUCG UAACAUGGGU AGAGUUGGUG UUAUCACCCA CAGAGAAAAG
CACGAGGGUG GUUUCGAUUU AGUCCACAUC AAGGAUUCUU UGGAAAACAC UUUCGUUACC
AGAUUAACUA ACGUCUUCAU CGUCGGUACU GAAGCUGGUA AGCCACACAU UUCUUUACCA
AAGGGUAAGG GUAUUAAGUU AUCCAUCUCU GAAGAACGUG ACAGAAGAAG AAACCAACAA

CUUAUCAACU AA

SEQ TID NO 202 ;U37009. 1Candida albicans SGY—243
GAATTCGTTGCTTGAGCAAGAGGAAAAGCTTACTAAATTGATAAAGCAGGCAAATAGAAATAGTACTTGG
TTCAAATGGAATAAATAGTTTGTGTGTTGATTTCGCGAAAAAGAAATGTAAAGTAATACTGATTAGGGCT
ATAGCCCTAACTGGTTTCTCGCACTCTTTTCACTACCAATTACTAAAAAAAAAAAATTTGGTGAAAAAAA
AAAATTATCTACCACTCCCTATACCATCATCATCAACAATAAACCCACAATGGGTAGAGGTCCAAAGAAA
CACTTGAAAAGATTAGCAGCTCCATCTCACTGGATGTTGGNCAAATTGTCCGGTACTTATGCTCCAAGAC
CATCTGCTGGTCCACACANATTGAGAGAATCATTACCATTGGNTGTCT TTTTAAGAAACAGATTGNAGTA
TGCTTTGTGCGGTAGAGAAGTCAAAGCCATCATGATGCAACAACACGT TCAAGTTGTCGGTAAAGTCAGA
ACTGATACCACCTACCCAGCTGGTTTCATGGATGTCATCACCTTGGAAGCTACCAACGAACATTTCAGAT
TAGCCTACGATGTTAAAGGTAAATTCGCCGTTCACAGAATTTCTGCTGAAGAAGCTGTCTACAAATTGGG
TAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACGTTGT TACCCACGACGGTAGAACTATC

48

120
180
240
300
360
420
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540
600
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780
792

60
120
180
240
300
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420
480
540
600
660
720
780
792
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[0944]
[0945]
[0946]
[0947]
[0948]
[0949]
[0950]
[0951]
[0952]
[0953]
[0954]
[0955]
[0956]
[0957]
[0958]
[0959]
[0960]
[0961]
[0962]
[0963]
[0964]
[0965]
[0966]
[0967]
[0968]
[0969]
[0970]
[0971]
[0972]
[0973]
[0974]
[0975]
[0976]
[0977]
[0978]
[0979]
[0980]
[0981]
[0982]

AGATACCCAGATCCATTGATCAGAGCTAACGATACCGTTAAAATCGATTTGGCTACCGGTAAGATCGRTA
GTTTCATCAAATTCGACACTGGTAGATTAGTTATGGTTACTGGTGGTAGAAATTTGGGTAGAGTTGGTGT
TATTGTCCACAGAGAAAAACTCGAAGGAGGTTTCGATTTGGTCCACATCAAAGATGCTTTGGAAAACACT
TTCGTTACCAGATTGTCTAACGTTTTTGTTATTGGTACTGAAGCCGGTAAACCATGGGTCTCATTACCAA
AGGGTAAAGGTATCAAATTGTCTATTTCTGAAGAAAGAGACAGAAGAANAGCTCAACAAGGTTTGTAAGT
TTTATTCGCACTACAAAAAAAAAAATRTTTTRTGAAAATGAAAAAAACCAACGTAAATAATGTACATTAA
TTGCTAACCTTCAATAAGTTGTT

SEQ ID NO 203 ;RNA ;Candida albicans SGY—-243
GAAUUCGUUGCUUGAGCAAGAGGAAAAGCUUACUAAAUUGAUAAAGCAGGCAAAUAGAAAUAGUACUUGG
UUCAAAUGGAAUAAAUAGUUUGUGUGUUGAUUUCGCGAAAAAGAAAUGUAAAGUAAUACUGAUUAGGGCU
AUAGCCCUAACUGGUUUCUCGCACUCUUUUCACUACCAAUUACUAAAAAAAAAAAAUUUGGUGAAAAAAA
AAAAUUAUCUACCACUCCCUAUACCAUCAUCAUCAACAAUAAACCCACAAUGGGUAGAGGUCCAAAGAAA
CACUUGAAAAGAUUAGCAGCUCCAUCUCACUGGAUGUUGGNCAAAUUGUCCGGUACUUAUGCUCCAAGAC
CAUCUGCUGGUCCACACANAUUGAGAGAAUCAUUACCAUUGGNUGUCUUUUUAAGAAACAGAUUGNAGUA
UGCUUUGUGCGGUAGAGAAGUCAAAGCCAUCAUGAUGCAACAACACGUUCAAGUUGUCGGUAAAGUCAGA
ACUGAUACCACCUACCCAGCUGGUUUCAUGGAUGUCAUCACCUUGGAAGCUACCAACGAACAUUUCAGAU
UAGCCUACGAUGUUAAAGGUAAAUUCGCCGUUCACAGAAUUUCUGCUGAAGAAGCUGUCUACAAAUUGGG
UAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACGUUGUUACCCACGACGGUAGAACUAUC
AGAUACCCAGAUCCAUUGAUCAGAGCUAACGAUACCGUUAAAAUCGAUUUGGCUACCGGUAAGAUCGRUA
GUUUCAUCAAAUUCGACACUGGUAGAUUAGUUAUGGUUACUGGUGGUAGAAAUUUGGGUAGAGUUGGUGU
UAUUGUCCACAGAGAAAAACUCGAAGGAGGUUUCGAUUUGGUCCACAUCAAAGAUGCUUUGGAAAACACU
UUCGUUACCAGAUUGUCUAACGUUUUUGUUAUUGGUACUGAAGCCGGUAAACCAUGGGUCUCAUUACCAA
AGGGUAAAGGUAUCAAAUUGUCUAUUUCUGAAGAAAGAGACAGAAGAANAGCUCAACAAGGUUUGUAAGU
UUUAUUCGCACUACAAAAAAAAAAAURUUUURUGAAAAUGAAAAAAACCAACGUAAAUAAUGUACAUUAA
UUGCUAACCUUCAAUAAGUUGUU

SEQ ID NO 204 ;XM_446360. 1 Candida glabrata CBS138, partial mRNA
ATGGCTAGAGGACCAAAGAAGCATCTAAAGAGATTAGCAGCTCCACACCACTGGTTGTTGGACAAGTTGT
CCGGCTGTTACGCCCCAAGACCATCCGCTGGTCCACACAAGTTGCGTGAATCCCTACCATTGATCGTTTT
CTTGAGAAACAGATTAAAGTACGCTTTGAACGGTCGTGAAGTTAAGGCTATCATGATGCAACGTCATGTT
AAGGTTGACGGTAAGGTCAGAACTGACGCTACCTACCCAGCTGGTTTCATGGATGT TATCACCTTGGAAG
CTACCAACGAAAACTTCAGATTGGTCTACGACGTCAAGGGTAGATTCGCTGTCCACCGTATCACTGACGA
AGAAGCTTCCTACAAGTTGGGTAAGGTCAAGAAGGTCCAATTGGGTAAGAAGGGTGTTCCATACGTTGTC
ACTGACGATGGTAGAACTATCAGATACCCAGACCCAAACATCAAGGTCAATGACACCGTCAAGGTCGACT
TGGCTTCCGGTAAGATCACTGACTACATCAAGTTCGACATTGGTAAGT TGGTCTACATCACCGGTGGTCG
TAACTTGGGTCGTATCGGTACCATCGTTCACAAGGAAAGACACGATGGTGGTTTCGACTTGGTTCACGTC
AAGGACTCCTTGGACAACACTTTCGTCACCAGATTGAACAACGTTTTCGTTATCGGTGAACAAGGTAAGC
CATACATCTCCTTGCCAAAGGGTAAGGGTATCAAGTTGACCATTGCTGAAGAACGTGACAGAAGAAGAGC
TCAACAAGGTTTATAA

SEQ ID NO 205 ;RNA Candida glabrata CBS138, partial mRNA
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[0983]
[0984]
[0985]
[0986]
[0987]
[0988]
[0989]
[0990]
[0991]
[0992]
[0993]
[0994]
[0995]
[0996]
[0997]
[0998]
[0999]
[1000]
[1001]
[1002]
[1003]
[1004]
[1005]
[1006]
[1007]
[1008]
[1009]
[1010]
[1011]
[1012]
[1013]
[1014]
[1015]
[1016]
[1017]
[1018]
[1019]
[1020]
[1021]

AUGGCUAGAGGACCAAAGAAGCAUCUAAAGAGAUUAGCAGCUCCACACCACUGGUUGUUGGACAAGUUGU
CCGGCUGUUACGCCCCAAGACCAUCCGCUGGUCCACACAAGUUGCGUGAAUCCCUACCAUUGAUCGUUUU
CUUGAGAAACAGAUUAAAGUACGCUUUGAACGGUCGUGAAGUUAAGGCUAUCAUGAUGCAACGUCAUGUU
AAGGUUGACGGUAAGGUCAGAACUGACGCUACCUACCCAGCUGGUUUCAUGGAUGUUAUCACCUUGGAAG
CUACCAACGAAAACUUCAGAUUGGUCUACGACGUCAAGGGUAGAUUCGCUGUCCACCGUAUCACUGACGA
AGAAGCUUCCUACAAGUUGGGUAAGGUCAAGAAGGUCCAAUUGGGUAAGAAGGGUGUUCCAUACGUUGUC
ACUGACGAUGGUAGAACUAUCAGAUACCCAGACCCAAACAUCAAGGUCAAUGACACCGUCAAGGUCGACU
UGGCUUCCGGUAAGAUCACUGACUACAUCAAGUUCGACAUUGGUAAGUUGGUCUACAUCACCGGUGGUCG
UAACUUGGGUCGUAUCGGUACCAUCGUUCACAAGGAAAGACACGAUGGUGGUUUCGACUUGGUUCACGUC
AAGGACUCCUUGGACAACACUUUCGUCACCAGAUUGAACAACGUUUUCGUUAUCGGUGAACAAGGUAAGC
CAUACAUCUCCUUGCCAAAGGGUAAGGGUAUCAAGUUGACCAUUGCUGAAGAACGUGACAGAAGAAGAGC
UCAACAAGGUUUAUAA

SEQ ID NO 206 ;M64293. S. cerevisiae ribosomal protein S7 gene, exons 1 and 2
GATCTAATCCTTCTCCTGGCCTACCGTCTGTGCAACCATTAGTCATGATTACGTGTGTTGCGCCTTATCT
TGTCATTATGGCAGCATACTTTTCGTAGTCCTTTCCTGCGCACGTTGTCCATTTTCGTAACCACGTAAAA
AGTCCTAATGGAGAGCTGGGTACTGCATTTTTTCGATGTTTTCAATATTCAGTTCAGCAGGAAATAAACA
AATAAACAAACATTAAAATATCTGGTTTTTTTTCCCAGAGACGCGTGGAAGCACCCATGCATCACTATTT
ATTTTTAAACAGCCGTACATTCTGTAATTTTGCTTCCTTTTTCTTCCTGCGTTCTTTTTTTCTTGAACTG
TCGTTTTCCGTTATTTTTTTCGGTGACATCAGTTGAAAGTAGCAGCGGCCTAGGCGACGGTAGCTCTTTG
TAGTCGTGGTAAGGGGGAGTAGCAATTCACTTAGTACGTGGTCTTGGAGT TAGGCTGGCTCGGACTGGCC
CTGGCAAGTCCTGTTCTGTGTGGTAGTATTGAAATTTCAGAGATTGTCGGCAATACTAGTATATTAAAAA
TTATACTATAATTTAATCTAGTGTTGAAATACTTTCTTATATAGCGATTTTTCTGCCCAAAACAAACCAA
AGAATCAATACGCAAAGATGGCTAGAGGACCGTATGTTTGACTATAGACTTTGATTATAATTACGCAAGG
ATGAGAAGAATGATAGACAAGAAACAAGTGGAGTCTTAACCAAACGAATAGGAACAACAATGAACCAGTT
TATGTCCATTTAATTTTAGATCATCCTGGGATTGTACAAATATTTTACGAGTAATGATTTACTAACGAGC
ACAATGAAAAAAATAAAATGTCTGTATCTTCATTATACATTCATTTTTGCCCTTTTTTCTCATTTTTTTC
CGTACAGAAAGAAGCATCTAAAAAGATTAGCAGCTCCACACCACTGGT TATTGGACAAGTTGTCCGGTTG
TTACGCCCCAAGACCATCTGCTGGTCCACACAAATTGCGTGAATCCTTGCCATTGATTGTCTTTCTAAGA
AACAGATTAAAGTATGCTTTGAACGGCCGTGAAGTCAAGGCTATCTTGATGCAACGTCACGTTAAAGTGG
ACGGTAAGGTTAGAACCGACACTACCTACCCAGCTGGTTTCATGGATGTCATCACTCTAGATGCCACCAA
TGAAAACTTCAGATTGGTCTACGATGTCAAGGGTAGATTCGCTGTCCACCGTATCACCGATGAAGAAGCT
TCTTACAAGTTGGGTAAGGTCAAGAAGGTTCAATTAGGTAAGAAGGGTGTTCCATACGTTGTTACCCACG
ATGGTAGAACTATCAGATACCCAGACCCAAACATCAAGGTCAATGACACTGTTAAGATCGACTTGGCCTC
TGGTAAGATTACTGATTTCATCAAGTTCGATGCCGGTAAGTTGGTTTACGTTACTGGTGGTCGTAACTTG
GGTCGTATCGGTACTATCGTTCACAAGGAAAGACACGATGGTGGTTTCGATTTAGTTCACATCAAGGACT
CCTTGGACAACACTTTCGTCACTAGATTGAACAATGTCTTCGTCATCGGTGAACAAGGTAAGCCTTACAT
TTCTTTGCCAAAGGGTAAGGGTATCAAGTTGTCTATTGCTGAAGAACGTGACAGAAGAAGAGCTCAACAA
GGTTTATAAATTTCATAACAACTTAATTATTTTCTTCTTTTGTATATCTCCATTAATGTTTATTAGAAAT
TGAATTTTAAAATAATACATCGTATCTTCCTTTTTCGACTGGCAGTAATATAACGTATAATATATATATT
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[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]
[1049]
[1050]
[1051]
[1052]
[1053]
[1054]
[1055]
[1056]
[1057]
[1058]
[1059]
[1060]

AGGTGTGTGTATATATATCCGTATTGTAATATTGATAGTAAAAATACGCTAACCCTGAAATAGAAGGCGT
ATGATAAGACGTACTGACACTACGCACTACCACAATATATGCGTTGTGTGTGTGTGTGTGTGTGTGTGTG
TGTGTGATTGTATTGGAATATATATACTTACTAAAATTAAGCTTATATGGTTCGCATATTGACTATTTAT
AAGGATATTCAACTTGTATGTCCTTTCTTAACCAAATTTTCTTCTTTCTCTTGGTGGTAACATGTTCCAC
AAACTTCTCAGTACAATGATCCACTTTGAATTTCTTTATGAAAACAGGGTCCCATAAT TCAGAACCGACG
CCGAGATC

SEQ ID NO 207 ;:RNA S. cerevisiae ribosomal protein S7 gene ,exons 1 and 2
GAUCUAAUCCUUCUCCUGGCCUACCGUCUGUGCAACCAUUAGUCAUGAUUACGUGUGUUGCGCCUUAUCU
UGUCAUUAUGGCAGCAUACUUUUCGUAGUCCUUUCCUGCGCACGUUGUCCAUUUUCGUAACCACGUAAAA
AGUCCUAAUGGAGAGCUGGGUACUGCAUUUUUUCGAUGUUUUCAAUAUUCAGUUCAGCAGGAAAUAAACA
AAUAAACAAACAUUAAAAUAUCUGGUUUUUUUUCCCAGAGACGCGUGGAAGCACCCAUGCAUCACUAUUU
AUUUUUAAACAGCCGUACAUUCUGUAAUUUUGCUUCCUUUUUCUUCCUGCGUUCUUUUUUUCUUGAACUG
UCGUUUUCCGUUAUUUUUUUCGGUGACAUCAGUUGAAAGUAGCAGCGGCCUAGGCGACGGUAGCUCUUUG
UAGUCGUGGUAAGGGGGAGUAGCAAUUCACUUAGUACGUGGUCUUGGAGUUAGGCUGGCUCGGACUGGCC
CUGGCAAGUCCUGUUCUGUGUGGUAGUAUUGAAAUUUCAGAGAUUGUCGGCAAUACUAGUAUAUUAAAAA
UUAUACUAUAAUUUAAUCUAGUGUUGAAAUACUUUCUUAUAUAGCGAUUUUUCUGCCCAAAACAAACCAA
AGAAUCAAUACGCAAAGAUGGCUAGAGGACCGUAUGUUUGACUAUAGACUUUGAUUAUAAUUACGCAAGG
AUGAGAAGAAUGAUAGACAAGAAACAAGUGGAGUCUUAACCAAACGAAUAGGAACAACAAUGAACCAGUU
UAUGUCCAUUUAAUUUUAGAUCAUCCUGGGAUUGUACAAAUAUUUUACGAGUAAUGAUUUACUAACGAGC
ACAAUGAAAAAAAUAAAAUGUCUGUAUCUUCAUUAUACAUUCAUUUULGCCCUUUUUUCUCAULULUUUC
CGUACAGAAAGAAGCAUCUAAAAAGAUUAGCAGCUCCACACCACUGGUUAUUGGACAAGUUGUCCGGUUG
UUACGCCCCAAGACCAUCUGCUGGUCCACACAAAUUGCGUGAAUCCUUGCCAUUGAUUGUCUUUCUAAGA
AACAGAUUAAAGUAUGCUUUGAACGGCCGUGAAGUCAAGGCUAUCUUGAUGCAACGUCACGUUAAAGUGG
ACGGUAAGGUUAGAACCGACACUACCUACCCAGCUGGUUUCAUGGAUGUCAUCACUCUAGAUGCCACCAA
UGAAAACUUCAGAUUGGUCUACGAUGUCAAGGGUAGAUUCGCUGUCCACCGUAUCACCGAUGAAGAAGCU
UCUUACAAGUUGGGUAAGGUCAAGAAGGUUCAAUUAGGUAAGAAGGGUGUUCCAUACGUUGUUACCCACG
AUGGUAGAACUAUCAGAUACCCAGACCCAAACAUCAAGGUCAAUGACACUGUUAAGAUCGACUUGGCCUC
UGGUAAGAUUACUGAUUUCAUCAAGUUCGAUGCCGGUAAGUUGGUUUACGUUACUGGUGGUCGUAACUUG
GGUCGUAUCGGUACUAUCGUUCACAAGGAAAGACACGAUGGUGGUUUCGAUUUAGUUCACAUCAAGGACU
CCUUGGACAACACUUUCGUCACUAGAUUGAACAAUGUCUUCGUCAUCGGUGAACAAGGUAAGCCUUACAU
UUCUUUGCCAAAGGGUAAGGGUAUCAAGUUGUCUAUUGCUGAAGAACGUGACAGAAGAAGAGCUCAACAA
GGUUUAUAAAUUUCAUAACAACUUAAUUAUUUUCUUCUUUUGUAUAUCUCCAUUAAUGUUUAUUAGAAAU
UGAAUUUUAAAAUAAUACAUCGUAUCUUCCUUUUUCGACUGGCAGUAAUAUAACGUAUAAUAUAUAUAUU
AGGUGUGUGUAUAUAUAUCCGUAUUGUAAUAUUGAUAGUAAAAAUACGCUAACCCUGAAAUAGAAGGCGU
AUGAUAAGACGUACUGACACUACGCACUACCACAAUAUAUGCGUUGUGUGUGUGUGUGUGUGUGUGUGUG
UGUGUGAUUGUAUUGGAAUAUAUAUACUUACUAAAAUUAAGCUUAUAUGGUUCGCAUAUUGACUAUUUAU
AAGGAUAUUCAACUUGUAUGUCCUUUCUUAACCAAAUUUUCUUCUUUCUCUUGGUGGUAACAUGUUCCAC
AAACUUCUCAGUACAAUGAUCCACUUUGAAUUUCUUUAUGAAAACAGGGUCCCAUAAUUCAGAACCGACG
CCGAGAUC
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[1061]
[1062]
[1063]
[1064]
[1065]
[1066]
[1067]
[1068]
[1069]
[1070]
[1071]
[1072]
[1073]
[1074]
[1075]
[1076]
[1077]
[1078]
[1079]
[1080]
[1081]
[1082]
[1083]
[1084]
[1085]
[1086]
[1087]
[1088]
[1089]
[1090]
[1091]
[1092]
[1093]
[1094]
[1095]
[1096]
[1097]
[1098]
mRNA

SEQ ID NO 208 ;M64294. A S. cerevisiae ribosomal protein S7 gene, exons 1 and 2
GTAAGATTTAGAATAGTTTCTTTTCATATAACGTCGACTAAGTATAACAATAGATACACCACTATTGAGG
AAAGATGGCTAGAGGACCGTATGTTGATTTCCACCTAAAAAAATGAAGAGTTGGCAAAACAAGATAATAG
TTTTCTTTGAAGATGGGTACCCTCTCATGATTGGTACAAGTGATTTGCACCAAAGTGACGATGCGGACTA
AAGAAAGAATATAAGAAGTTGTGTTTATCTATCGGAAGATAGAATTCTGATGAGAAAACTTTATCCTTGT
TAAGAACAGATAAGCATTGCGGGATATTTTTACTAACAAGAGTACGTTTAATAATGTTAATACGATTTTT
CATATAGAAAGAAGCATCTAAAGAGATTAGCAGCTCCACACCATTGGT TATTGGACAAGTTGTCCGGTTG
TTACGCCCCAAGACCATCTGCTGGTCCACACAAATTGCGTGAATCCTTGCCATTGATTGTCTTTCTAAGA
AACAGATTAAAGTATGCTTTGAACGGCCGTGAAGTCAAGGCTATCTTGATGCAACGTCACGTCAAAGTTG
ACGGTAAGGTTAGAACTGACACCACCTACCCAGCTGGTTTCATGGACGTCATCACTCTAGATGCCACCAA
TGAAAACTTCAGATTGGTCTACGATGTCAAGGGTAGATTCGCTGTCCACCGTATCACCGATGAAGAAGCC
TCTTACAAATTGGGTAAGGTCAAGAAGGTTCAATTAGGTAAGAAGGGTGTTCCATACGTTGTTACCCACG
ATGGTAGAACTATCAGATACCCAGACCCAAACATCAAGGTCAATGACACTGTTAAGATTGATTTGGCCTC
TGGTAAGATTACTGATTTCATCAAGTTCGATGCCGGTAAGTTGGTTTACGTTACTGGTGGTCGTAACTTG
GGTCGTATCGGTACTATCGTTCACAAGGAAAGACACGATGGTGGTTTCGATTTGGTTCACATCAAGGACT
CCTTGGACAACACTTTCGTCACTAGATTGAACAATGTCTTCGTCATTGGTGAACAAGGTAAGCCTTACAT
TTCTTTGCCAAAGGGTAAGGGTATCAAGTTGTCTATTGCTGAAGAACGTGACAGAAGAAGAGCTCAACAA
GGTTTGTAAACATTTTAAATATTGTTATCTGCCCTCTCTTCGTCTTTTG

SEQ ID NO 209 ;RNA A S. cerevisiae ribosomal protein S7 gene,exons 1 and 2
GUAAGAUUUAGAAUAGUUUCUUUUCAUAUAACGUCGACUAAGUAUAACAAUAGAUACACCACUAUUGAGG
AAAGAUGGCUAGAGGACCGUAUGUUGAUUUCCACCUAAAAAAAUGAAGAGUUGGCAAAACAAGAUAAUAG
UUUUCUUUGAAGAUGGGUACCCUCUCAUGAUUGGUACAAGUGAUUUGCACCAAAGUGACGAUGCGGACUA
AAGAAAGAAUAUAAGAAGUUGUGUUUAUCUAUCGGAAGAUAGAAUUCUGAUGAGAAAACUUUAUCCUUGU
UAAGAACAGAUAAGCAUUGCGGGAUAUUUUUACUAACAAGAGUACGUUUAAUAAUGUUAAUACGAUUUUU
CAUAUAGAAAGAAGCAUCUAAAGAGAUUAGCAGCUCCACACCAUUGGUUAUUGGACAAGUUGUCCGGUUG
UUACGCCCCAAGACCAUCUGCUGGUCCACACAAAUUGCGUGAAUCCUUGCCAUUGAUUGUCUUUCUAAGA
AACAGAUUAAAGUAUGCUUUGAACGGCCGUGAAGUCAAGGCUAUCUUGAUGCAACGUCACGUCAAAGUUG
ACGGUAAGGUUAGAACUGACACCACCUACCCAGCUGGUUUCAUGGACGUCAUCACUCUAGAUGCCACCAA
UGAAAACUUCAGAUUGGUCUACGAUGUCAAGGGUAGAUUCGCUGUCCACCGUAUCACCGAUGAAGAAGCC
UCUUACAAAUUGGGUAAGGUCAAGAAGGUUCAAUUAGGUAAGAAGGGUGUUCCAUACGUUGUUACCCACG
AUGGUAGAACUAUCAGAUACCCAGACCCAAACAUCAAGGUCAAUGACACUGUUAAGAUUGAUUUGGCCUC
UGGUAAGAUUACUGAUUUCAUCAAGUUCGAUGCCGGUAAGUUGGUUUACGUUACUGGUGGUCGUAACUUG
GGUCGUAUCGGUACUAUCGUUCACAAGGAAAGACACGAUGGUGGUUUCGAUUUGGUUCACAUCAAGGACU
CCUUGGACAACACUUUCGUCACUAGAUUGAACAAUGUCUUCGUCAUUGGUGAACAAGGUAAGCCUUACAU
UUCUUUGCCAAAGGGUAAGGGUAUCAAGUUGUCUAUUGCUGAAGAACGUGACAGAAGAAGAGCUCAACAA
GGUUUGUAAACAUUUUAAAUAUUGUUAUCUGCCCUCUCUUCGUCUUUUG

SEQ ID NO 210

XM _451697. 1 Kluyveromyces lactis NRRL Y-1140, KLLAOB03652g predicted
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[1099]
[1100]
[1101]
[1102]
[1103]
[1104]
[1105]
[1106]
[1107]
[1108]
[1109]
[1110]
[1111]
[1112]
[1113]
[1114]
[1115]
[1116]
[1117]
[1118]
[1119]
[1120]
[1121]
[1122]
[1123]
[1124]
[1125]
[1126]
[1127]
[1128]
[1129]
[1130]
[1131]
[1132]
[1133]
[1134]
[1135]
[1136]
[1137]

ATGGCTAGAGGACCAAAGAAGCATCTAAAGAGATTAGCAGCTCCACATCATTGGATGTTGGACAAGTTGT
CCGGTTGTTACGCACCAAGACCATCTGCTGGTCCACACAAGTTGCGTGAATCCTTGCCATTGATCGTTTT
CTTGAGAAACAGATTAAAGTATGCTTTGAACGGTCGTGAAGTCAAGGCCATCTTGATGCAACGTCATGTC
AAGGTTGACGGTAAGGTCAGAACCGACACTACTTTCCCAGCTGGTTTCATGGATGTTATCACCTTGGAAG
CTACCAACGAAAACTTCAGATTGGTCTACGATGTTAAGGGTAGATTCGCTGTCCACCGTATCACTGATGA
AGAAGCTTCCTACAAGTTGGCTAAGGTCAAGAAGGTTCAACTAGGTAAGAAGGGTATTCCATACGTCGTT
ACCCACGACGGTAGAACCATCAGATACCCAGACCCAAACATCAAGGTTAACGACACCGTTAAGGTTGATT
TGGCTACTGGTACTATCACCGATTTCATCAAATTCGACACTGGTAAGTTGGTTTATGTTACCGGTGGTCG
TAACTTGGGTAGAGTTGGTACCATCGTCCACAGAGAAAGACACGAAGGTGGTTTCGATTTGGTTCACATC
AAGGATTCTTTGGAAACACTTTCGTCACCAGATTGAACAACGTTTTCGTCATCGGTGAACCAGGTAGAC
CATGGATCTCCTTGCCAAAGGGTAAGGGTATCAAGTTGACCATCTCTGAAGAACGTGACCGTAGAAGAGC
TCAACATGGTTTGTAA

SEQ ID NO 211

RNA Kluyveromyces lactis NRRL Y-1140, KLLAOB03652g predicted mRNA
AUGGCUAGAGGACCAAAGAAGCAUCUAAAGAGAUUAGCAGCUCCACAUCAUUGGAUGUUGGACAAGUUGU
CCGGUUGUUACGCACCAAGACCAUCUGCUGGUCCACACAAGUUGCGUGAAUCCUUGCCAUUGAUCGUUUU
CUUGAGAAACAGAUUAAAGUAUGCUUUGAACGGUCGUGAAGUCAAGGCCAUCUUGAUGCAACGUCAUGUC
AAGGUUGACGGUAAGGUCAGAACCGACACUACUUUCCCAGCUGGUUUCAUGGAUGUUAUCACCUUGGAAG
CUACCAACGAAAACUUCAGAUUGGUCUACGAUGUUAAGGGUAGAUUCGCUGUCCACCGUAUCACUGAUGA
AGAAGCUUCCUACAAGUUGGCUAAGGUCAAGAAGGUUCAACUAGGUAAGAAGGGUAUUCCAUACGUCGUU
ACCCACGACGGUAGAACCAUCAGAUACCCAGACCCAAACAUCAAGGUUAACGACACCGUUAAGGUUGAUU
UGGCUACUGGUACUAUCACCGAUUUCAUCAAAUUCGACACUGGUAAGUUGGUUUAUGUUACCGGUGGUCG
UAACUUGGGUAGAGUUGGUACCAUCGUCCACAGAGAAAGACACGAAGGUGGUUUCGAUUUGGUUCACAUC
AAGGAUUCUUUGGAAAACACUUUCGUCACCAGAUUGAACAACGUUUUCGUCAUCGGUGAACCAGGUAGAC
CAUGGAUCUCCUUGCCAAAGGGUAAGGGUAUCAAGUUGACCAUCUCUGAAGAACGUGACCGUAGAAGAGC
UCAACAUGGUUUGUAA

SEQ ID NO 212 ;NM_209058. 1 |Eremothecium gossypii ADL391Cp(ADL391C) ,mRNA
ATGGCTAGAGGACCAAAGAAGCACCTGAAGAGATTGGCAGCTCCACACCACTGGTTGTTGGACAAGCTAT
CCGGCTGTTACGCTCCAAGACCATCCGCTGGTCCACACAAGTTGCGCGAGTCTTTGCCATTGATCGTCTT
CTTGAGAAACAGATTAAAGTATGCTTTGAACGGTCGCGAGGTCAAGGCCATCCTAATGCAGCGTCATGTT
AAGGTTGACGGTAAGGTCAGAACTGACACTACCTACCCAGCTGGTTTCATGGATGTCATCACTCTAGAGG
CTACCAACGAGAACTTCAGATTGGTATACGATGTCAAGGGCAGATTTGCTGTCCACCGTATCACCGATGA
GGAGGCTACTTACAAGTTGGGTAAGGTTAAGCGCGT TCAGCTAGGTAAGAAGGGTGTCCCATACGTGGTC
ACTCACGACGGCAGAACCATCAGATACCCAGACCCAAACATCAAGGTTAACGACACCGTCAAGGTTGACC
TTGCTACTGGTAAGATTACCGACTTCATCAAGTTCGACACTGGTAAGT TGGTGTACGTCACCGGTGGCCG
TAACTTGGGCCGTATTGGTGTCATCACCCACAGAGAGAGACACGAGGGTGGCTTTGACTTGGTTCACATC
AAGGACTCCTTGGAGAACACTTTCGTCACCAGATTGAACAACGTTTTCGTCATCGGTGAGCAAGGTAGAC
CATGGATCTCCTTGCCAAGGGGTAAGGGTATTAAGTTGTCCATTGCTGAGGAGCGTGACCGTAGAAGAGC
TCAACAAGGTTTGTAA
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[1138]
[1139]
[1140]
[1141]
[1142]
[1143]
[1144]
[1145]
[1146]
[1147]
[1148]
[1149]
[1150]
[1151]
[1152]
[1153]
[1154]
[1155]
[1156]
[1157]
[1158]
[1159]
[1160]
[1161]
[1162]
[1163]
[1164]
[1165]
[1166]
[1167]
[1168]
[1169]
[1170]
[1171]
[1172]
[1173]
[1174]
[1175]
[1176]

SEQ ID NO 213 ;RNA Eremothecium gossypii ADL391Cp (ADL391C) , mRNA
AUGGCUAGAGGACCAAAGAAGCACCUGAAGAGAUUGGCAGCUCCACACCACUGGUUGUUGGACAAGCUAU
CCGGCUGUUACGCUCCAAGACCAUCCGCUGGUCCACACAAGUUGCGCGAGUCUUUGCCAUUGAUCGUCUU
CUUGAGAAACAGAUUAAAGUAUGCUUUGAACGGUCGCGAGGUCAAGGCCAUCCUAAUGCAGCGUCAUGUU
AAGGUUGACGGUAAGGUCAGAACUGACACUACCUACCCAGCUGGUUUCAUGGAUGUCAUCACUCUAGAGG
CUACCAACGAGAACUUCAGAUUGGUAUACGAUGUCAAGGGCAGAUUUGCUGUCCACCGUAUCACCGAUGA
GGAGGCUACUUACAAGUUGGGUAAGGUUAAGCGCGUUCAGCUAGGUAAGAAGGGUGUCCCAUACGUGGUC
ACUCACGACGGCAGAACCAUCAGAUACCCAGACCCAAACAUCAAGGUUAACGACACCGUCAAGGUUGACC
UUGCUACUGGUAAGAUUACCGACUUCAUCAAGUUCGACACUGGUAAGUUGGUGUACGUCACCGGUGGCCG
UAACUUGGGCCGUAUUGGUGUCAUCACCCACAGAGAGAGACACGAGGGUGGCUUUGACUUGGUUCACAUC
AAGGACUCCUUGGAGAACACUUUCGUCACCAGAUUGAACAACGUUUUCGUCAUCGGUGAGCAAGGUAGAC
CAUGGAUCUCCUUGCCAAGGGGUAAGGGUAUUAAGUUGUCCAUUGCUGAGGAGCGUGACCGUAGAAGAGC
UCAACAAGGUUUGUAA

SEQ ID NO 214 ;XM _460509. 1Debaryomyces hansenii CBS767 hypothetical
protein (DEHAOF03674g) partial mRNA
ATGGGTAGAGGTCCAAAGAAGCACTTGAAGAGATTAGCAGCACCATCCCACTGGATGTTGGACAAATTGT
CCGGTACTTACGCACCAAGACCATCTGCTGGTCCTCACAAATTGAGAGAATCTTTACCATTGGTTATCTT
CTTAAGAAACAGACTTAAGTATGCCTTAAACGGTAGAGAAGTCAAGGCCATCTTGATGCAAGAACACGTC
AAGGTTGATGGTAAAGTTAGAACCGATGCTACTTTCCCAGCTGGTTTCATGGATGTCATCACTTTAGAAG
CTACCAACGAACACTTCAGATTAATCTATGATGTCAAGGGTAGATTCACTGTCCACAGAATCACTGCTGA
AGAAGCTTCTTACAAGTTAGCTAAGGTCAAGAAGGTCCAATTAGGTAAGAGAGGTATTCCATACGTTGTC
ACCCACGACGGTAGAACTATCAGATACCCAGATCCATTGATCAGAGCCAACGATTCCGTTAAGGTTGACT
TAGCTACCGGTAAGATCACTGACTTTATCAGCTTTGACACTGGTAGATTAGTCATGGTTACTGGTGGTCG
TAACATGGGTAGAGTTGGTGTTATCACCCACAGAGAAAAGCACGAGGGTGGTTTCGATTTAGTCCACATC
AAGGATTCTTTGGAAAACACTTTCGTTACCAGATTAACTAACGTCTTCATCGTCGGTACTGAAGCTGGTA
AGCCACACATTTCTTTACCAAAGGGTAAGGGTATTAAGTTATCCATCTCTGAAGAACGTGACAGAAGAAG
AAACCAACAACTTATCAACTAA

SEQ ID NO 215 :RNA Debaryomyces hansenii CBS767 hypothetical

protein (DEHAOF03674g) partial mRNA
AUGGGUAGAGGUCCAAAGAAGCACUUGAAGAGAUUAGCAGCACCAUCCCACUGGAUGUUGGACAAAUUGU
CCGGUACUUACGCACCAAGACCAUCUGCUGGUCCUCACAAAUUGAGAGAAUCUUUACCAUUGGUUAUCUU
CUUAAGAAACAGACUUAAGUAUGCCUUAAACGGUAGAGAAGUCAAGGCCAUCUUGAUGCAAGAACACGUC
AAGGUUGAUGGUAAAGUUAGAACCGAUGCUACUUUCCCAGCUGGUUUCAUGGAUGUCAUCACUUUAGAAG
CUACCAACGAACACUUCAGAUUAAUCUAUGAUGUCAAGGGUAGAUUCACUGUCCACAGAAUCACUGCUGA
AGAAGCUUCUUACAAGUUAGCUAAGGUCAAGAAGGUCCAAUUAGGUAAGAGAGGUAUUCCAUACGUUGUC
ACCCACGACGGUAGAACUAUCAGAUACCCAGAUCCAUUGAUCAGAGCCAACGAUUCCGUUAAGGUUGACU
UAGCUACCGGUAAGAUCACUGACUUUAUCAGCUUUGACACUGGUAGAUUAGUCAUGGUUACUGGUGGUCG
UAACAUGGGUAGAGUUGGUGUUAUCACCCACAGAGAAAAGCACGAGGGUGGUUUCGAUUUAGUCCACAUC
AAGGAUUCUUUGGAAAACACUUUCGUUACCAGAUUAACUAACGUCUUCAUCGUCGGUACUGAAGCUGGUA

54



CN 101636507 B i BB 52/87 T

[1177]
[1178]
[1179]
[1180]
[1181]
[1182]
[1183]
[1184]
[1185]
[1186]
[1187]
[1188]
[1189]
[1190]
[1191]
[1192]
[1193]
[1194]
[1195]
[1196]
[1197]
[1198]
[1199]
[1200]
[1201]
[1202]
[1203]
[1204]
[1205]
[1206]
[1207]
[1208]
[1209]
[1210]
[1211]
[1212]
[1213]
[1214]
[1215]

AGCCACACAUUUCUUUACCAAAGGGUAAGGGUAUUAAGUUAUCCAUCUCUGAAGAACGUGACAGAAGAAG
AAACCAACAACUUAUCAACUAA

SEQ ID NO 216 ;XM _657428. 1 Aspergillus nidulans FGSC A4 40S ribosomal
protein S7 (AN4916. 2) , mRNA
ATGGCTGCCATCAACAAGATCGCCCACAACTCGCCGTCGAGGCAGAACCCTTCCGAGCTGGAGACCGCGA
TCGCGGGTGCTCTCTTCGACTTGGAGAGCAACACACAGGACCTGAAGGCTACTCTCCGGCCTCTGCAGTT
CGTGTCTGCTCGTGAGGTCGAGGTCGGCCACGGCAAGAAGGCTGTCATCATCTTCGTCCCCGTCCCTCTC
CTCCAGGCCTTCCACAAGATCCAGCAGCGCCT TACCCGTGAACTCGAGAAGAAGTTCTCGGACCGCCACG
TCCTCTTCGTCGCTCAGCGCCGCATCCTCCCCAAGCCCAAGCGCTCCGTCAACTCCCGCACCAACCAGAA
GCAGAAGCGCCCCCGTTCCCGTACCCTTACTGCCGT TCACGACGCCATCCTCGACGACCTCGTCTACCCC
GTTGAGATTGTCGGCAAGCGCATCCGCACCAAGGAGGACGGCTCCAAGACCCTCAAGGTCATCCTCGACG
AGAAGGAGCGTGGTGGTGTTGACCACCGCCTCGACGCCTACGGCGAGGTCTACCGTCGTCTGACGGGTCG
TGCTGTCGTTTTCGAGTTCCCCCAGGGTGGTGCTTCTGAGTTTTAA

SEQ ID NO 217 ;RNA Aspergillus nidulans FGSC A4 40S ribosomal
protein S7(AN4916. 2) , mRNA
AUGGCUGCCAUCAACAAGAUCGCCCACAACUCGCCGUCGAGGCAGAACCCUUCCGAGCUGGAGACCGCGA
UCGCGGGUGCUCUCUUCGACUUGGAGAGCAACACACAGGACCUGAAGGCUACUCUCCGGCCUCUGCAGUU
CGUGUCUGCUCGUGAGGUCGAGGUCGGCCACGGCAAGAAGGCUGUCAUCAUCUUCGUCCCCGUCCCUCUC
CUCCAGGCCUUCCACAAGAUCCAGCAGCGCCUUACCCGUGAACUCGAGAAGAAGUUCUCGGACCGCCACG
UCCUCUUCGUCGCUCAGCGCCGCAUCCUCCCCAAGCCCAAGCGCUCCGUCAACUCCCGCACCAACCAGAA
GCAGAAGCGCCCCCGUUCCCGUACCCUUACUGCCGUUCACGACGCCAUCCUCGACGACCUCGUCUACCCC
GUUGAGAUUGUCGGCAAGCGCAUCCGCACCAAGGAGGACGGCUCCAAGACCCUCAAGGUCAUCCUCGACG
AGAAGGAGCGUGGUGGUGUUGACCACCGCCUCGACGCCUACGGCGAGGUCUACCGUCGUCUGACGGGUCG
UGCUGUCGUUUUCGAGUUCCCCCAGGGUGGUGCUUCUGAGUUUUAA

SEQ ID NO 218 ;> XM 749453. 1Aspergillus fumigatus Af293 ribosomal
protein S7e (Afu3gl10730)partial mRNA
ATGGCTGCTATCAACAAGATCGCCCACAACTCGCCATCGAGGCAGAACCCCTCCGAGCTGGAGACTGCGA
TCGCCGGCGCTCTCTACGACTTGGAGAGCAATACACAGGACCTGAAGGCCACCCTTCGGCCCCTGCAGTT
TGTCTCTGCCCGTGAGGTTGAGGTCGGCCACGGCAAGAAGGCCGTTATCATCTTCGTCCCCGTCCCTCTC
CTCCAGGGCTTCCACAAGATCCAGCAGCGCCTGACCCGTGAGCTCGAGAAGAAGTTCTCCGACCGCCACG
TCCTCTTTGTTGCTCAGCGCCGCATCCTGCCCCGCCCTAAGCGCTCTGTCAACTCCCGCACCAACCAGAA
GCAGAAGCGTCCTCGCTCTCGCACCCTGACCGCTGTCCACGACGCCATCCTCAACGACCTCGTTTACCCC
GTCGAGATCGTCGGCAAGCGTATCCGCACCAAGGAGGACGGCAGCAAGACTCTCAAGGTCATCCTGGACG
AGAAGGAGCGTGGTGGTGTTGACCACAGACTCGATGCCTACGGCGAGGTTTACCGCCGACTAACCGGCCG
CTCTGTTGTCTTCGAGTTCCCCCAGAGCGGTGCCGCCGAGTACTAG

SEQ ID NO 219 ;RNA Aspergillus fumigatus Af293 ribosomal protein S7e
(Afu3gl0730)partial mRNA
AUGGCUGCUAUCAACAAGAUCGCCCACAACUCGCCAUCGAGGCAGAACCCCUCCGAGCUGGAGACUGCGA
UCGCCGGCGCUCUCUACGACUUGGAGAGCAAUACACAGGACCUGAAGGCCACCCUUCGGCCCCUGCAGUU
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[1216]  UGUCUCUGCCCGUGAGGUUGAGGUCGGCCACGGCAAGAAGGCCGUUAUCAUCUUCGUCCCCGUCCCUCUC
[1217]  CUCCAGGGCUUCCACAAGAUCCAGCAGCGCCUGACCCGUGAGCUCGAGAAGAAGUUCUCCGACCGCCACG
[1218]  UCCUCUUUGUUGCUCAGCGCCGCAUCCUGCCCCGCCCUAAGCGCUCUGUCAACUCCCGCACCAACCAGAA
[1219]  GCAGAAGCGUCCUCGCUCUCGCACCCUGACCGCUGUCCACGACGCCAUCCUCAACGACCUCGUUUACCCC
[1220]  GUCGAGAUCGUCGGCAAGCGUAUCCGCACCAAGGAGGACGGCAGCAAGACUCUCAAGGUCAUCCUGGACG
[1221]  AGAAGGAGCGUGGUGGUGUUGACCACAGACUCGAUGCCUACGGCGAGGUUUACCGCCGACUAACCGGCCG
[1222]  CUCUGUUGUCUUCGAGUUCCCCCAGAGCGGUGCCGCCGAGUACUAG

[1223]  SEQ ID NO 220 :>XM 001213780. 1 Aspergillus terreus NIH2624 40S ribosomal
[1224] protein S7(ATEG 04602)mRNA, complete cds

[1225]  ATGGCTGCTATCAACAAGATCGCCCACAACTCGCCGTCTCGGCAGAACCCCTCCGAGCTGGAGACCGCGA
[1226]  TCGCCGGTGCTCTGTTCGACCTCGAGAGCAACACCACCGACCTGAAGGCCACCCTCCGCCCCCTTCAGTT
[1227]  CGTGTCTGCTCGTGAGGTTGAGGTCGGCCACGGCAAGAAGGCCGTCATCATCTTCGTCCCTGTCCCTCTC
[1228]  CTCCAGGGCTTCCACAAGATCCAGCAGCGTCTGACCCGTGAGCTCGAGAAGAAGTTCTCCGACCGCCACG
[1229]  TCCTCTTCGTTGCTCAGCGCCGCATCCTGCCCCGCCCCAAGCGCTCTGTCAACTCCCGCACCAACCAGAA
[1230]  GCAGAAGCGTCCCCGTTCCCGCACTCTGACGGCCGTCCACGACGCCATCCTCACCGACCTCGTCTACCCC
[1231]  GTCGAGATCGTCGGCAAGCGCATCCGCACCAAGGAGGACGGCTCCAAGACCCTCAAGGTCATCCTCGACG
[1232]  AGAAGGAGCGCGGCGGTGTCGACCACCGCCTCGATGCCTACGGCGAGGTCTACCGTCGTCTCACCGGCCG
[1233]  TGCCGTCGTCTTCGAGTTCCCCCAGAGCGGTGCTGCTGACTACTAA

[1234] SEQ ID NO 221 ;RNA Aspergillus terreus NIH2624 40S ribosomal

[1235] protein S7(AUEG_04602)mRNA, complete cds

[1236]  AUGGCUGCUAUCAACAAGAUCGCCCACAACUCGCCGUCUCGGCAGAACCCCUCCGAGCUGGAGACCGCGA
[1237]  UCGCCGGUGCUCUGUUCGACCUCGAGAGCAACACCACCGACCUGAAGGCCACCCUCCGCCCCCUUCAGUU
[1238]  CGUGUCUGCUCGUGAGGUUGAGGUCGGCCACGGCAAGAAGGCCGUCAUCAUCUUCGUCCCUGUCCCUCUC
[1239]  CUCCAGGGCUUCCACAAGAUCCAGCAGCGUCUGACCCGUGAGCUCGAGAAGAAGUUCUCCGACCGCCACG
[1240]  UCCUCUUCGUUGCUCAGCGCCGCAUCCUGCCCCGCCCCAAGCGCUCUGUCAACUCCCGCACCAACCAGAA
[1241]  GCAGAAGCGUCCCCGUUCCCGCACUCUGACGGCCGUCCACGACGCCAUCCUCACCGACCUCGUCUACCCC
[1242]  GUCGAGAUCGUCGGCAAGCGCAUCCGCACCAAGGAGGACGGCUCCAAGACCCUCAAGGUCAUCCUCGACG
[1243]  AGAAGGAGCGCGGCGGUGUCGACCACCGCCUCGAUGCCUACGGCGAGGUCUACCGUCGUCUCACCGGCCG
[1244]  UGCCGUCGUCUUCGAGUUCCCCCAGAGCGGUGCUGCUGACUACUAA

[1245]  SEQ NO 222 :C.albicans 1899

[1246]  CATCACYTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTYGCTGTTCA
CAGAATTTCTG

[1247]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[1248]  GACGGTAGAACYATCAGATACCCAGA

[1249]  SEQ NO 223 :C.albicans 1899

[1250]  CAUCACYUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUYGCUGUUCA
CAGAAUUUCUG

[1251]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
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UUGUUACCCAC

[1252]  GACGGUAGAACYAUCAGAUACCCAGA

[1253]  SEQ NO 224 C.albicans 2738

[1254]  CATCACYTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTYGCTGTTCA
CAGAATYTCTG

[1255]  STGAAGAAGCTGCCTAYAAATTGGGTAAAGTCAAGAAAGTYCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[1256]  GACGGTAGAACYATCAGATACCCAGA

[1257]  SEQ NO 225 C.albicans 2738

[1258]  CAUCACYUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUYGCUGUUCA
CAGAAUYUCUG

[1259]  SUGAAGAAGCUGCCUAYAAAUUGGGUAAAGUCAAGAAAGUYCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC

[1260]  GACGGUAGAACYAUCAGAUACCCAGA

[1261]  SEQ NO 226 C.albicans 1912

[1262]  CATCACYTTGGAAGCTACCAACGAACATTTCAGATTAGTCTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[1263]  CTGAAGAAGCTGCCTACAAATTGGGTAAAGTCAAGAAAGTCCAATTAGGTAAGAAAGGTGTTCCATACG
TTGTTACCCAC

[1264]  GACGGTAGAACYATCAGATACCCAGA

[1265] SEQ NO 227 C.albicans 1912

[1266] CAUCACYUUGGAAGCUACCAACGAACAUUUCAGAUUAGUCUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[1267]  CUGAAGAAGCUGCCUACAAAUUGGGUAAAGUCAAGAAAGUCCAAUUAGGUAAGAAAGGUGUUCCAUACG
UUGUUACCCAC

[1268]  GACGGUAGAACYAUCAGAUACCCAGA

[1269] SEQ NO 228 C.parapsilosis 6318

[1270]  YATTACTTTGGAAGCCACYAATGAAAACTTTAGATTGATTTACGATGTCAAAGGTAGATTTGCTGTCCA
CAGAATCTCAG

[1271]  CTGAAGAAGCCACTTACAAATTGGGTAAAGTCAAGAGAGTCCAATTGGGTAAGAAGGGAATCCCATACG
TTGTCACCCAC

[1272]  GATGGTAGAACYATCAGATACCCAGA

[1273] SEQ NO 229 C.parapsilosis 6318

[1274]  YAUUACUUUGGAAGCCACYAAUGAAAACUUUAGAUUGAUUUACGAUGUCAAAGGUAGAUUUGCUGUCCA
CAGAAUCUCAG

[1275]  CUGAAGAAGCCACUUACAAAUUGGGUAAAGUCAAGAGAGUCCAAUUGGGUAAGAAGGGAAUCCCAUACG
UUGUCACCCAC

[1276]  GAUGGUAGAACYAUCAGAUACCCAGA

[1277] SEQ NO 230 C.parapsilosis 6395
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[1278]  CATCACTTTGGAAGCTACYAAYGAACATTTTMGATTGATCTACGATGTYAAAGGTAGATTYGCTGTYCA
YAGAATCTCTG

[1279]  CTGAAGAAGCCACYTACAAATTGGGTAAAGTTAAGAAAGTCCAATTAGGTAAAAAGGGAATYCCATACG
TTGTCACCCAC

[1280]  GATGGTAGAACYATCAGATACCCAG

[1281]  SEQ NO 231 :C. parapsilosis 6395

[1282]  CAUCACUUUGGAAGCUACYAAYGAACAUUUUMGAUUGAUCUACGAUGUYAAAGGUAGAUUYGCUGUYCA
YAGAAUCUCUG

[1283]  CUGAAGAAGCCACYUACAAAUUGGGUAAAGUUAAGAAAGUCCAAUUAGGUAAAAAGGGAAUYCCAUACG
UUGUCACCCAC

[1284]  GAUGGUAGAACYAUCAGAUACCCAG

[1285] SEQ NO 232 :C.parapsilosis 96141

[1286]  CATTACTTTGGAAGCCACCAACGAACACTTTAGATTGATTTACGATGTTAARGGTAGATTYGCTGTCCA
CAGAATYTCTG

[1287]  CTGARGAAGCCACCTACAAATTGGGTAAAGTTAAGAAAGTCCAATTAGGTAAAAAGGGAATCCCATACG
TTGTCACCCAC

[1288]  GATGGYAGAACYATCAGATACCCAG

[1289] SEQ NO 233 :C. parapsilosis 96141

[1290]  CAUUACUUUGGAAGCCACCAACGAACACUUUAGAUUGAUUUACGAUGUUAARGGUAGAUUYGCUGUCCA
CAGAAUYUCUG

[1291]  CUGARGAAGCCACCUACAAAUUGGGUAAAGUUAAGAAAGUCCAAUUAGGUAAAAAGGGAAUCCCAUACG
UUGUCACCCAC

[1292]  GAUGGYAGAACYAUCAGAUACCCAG

[1293] SEQ 234 :C. parapsilosis 96137

[1294]  CATTACTTTGGAAGCCACCAATGAAAACTTTAGATTGATTTACGATGTCAAAGGTAGATTTGCTGTCCA
CAGAATCTCAG

[1295]  CTGAAGAAGCCACTTACAAATTGGGTAAAGTCAAGAGAGTCCAATTGGGTAAGAAGGGAATCCCATACG
TTGTCACCCAC

[1296]  GATGGTAGAACCATCAGATACCCAG

[1297]  SEQ 235 :C. parapsilosis 96137

[1298]  CAUUACUUUGGAAGCCACCAAUGAAAACUUUAGAUUGAUUUACGAUGUCAAAGGUAGAUUUGCUGUCCA
CAGAAUCUCAG

[1299]  CUGAAGAAGCCACUUACAAAUUGGGUAAAGUCAAGAGAGUCCAAUUGGGUAAGAAGGGAAUCCCAUACG
UUGUCACCCAC

[1300]  GAUGGUAGAACCAUCAGAUACCCAG

[1301] SEQ 236 :C. parapsilosis 96143rep

[1302]  CATCACTTTGGAAGCTACYAAYGAACATTTYAGATTGATCTACGATGTYAAAGGTAGATTYGCTGTYCA
YAGAATCTCTG

[1303]  CTGAAGAAGCCACYTACAAATTGGGTAAAGTTAAGAAAGTCCAATTAGGTAAAAAGGGAATYCCATACG
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TTGTCACCCAY

[1304]  GATGGTAGAACYATCAGATACCCAG

[1305] SEQ 237 :C.parapsilosis 96143rep

[1306]  CAUCACUUUGGAAGCUACYAAYGAACAUUUYAGAUUGAUCUACGAUGUYAAAGGUAGAUUYGCUGUYCA
YAGAAUCUCUG

[1307]  CUGAAGAAGCCACYUACAAAUUGGGUAAAGUUAAGAAAGUCCAAUUAGGUAAAAAGGGAAUYCCAUACG
UUGUCACCCAY

[1308]  GAUGGUAGAACYAUCAGAUACCCAG

[1309] SEQ 238 :C.parapsilosis 109

[1310]  YAYTACTTTGGAAGCCACYAATGAAAACTTTAGATTGATTTACGATGTCAAAGGTAGATTTGCTGTCCA
CAGAATCTCAG

[1311]  CTGAAGAAGCCACTTACAAATTGGGTAAAGTCAAGAGAGTCCAATTGGGTAAGAAGGGAATCCCATACG
TTGTCACCCAC

[1312]  GATGGTAGAACTATCAGATACCCAGA

[1313]  SEQ 239 :C. oarapsilosis 109

[1314]  YAYUACUUUGGAAGCCACYAAUGAAAACUUUAGAUUGAUUUACGAUGUCAAAGGUAGAUUUGCUGUCCA
CAGAAUCUCAG

[1315]  CUGAAGAAGCCACUUACAAAUUGGGUAAAGUCAAGAGAGUCCAAUUGGGUAAGAAGGGAAUCCCAUACG
UUGUCACCCAC

[1316]  GAUGGUAGAACUAUCAGAUACCCAGA

[1317]  SEQ 240 :C. parapsilosis2195

[1318]  YATTACYTTGGAAGCYACYAAYGAAAACTTYAGATTGRTYTACGAYGTCAARGGTAGATTYGCTGTCCA
CMGWATMTCWG

[1319]  MYGAAGAAGCYWCYTACAARTTGGGTAARGTCAAGARRGTCCAATTGGGTAAGAAGGGWRTYCCATACG
TTGTCACYSAC

[1320]  GATGGTAGAACYATCAGATACCCAGA

[1321]  SEQ 241 :C. parapsilosis2195

[1322]  YAUUACYUUGGAAGCYACYAAYGAAAACUUYAGAUUGRUYUACGAYGUCAARGGUAGAUUYGCUGUCCA
CMGWAUMUCWG

[1323]  MYGAAGAAGCYWCYUACAARUUGGGUAARGUCAAGARRGUCCAAUUGGGUAAGAAGGGWRUYCCAUACG
UUGUCACYSAC

[1324]  GAUGGUAGAACYAUCAGAUACCCAGA

[1325] SEQ 242 :C.parapsilosis 2315

[1326]  CATCACTTTGGAAGCTACYAAYGAACATTTYAGATTGATCTACGATGTYAAAGGTAGATTYGCTGTCCA
CAGAATCTCTG

[1327]  CTGAAGAAGCCACYTACAAATTGGGTAAAGTTAAGAAAGTCCAATTAGGTAAAAAGGGAATYCCATACG
TTGTCACCCAY

[1328]  GATGGTAGAACYATCAGATACCCAGA

[1329]  SEQ 243 :C. parapsilosis 2315
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[1330]  CAUCACUUUGGAAGCUACYAAYGAACAUUUYAGAUUGAUCUACGAUGUYAAAGGUAGAUUYGCUGUCCA
CAGAAUCUCUG

[1331]  CUGAAGAAGCCACYUACAAAUUGGGUAAAGUUAAGAAAGUCCAAUUAGGUAAAAAGGGAAUYCCAUACG
UUGUCACCCAY

[1332]  GAUGGUAGAACYAUCAGAUACCCAGA

[1333]  SEQ 244 :C. krusei 6199

[1334]  CATCACTTTAGAWGCAACCAACGAACACTTCAGATTAATCTATGACATCAAGGGTAGATTCGCAATCCA
CAGAATCACCC

[1335]  CAGAAGAAGCTGCATACAAGTTATGTAAGGTCAAGAAGGTCCAATTAGGTAAGAAGGGTATTCCTTATG
TTGTTACCCAC

[1336]  GATGGTAGAACYATCAGATACCCAG

[1337]  SEQ 245 :C. krusei 6199

[1338]  CAUCACUUUAGAWGCAACCAACGAACACUUCAGAUUAAUCUAUGACAUCAAGGGUAGAUUCGCAAUCCA
CAGAAUCACCC

[1339]  CAGAAGAAGCUGCAUACAAGUUAUGUAAGGUCAAGAAGGUCCAAUUAGGUAAGAAGGGUAUUCCUUAUG
UUGUUACCCAC

[1340]  GAUGGUAGAACYAUCAGAUACCCAG

[1341]  SEQ 246 :C. tropicalis 8072

[1342]  CATTACCTTGGAAGCTACCAACGAACACTTCAGATTGATTTACGATGTTAAAGGTAAATTCGCTGTTCA
CAGAATTTCTG

[1343]  CTGAAGAAGCTTCTTACAAATTAGGTAAAGTCAAGAAGGTTCAATTAGGTAAAAAAGGTGTTCCATACG
TTGTCACCCAC

[1344]  GATGGTAGAACYATCAGATACCCAGA

[1345]  SEQ 247 :C. tropicalis 8072

[1346] CAUUACCUUGGAAGCUACCAACGAACACUUCAGAUUGAUUUACGAUGUUAAAGGUAAAUUCGCUGUUCA
CAGAAUUUCUG

[1347]  CUGAAGAAGCUUCUUACAAAUUAGGUAAAGUCAAGAAGGUUCAAUUAGGUAAAAAAGGUGUUCCAUACG
UUGUCACCCAC

[1348]  GAUGGUAGAACYAUCAGAUACCCAGA

[1349] SEQ 248 :C. tropicalis 2316

[1350]  CATCACTTTRGAWGCWACCAACGAACAYTTCAGATTAATCTACGAYGTCAAGGGTAAATTCGCTGTCCA
CAGAATCACYG

[1351]  CTGAAGAAGCTGCCTMCAAATTGGTTAARGTMAAGAAAGTCCAATTAGGTAAGARAGGTGTTCCWTACG
TTGTTACCCAC

[1352]  GAYGGTAGAACYATCAGATACCCAGA

[1353]  SEQ 249 :C. tropicalis 2316

[1354]  CAUCACUUURGAWGCWACCAACGAACAYUUCAGAUUAAUCUACGAYGUCAAGGGUAAAUUCGCUGUCCA
CAGAAUCACYG

[1355]  CUGAAGAAGCUGCCUMCAAAUUGGUUAARGUMAAGAAAGUCCAAUUAGGUAAGARAGGUGUUCCWUACG
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UUGUUACCCAC

[1356]  GAYGGUAGAACYAUCAGAUACCCAGA

[1357]  SEQ 250 :C. dubliniensis 16971

[1358]  CATYACYTTRGAAGCTACYAAYGAACATTTCAGATTAGTWTACGATGTTAAAGGTAAATTYGCYGTTCA
YAGAATCTCTG

[1359]  CTGAAGAAGCTKCCTACAAATTGGGTAAAGTYAARAAAGTCCAATTRGGTAARAAAGGTGTTCCATAYG
TTGTTACCCAC

[1360]  GACGGTAGAACYATCAGATACCCAG

[1361]  SEQ 251 :C. dubliniensis 16971

[1362]  CAUYACYUURGAAGCUACYAAYGAACAUUUCAGAUUAGUWUACGAUGUUAAAGGUAAAUUYGCYGUUCA
YAGAAUCUCUG

[1363]  CUGAAGAAGCUKCCUACAAAUUGGGUAAAGUYAARAAAGUCCAAUURGGUAARAAAGGUGUUCCAUAYG
UUGUUACCCAC

[1364] GACGGUAGAACYAUCAGAUACCCAG

[1365] SEQ 252 :C. dublininesis 16721

[1366]  CATYACYTTRGAAGCTACYAAYGAACATTTCAGATTAGTWTACGATGTTAAAGGTAAATTYGCYGTTCA
YAGAATCTCTG

[1367]  CTGAAGAAGCTKCCTACAAATTGGGTAAAGTYAAGAAAGTCCAATTRGGTAARAAAGGTGTTCCATACG
TTGTTACCCAC

[1368]  GACGGTAGAACYATCAGATACCCAG

[1369] SEQ 253 :C. dublininesis 16721

[1370]  CAUYACYUURGAAGCUACYAAYGAACAUUUCAGAUUAGUWUACGAUGUUAAAGGUAAAUUYGCYGUUCA
YAGAAUCUCUG

[1371]  CUGAAGAAGCUKCCUACAAAUUGGGUAAAGUYAAGAAAGUCCAAUURGGUAARAAAGGUGUUCCAUACG
UUGUUACCCAC

[1372]  GACGGUAGAACYAUCAGAUACCCAG

[1373]  SEQ 254 :C. dubliniensis 16197

[1374]  CATYACYTTRGAAGCTACYAAYGAACATTTCAGATTAGTWTACGATGTTAAAGGTAAATTYRCYGTTCA
YAGAATCTCTG

[1375]  CTGAAGAAGCTKCCTACAAATTGGGTAAAGTYAARAAAGTCCAATTRGGTAARAAAGGTGTTCCATACG
TTGTTACCCAC

[1376]  GACGGTAGAACYATCAGATACCCAGA

[1377]  SEQ 255 :C. dubliniensis 16197

[1378]  CAUYACYUURGAAGCUACYAAYGAACAUUUCAGAUUAGUWUACGAUGUUAAAGGUAAAUUYRCYGUUCA
YAGAAUCUCUG

[1379]  CUGAAGAAGCUKCCUACAAAUUGGGUAAAGUYAARAAAGUCCAAUURGGUAARAAAGGUGUUCCAUACG
UUGUUACCCAC

[1380]  GACGGUAGAACYAUCAGAUACCCAGA

[1381] SEQ 256 :C. norvegenesis 2145
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[1382]  TATCACTTTAGAAGCAACCAACGAAAACTTCAGATTAATCTACGACATCAAGGGTAGATTCGCAATTCA
CAGAATCACTC

[1383]  CTGAAGAAGCAGCATACAAGTTATGTAAGATCAAGAAGGTCCAATTAGGTAAGAAGGGTATTCCATAYG
TTGTTACACAC

[1384]  GACGGTAGAACYATCAGATACCCAGA

[1385]  SEQ 257 :C. norvegenesis 2145

[1386]  UAUCACUUUAGAAGCAACCAACGAAAACUUCAGAUUAAUCUACGACAUCAAGGGUAGAUUCGCAAUUCA
CAGAAUCACUC

[1387]  CUGAAGAAGCAGCAUACAAGUUAUGUAAGAUCAAGAAGGUCCAAUUAGGUAAGAAGGGUAUUCCAUAYG
UUGUUACACAC

[1388]  GACGGUAGAACYAUCAGAUACCCAGA

[1389] SEQ 258 :C.guilliermondii 23

[1390]  CATCACCTTGGAGGCCACCAACGAGCACTTYAGATTGGTGTACGACGTCAAGGGTAGATTTGCTGTCCA
CAGAATCACCG

[1391]  CTGAGGAGGCTTCCTACAAGTTGGGTAAGGTCAAGAAGGTTCAATTGGGYAAGAGAGGTATTCCATACG
TTGTGACCCAC

[1392]  GACGGTAGAACTATCAGATACCCAGA

[1393] SEQ 259 :C. guilliermondii 23

[1394]  CAUCACCUUGGAGGCCACCAACGAGCACUUYAGAUUGGUGUACGACGUCAAGGGUAGAUUUGCUGUCCA
CAGAAUCACCG

[1395]  CUGAGGAGGCUUCCUACAAGUUGGGUAAGGUCAAGAAGGUUCAAUUGGGYAAGAGAGGUAUUCCAUACG
UUGUGACCCAC

[1396]  GACGGUAGAACUAUCAGAUACCCAGA

[1397]  SEQ 260 :C. guilliermondii 8167

[1398]  ATCACCTTGGAGGCTACCAACGAGCACTTCAGATTGGTGTACGATGTCAAGGGTAGATTTGCTGTCCAC
AGAATCACCGC

[1399]  TGAAGAGGCTTCCTACAAGTTGGGTAAGGTCAAGAAGGTTCAATTGGGTAAGAGAGGTATTCCATACGT
TGTTACCCACG

[1400]  ACGGTAGAACCATCAGATACCCAG

[1401]  SEQ 261 :C.guilliermondii 8167

[1402]  AUCACCUUGGAGGCUACCAACGAGCACUUCAGAUUGGUGUACGAUGUCAAGGGUAGAUUUGCUGUCCAC
AGAAUCACCGC

[1403]  UGAAGAGGCUUCCUACAAGUUGGGUAAGGUCAAGAAGGUUCAAUUGGGUAAGAGAGGUAUUCCAUACGU
UGUUACCCACG

[1404]  ACGGUAGAACCAUCAGAUACCCAG

[1405]  SEQ 262 :C. lusitaniae 64

[1406]  CACCTTGGARGCCACCAACGAAAACTTCAGATTGGTGTACGACATCAAGGGTAGATTCACTGTCCACAG
AATCACCGCTG

[1407]  ARGAAGGTTCCTACAAGTTGGGTAAGGTCAAGAAGATYGCTTTGGGCAAGAAGGCTATCCCATACGTGG
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TTACCCACGAY

[1408]  GGTAGAACTATCAGATACCCAG

[1409]  SEQ 263 :C. lusitaniae 64

[1410]  CACCUUGGARGCCACCAACGAAAACUUCAGAUUGGUGUACGACAUCAAGGGUAGAUUCACUGUCCACAG
AAUCACCGCUG

[1411]  ARGAAGGUUCCUACAAGUUGGGUAAGGUCAAGAAGAUYGCUUUGGGCAAGAAGGCUAUCCCAUACGUGG
UUACCCACGAY

[1412]  GGUAGAACUAUCAGAUACCCAG

[1413] SEQ 264 :C. lipolytica 112

[1414]  CAGATTGGTGTACGACGTCAAGGGTAGATTCGCCGTGCACAGAATCACCGCCGAGGAGTCCACCTACAA
GTTGGCCAAGA

[1415]  TCAAGAAGGTCCAGTTGGGCAAGAAGAGTATCCCCTACGCCGTCACCCACGACGGTAGAACTATCAGAT
ACCCAGA

[1416] SEQ 265 :C. lipolytica 112

[1417]  CAGAUUGGUGUACGACGUCAAGGGUAGAUUCGCCGUGCACAGAAUCACCGCCGAGGAGUCCACCUACAA
GUUGGCCAAGA

[1418]  UCAAGAAGGUCCAGUUGGGCAAGAAGAGUAUCCCCUACGCCGUCACCCACGACGGUAGAACUAUCAGAU
ACCCAGA

[1419]  SEQ 266 :C. lipolytica 31

[1420]  CATCACCTTGGRRGCCACCAACGAAAACTTCAGATTGGTGTACGACATCAAGGGTAGATTCACTGTCCA
CAGAATCACCG

[1421]  CTGAGGAAGGTTCCTACAAGTTGGGTAAGGTCAAGAAGATYGCTTTGGGCAAGAAGGCTATCCCATACG
TGGTTACCCAC

[1422]  GAYGGTAGAACTATCAGATACCCAGA

[1423]  SEQ 267 :C. lipolytica 31

[1424]  CAUCACCUUGGRRGCCACCAACGAAAACUUCAGAUUGGUGUACGACAUCAAGGGUAGAUUCACUGUCCA
CAGAAUCACCG

[1425]  CUGAGGAAGGUUCCUACAAGUUGGGUAAGGUCAAGAAGAUYGCUUUGGGCAAGAAGGCUAUCCCAUACG
UGGUUACCCAC

[1426]  GAYGGUAGAACUAUCAGAUACCCAGA

[1427]  SEQ 268 :C. lipolytica 113

[1428]  TTCAGATTGGTGTACGACGTCAAGGGTAGATTCGCCGTGCACAGAATCACCGCCGAGGAGTCCACCTAC
AAGTTGGCCAA

[1429]  GATCAAGAAGGTCCAGTTGGGCAAGAAGAGTATCCCCTACGCCGTCACCCACGACGGTAGAACTATCAG
ATACCCAGA

[1430] SEQ 269 :C. lipolytica 113

[1431]  UUCAGAUUGGUGUACGACGUCAAGGGUAGAUUCGCCGUGCACAGAAUCACCGCCGAGGAGUCCACCUAC
AAGUUGGCCAA

[1432]  GAUCAAGAAGGUCCAGUUGGGCAAGAAGAGUAUCCCCUACGCCGUCACCCACGACGGUAGAACUAUCAG
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AUACCCAGA

[1433] SEQ 270 :C. rugosa 85

[1434]  CTTGAGCTACCAACGAAAACTTCASMTTGATCTACGACGTCAAGGGTAGATTTGCCGTCCACAGAATCA
CCGCTGAAGAA

[1435]  GCTTCGTACAAGTTGGSYAAGGTYAAGTCCGTCCAATTGGGYAAGMGMSKKATYCCTTACGCYGTTACY
CACGAYGGTAG

[1436]  AACTATCAGATACCCAGA

[1437] SEQ 271 :C. rugosa 85

[1438]  CUUGAGCUACCAACGAAAACUUCASMUUGAUCUACGACGUCAAGGGUAGAUUUGCCGUCCACAGAAUCA
CCGCUGAAGAA

[1439]  GCUUCGUACAAGUUGGSYAAGGUYAAGUCCGUCCAAUUGGGYAAGMGMSKKAUYCCUUACGCYGUUACY
CACGAYGGUAG

[1440]  AACUAUCAGAUACCCAGA

[1441] SEQ 272 :C. rugosa 613

[1442]  CCTTGGAAGCTACCAACGAAAACTTCAGATTGATCTACGACGTCAAGGGTAGATTTGCCGTCCACAGAA
TCACCGCTGAA

[1443]  GAAGCTTCGTACAAGTTGGSYAAGGTYAAGTCCGTCCAATTGGGYAAGMGMSKKATTCCTTACGCYGTT
ACYCACGAYGG

[1444]  TAGAACYATCAGATACCCAGA

[1445] SEQ 273 :C.rugosa 613

[1446]  CCUUGGAAGCUACCAACGAAAACUUCAGAUUGAUCUACGACGUCAAGGGUAGAUUUGCCGUCCACAGAA
UCACCGCUGAA

[1447]  GAAGCUUCGUACAAGUUGGSYAAGGUYAAGUCCGUCCAAUUGGGYAAGMGMSKKAUUCCUUACGCYGUU
ACYCACGAYGG

[1448]  UAGAACYAUCAGAUACCCAGA

[1449] SEQ 274 :C. rugosa 41

[1450]  CATCTCGCTTGAAGCCACCAACGAAAACTTCAGATTGATCTACGACGTCAAGGGTAGATTTGCCGTCCA
CAGAATCACCG

[1451]  CYGAAGWGGCYTCGTACAAGTTGGSYAAGGTYAAGTCCGTCCAATTGGGYAAGMGMSKKATYCCTTACG
CYGTYACYCAC

[1452]  GACGGTAGAACTAYCAGATACCCAG

[1453] SEQ 275 :C. rugosa 41

[1454]  CAUCUCGCUUGAAGCCACCAACGAAAACUUCAGAUUGAUCUACGACGUCAAGGGUAGAUUUGCCGUCCA
CAGAAUCACCG

[1455]  CYGAAGWGGCYUCGUACAAGUUGGSYAAGGUYAAGUCCGUCCAAUUGGGYAAGMGMSKKAUYCCUUACG
CYGUYACYCAC

[1456]  GACGGUAGAACUAYCAGAUACCCAG

[1457] SEQ 276 :C. rugosa 44

[1458]  TCGCTTGAGCCACCAACGAAAACTTCAGATTGATCTACGACGTCAAGGGTAGATTTGCCGTCCACAGAA
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TCACCGCTGAA

[1459]  GAGGCYTCGTACAAGTTGGSYAAGGTYAAGTCCGTCCAATTGGGYAAGMGMSKKATYCCTTACGCYGTY
ACYCACGACGG

[1460]  TAGAACTATCAGATACCCAG

[1461] SEQ 277 :C. rugosa 44

[1462]  UCGCUUGAGCCACCAACGAAAACUUCAGAUUGAUCUACGACGUCAAGGGUAGAUUUGCCGUCCACAGAA
UCACCGCUGAA

[1463]  GAGGCYUCGUACAAGUUGGSYAAGGUYAAGUCCGUCCAAUUGGGYAAGMGMSKKAUYCCUUACGCYGUY
ACYCACGACGG

[1464]  UAGAACUAUCAGAUACCCAG

[1465] SEQ 278 :C. rugosa 46

[1466]  TCGCTTGAGCCACCAACGAAAACTTCAGATTGATCTACGACGTCAAGGGTAGATTTGCCGTCCACAGAA
TCACCGCTGAA

[1467]  GAGGCYTCGTACAAGTTGGSYAAGGTYAAGTCCGTCCAATTGGGYAAGMGMSKKATYCCTTACGCYGTY
ACYCACGACGG

[1468]  TAGAACTATCAGATACCCAG

[1469] SEQ 279 :C. rugosa 46

[1470]  UCGCUUGAGCCACCAACGAAAACUUCAGAUUGAUCUACGACGUCAAGGGUAGAUUUGCCGUCCACAGAA
UCACCGCUGAA

[1471]  GAGGCYUCGUACAAGUUGGSYAAGGUYAAGUCCGUCCAAUUGGGYAAGMGMSKKAUYCCUUACGCYGUY
ACYCACGACGG

[1472]  UAGAACUAUCAGAUACCCAG

[1473]  SEQ 280 :C. famata 1

[1474]  CATCACTTTAGAAGCYACCAACGAACACTTCAGATTAATCTAYGAYGTCAAGGGTAGATTCACTGTYCA
CAGAATCACCG

[1475]  CYGAAGAAGCTTCTTACAAGTTAGCTAAGGTYAAGAAGGTYCAATTAGGTAAGAGWGGTATTCCATACG
TTGTYACCCAC

[1476]  GATGGTAGAACTATCAGATACCCAG

[1477]  SEQ 281 :C. famata 1

[1478]  CAUCACUUUAGAAGCYACCAACGAACACUUCAGAUUAAUCUAYGAYGUCAAGGGUAGAUUCACUGUYCA
CAGAAUCACCG

[1479]  CYGAAGAAGCUUCUUACAAGUUAGCUAAGGUYAAGAAGGUYCAAUUAGGUAAGAGWGGUAUUCCAUACG
UUGUYACCCAC

[1480]  GAUGGUAGAACUAUCAGAUACCCAG

[1481]  SEQ 282 :C. famata 2

[1482]  CATCACYTTAGAAGCYACCAACGAACACTTCAGATTRATCTATGAYGTCAAGGGTAGATTCACTGTCCA
CAGAATCACYG

[1483]  CTGAAGAAGCTTCTTACAAGTTAGCYAAGGTCAAGAAGGTCCAATTAGGTAAGAGAGGTATTCCATACG
YTGTYACWCAC
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[1484]  GAYGGTAGAACTATCAGATACCCAG

[1485]  SEQ 283 :C. famata 2

[1486]  CAUCACYUUAGAAGCYACCAACGAACACUUCAGAUURAUCUAUGAYGUCAAGGGUAGAUUCACUGUCCA
CAGAAUCACYG

[1487]  CUGAAGAAGCUUCUUACAAGUUAGCYAAGGUCAAGAAGGUCCAAUUAGGUAAGAGAGGUAUUCCAUACG
YUGUYACWCAC

[1488]  GAYGGUAGAACUAUCAGAUACCCAG

[1489]  SEQ 284 :C. famata 3

[1490]  CATCACTTTAGAAGCYACCAACGAACACTTCAGATTAATCTAYGAYGTCAAGGGTAGATTCACTGTYCA
CAGAATCACCG

[1491]  CYGAAGAAGCTTCTTACAAGTTAGCTAAGGTYAAGAAGGTYCAATTAGGTAAGAGRGGTATTCCATACG
TTGTYACCCAC

[1492]  GATGGTAGAACTATCAGATACCCAG

[1493]  SEQ 285 :C. famata 3

[1494]  CAUCACUUUAGAAGCYACCAACGAACACUUCAGAUUAAUCUAYGAYGUCAAGGGUAGAUUCACUGUYCA
CAGAAUCACCG

[1495]  CYGAAGAAGCUUCUUACAAGUUAGCUAAGGUYAAGAAGGUYCAAUUAGGUAAGAGRGGUAUUCCAUACG
UUGUYACCCAC

[1496]  GAUGGUAGAACUAUCAGAUACCCAG

[1497]  SEQ 286 :C. famata 4

[1498]  CATCACYTTAGAAGCYACCAACGAACACTTCAGATTRATCTATGAYGTCAAGGGTAGATTCACTGTCCA
CAGAATCACYG

[1499]  CTGAAGAAGCTTCTTACAAGTTAGCYAAGGTCAAGAAGGTCCAATTAGGTAAGAGAGGTATTCCATAYG
YTGTYACWCAC

[1500]  GAYGGTAGAACTATCAGATACCCAG

[1501]  SEQ 287 :C. famata 4

[1502]  CAUCACYUUAGAAGCYACCAACGAACACUUCAGAUURAUCUAUGAYGUCAAGGGUAGAUUCACUGUCCA
CAGAAUCACYG

[1503]  CUGAAGAAGCUUCUUACAAGUUAGCYAAGGUCAAGAAGGUCCAAUUAGGUAAGAGAGGUAUUCCAUAYG
YUGUYACWCAC

[1504]  GAYGGUAGAACUAUCAGAUACCCAG

[1505]  SEQ 288 :C. famata 5

[1506]  CATCACTTTAGAAGCYACCAACGAACACTTCAGATTRATCTATGAYGTCAAGGGTAGATTCACTGTCCA
CAGAATCACYG

[1507]  CTGAAGAAGCTTCTTACAAGTTAGCYAAGGTCAAGAAGGTCCAATTAGGTAAGAGAGGTATTCCATACG
TTGTYACMCAC

[1508]  GAYGGTAGAACTATCAG

[1509]  SEQ 289 :C. famata 5

[1510]  CAUCACUUUAGAAGCYACCAACGAACACUUCAGAUURAUCUAUGAYGUCAAGGGUAGAUUCACUGUCCA
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CAGAAUCACYG

[1511]  CUGAAGAAGCUUCUUACAAGUUAGCYAAGGUCAAGAAGGUCCAAUUAGGUAAGAGAGGUAUUCCAUACG
UUGUYACMCAC

[1512]  GAYGGUAGAACUAUCAG

[1513]  SEQ 290 :C. haemuloni 52

[1514]  CACCTTGGAGGCCACCAACGAGAACTTCAGATTGGTGTACGATGTCAAGGGTAGATTCACTGTCCACAG
AATCACCGCTG

[1515]  AGGAGGCTTCCTACAAGCTCGGTAAGGTCARGAAGATCGCTTTGGGTAAGAGAGGTGTTCCATACGTTG
TCACCCACGAC

[1516]  GGTAGAACTATCAGATACCCAG

[1517]  SEQ 291 :C. haemuloni 52

[1518]  CACCUUGGAGGCCACCAACGAGAACUUCAGAUUGGUGUACGAUGUCAAGGGUAGAUUCACUGUCCACAG
AAUCACCGCUG

[1519]  AGGAGGCUUCCUACAAGCUCGGUAAGGUCARGAAGAUCGCUUUGGGUAAGAGAGGUGUUCCAUACGUUG
UCACCCACGAC

[1520]  GGUAGAACUAUCAGAUACCCAG

[1521]  SEQ 292 :C. haemulonii 53

[1522]  CACCTTGGAGGCCACCAACGAGAACTTCAGATTGGTGTACGAYGTCAAGGGTAGATTCACTGTCCACAG
AATCACCGCTG

[1523]  AGGAGGCTTCTTACAAGCTCGGTAAGGTCAGAAAGATCGCYTTGGGTAAGAGAGGTATYCCATACGTTG
TCACCCACGAC

[1524]  GGTAGAACTATCAGATACCCAG

[1525]  SEQ 293 :C. haemulonii 53

[1526]  CACCUUGGAGGCCACCAACGAGAACUUCAGAUUGGUGUACGAYGUCAAGGGUAGAUUCACUGUCCACAG
AAUCACCGCUG

[1527]  AGGAGGCUUCUUACAAGCUCGGUAAGGUCAGAAAGAUCGCYUUGGGUAAGAGAGGUAUYCCAUACGUUG
UCACCCACGAC

[1528]  GGUAGAACUAUCAGAUACCCAG

[1529]  SEQ 294 :C.pulcherrima 36

[1530]  GATCACTTTGGAGGCYACCAACGAGAACTTYAGATTGATCTAYGACGTVAAGGGTAGATTYACTGTGCA
CAGAATCACSR

[1531]  CCGAGGAGGSCTCKTACAAGTTGGGYAAGGTCAGAAAGATCGCCTTGGGYAAGAGAGGYGTKCCTTACG
CYGTSACCCAC

[1532]  GACGGTAGAACTATCAGATACCCAG

[1533]  SEQ 295 :C.pulcherrima 36

[1534]  GAUCACUUUGGAGGCYACCAACGAGAACUUYAGAUUGAUCUAYGACGUVAAGGGUAGAUUYACUGUGCA
CAGAAUCACSR

[1535]  CCGAGGAGGSCUCKUACAAGUUGGGYAAGGUCAGAAAGAUCGCCUUGGGYAAGAGAGGYGUKCCUUACG
CYGUSACCCAC
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[1536]  GACGGUAGAACUAUCAGAUACCCAG

[1537]  SEQ 296 :C. pulcherrima 37

[1538]  GATCACTTTGGAGGCYACCAACGAGAACTTCAGATTGATCTAYGACGTMAAGGGTAGATTYACTGTGCA
CAGAATCACCG

[1539]  CCGAGGAGGSCTCKTACAAGTTGGGYAAGGTCAGAAAGATYGCCTTGGGYAAGAGAGGYGTKCCTTACG
CYGTVACYCAC

[1540]  GACGGTAGAACTATCAGATACCCAG

[1541]  SEQ 297 :C.pulcherrima 37

[1542]  GAUCACUUUGGAGGCYACCAACGAGAACUUCAGAUUGAUCUAYGACGUMAAGGGUAGAUUYACUGUGCA
CAGAAUCACCG

[1543]  CCGAGGAGGSCUCKUACAAGUUGGGYAAGGUCAGAAAGAUYGCCUUGGGYAAGAGAGGYGUKCCUUACG
CYGUVACYCAC

[1544]  GACGGUAGAACUAUCAGAUACCCAG

[1545]  SEQ 298 :C.pulcherrima 38

[1546]  GATCACTTTGGAGGCYACCAACGAGAACTTYAGATTGATCTAYGACGTVAAGGGTAGATTYACTGTGCA
CAGAATCACCG

[1547]  CCGAGGAGGSCTCKTACAAGTTGGGYAAGGTCAGAAAGATCGCCTTGGGYAAGAGAGGYGTKCCTTACG
CYGTSACYCAC

[1548]  GACGGTAGAACTATCAGATACCCAG

[1549]  SEQ 299 :C. pulcherrima 38

[1550]  GAUCACUUUGGAGGCYACCAACGAGAACUUYAGAUUGAUCUAYGACGUVAAGGGUAGAUUYACUGUGCA
CAGAAUCACCG

[1551]  CCGAGGAGGSCUCKUACAAGUUGGGYAAGGUCAGAAAGAUCGCCUUGGGYAAGAGAGGYGUKCCUUACG
CYGUSACYCAC

[1552]  GACGGUAGAACUAUCAGAUACCCAG

[1553]  SEQ 300 :C. pulcherrima 39

[1554]  GATCACTTTGGAGGCCACCAACRAGAACTTCAGATTGATCTAYGACGTMAAGGGTAGATTCACYGTGCA
CAGAATCACCG

[1555]  CCGAGGAGGCCTCKTACAAGTTGGGYAAGGTCAGAAAGATCGCCTTGGGYAAGAGAGGYGTKCCTTACG
CYGTMACYCAC

[1556]  GACGGTAGAACTATCAGATACCCAG

[1557]  SEQ 301 :C. pulcherrima 39

[1558]  GAUCACUUUGGAGGCCACCAACRAGAACUUCAGAUUGAUCUAYGACGUMAAGGGUAGAUUCACYGUGCA
CAGAAUCACCG

[1559]  CCGAGGAGGCCUCKUACAAGUUGGGYAAGGUCAGAAAGAUCGCCUUGGGYAAGAGAGGYGUKCCUUACG
CYGUMACYCAC

[1560]  GACGGUAGAACUAUCAGAUACCCAG

[1561]  SEQ 302 :C. pulcherrima 40

[1562]  GATCACTTTGGAGGCCACCAACGAGAACTTYAGATTGATCTAYGACGTSAAGGGTAGATTYACTGTGCA
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CAGAATCACCG

[1563]  CCGAGGAGGSCTCKTACAAGTTGGGYAAGGTCAGAAAGATYGCCTTGGGYAAGAGWGGYGTKCCTTACG
CYGTSACYCAC

[1564]  GACGGTAGAACTATCAGATACCCAG

[1565]  SEQ 303 :C.pulcherrima 40

[1566]  GAUCACUUUGGAGGCCACCAACGAGAACUUYAGAUUGAUCUAYGACGUSAAGGGUAGAUUYACUGUGCA
CAGAAUCACCG

[1567]  CCGAGGAGGSCUCKUACAAGUUGGGYAAGGUCAGAAAGAUYGCCUUGGGYAAGAGWGGYGUKCCUUACG
CYGUSACYCAC

[1568]  GACGGUAGAACUAUCAGAUACCCAG

[1569]  SEQ 304 :C.utilis 50

[1570]  CTTGGAGGCCACCAACGAGAACTTCAGATTGGTCTACGATGTCAAGGGTAGATTTGCTGTCCACAGAAT
CACCGATGATG

[1571]  AAGCTTCTTACAAGCTTGCTAAGGTCAAGAAGGTTCAATTGGGTAAGAGAGGTATCCCATACGTTGTTA
CCCACGACGGT

[1572]  AGAACTATCAGATACCCAG

[1573]  SEQ 305 :C.utilis 50

[1574]  CUUGGAGGCCACCAACGAGAACUUCAGAUUGGUCUACGAUGUCAAGGGUAGAUUUGCUGUCCACAGAAU
CACCGAUGAUG

[1575]  AAGCUUCUUACAAGCUUGCUAAGGUCAAGAAGGUUCAAUUGGGUAAGAGAGGUAUCCCAUACGUUGUUA
CCCACGACGGU

[1576]  AGAACUAUCAGAUACCCAG

[1577]  SEQ 306 :C.utilis 51

[1578]  CTTGGAGGCCACCAACGAGAACTTCAGATTGGTCTACGATGTCAAGGGTAGATTTGCTGTCCACAGAAT
CACCGATGATG

[1579]  AAGCTTCTTACAAGCTTGCTAAGGTCAAGAAGGTTCARTTGGGTAAGAGAGGTATCCCATACGTTGTTA
CCCACGACGGT

[1580]  AGAACTATCAGATACCCAG

[1581]  SEQ 307 :C.utilis 51

[1582]  CUUGGAGGCCACCAACGAGAACUUCAGAUUGGUCUACGAUGUCAAGGGUAGAUUUGCUGUCCACAGAAU
CACCGAUGAUG

[1583]  AAGCUUCUUACAAGCUUGCUAAGGUCAAGAAGGUUCARUUGGGUAAGAGAGGUAUCCCAUACGUUGUUA
CCCACGACGGU

[1584]  AGAACUAUCAGAUACCCAG

[1585]  SEQ 308 :C. kefyr 59

[1586]  CACCTTGGACRCTACCAAMGAAAACTTCAGATTGGTCTACGACGTTAAGGGTAGATTCGCTGTCCACCG
TATCACCGACG

[1587]  AAGAAGCTTCTTACAAATTGGGTAAGGTCAGAAAGGTCCAACTAGGTAAGAAGGGTATTCCATACGTTG
TTACCCACGAC
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[1588]  GGTAGAACTATCAGATACCCAG

[1589]  SEQ 309 :C. kefyr 59

[1590]  CACCUUGGACRCUACCAAMGAAAACUUCAGAUUGGUCUACGACGUUAAGGGUAGAUUCGCUGUCCACCG
UAUCACCGACG

[1591]  AAGAAGCUUCUUACAAAUUGGGUAAGGUCAGAAAGGUCCAACUAGGUAAGAAGGGUAUUCCAUACGUUG
UUACCCACGAC

[1592]  GGUAGAACUAUCAGAUACCCAG

[1593]  SEQ 310 :C. kefyr 3898

[1594]  TGTCACCTTGGACGCTACCAACGAAAACTTCAGATTGGTCTACGACGTTAAGGGTAGATTCGCTGTCCA
CCGTATCACCG

[1595]  ACGAAGAAGCTTCTTACAAATTGGGTAAGGTCAGAAAGGTCCAACTAGGTAAGAAGGGTATTCCATACG
TTGTTACCCAC

[1596]  GACGGTAGAACYATCAGATACCCAG

[1597]  SEQ 311 :C. kefyr 3898

[1598]  UGUCACCUUGGACGCUACCAACGAAAACUUCAGAUUGGUCUACGACGUUAAGGGUAGAUUCGCUGUCCA
CCGUAUCACCG

[1599]  ACGAAGAAGCUUCUUACAAAUUGGGUAAGGUCAGAAAGGUCCAACUAGGUAAGAAGGGUAUUCCAUACG
UUGUUACCCAC

[1600]  GACGGUAGAACYAUCAGAUACCCAG

[1601]  SEQ 312 :C. viswanathii 92

[1602]  CATCACCTTGGAAGCCACCAACGAACACTTCAGATTGGTCTACGACGTCAAGGGTAGATTTGCTGTCCA
CAGAATCTCCG

[1603]  CTGAAGAAGCYTCCTACAAGTTGGGCAAGGTCAAGAAGGTTGCYTTGGGTAAGAAGGGTGTTCCTTACG
TTGTCACCCAC

[1604]  GACGGTAGAACTATCAGATACCCAGA

[1605] SEQ 313 :C. viswanathii 92

[1606]  CAUCACCUUGGAAGCCACCAACGAACACUUCAGAUUGGUCUACGACGUCAAGGGUAGAUUUGCUGUCCA
CAGAAUCUCCG

[1607]  CUGAAGAAGCYUCCUACAAGUUGGGCAAGGUCAAGAAGGUUGCYUUGGGUAAGAAGGGUGUUCCUUACG
UUGUCACCCAC

[1608]  GACGGUAGAACUAUCAGAUACCCAGA

[1609] SEQ 314 :C. viswanathii 93

[1610]  YAYTACTTTGGAAGCCACYAATGAAAACTTTAGATTGATTTACGATGTCAAAGGTAGATTTGCTGTCCA
CAGAATCTCAG

[1611]  CTGAAGAAGCCACTTACAAATTGGGTAAAGTCAAGAGAGTCCAATTGGGTAAGAAGGGAATCCCATACG
TTGTCACCCAC

[1612]  GATGGTAGAACTATCAGATACCCAGA

[1613]  SEQ 315 :C. viswanathii 93

[1614]  YAYUACUUUGGAAGCCACYAAUGAAAACUUUAGAUUGAUUUACGAUGUCAAAGGUAGAUUUGCUGUCCA
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CAGAAUCUCAG

[1615]  CUGAAGAAGCCACUUACAAAUUGGGUAAAGUCAAGAGAGUCCAAUUGGGUAAGAAGGGAAUCCCAUACG
UUGUCACCCAC

[1616]  GAUGGUAGAACUAUCAGAUACCCAGA

[1617]  SEQ 316 :C. zeylanoides 74

[1618]  TCTTGAGGCTACCAACGAGCACTTCAGATTGGTGTACGACGTCAAGGGTAGATTCGCCGTGCACAGAAT
CACCGCCGAGG

[1619]  AGTCCACCTACAAGTTGGCCAAGATCAAGAAGGTCCAGTTGGGCAAGAAGAGTATCCCCTACGCCGTCA
CCCACGACGGT

[1620]  AGAACTATCAGATACCCAGA

[1621]  SEQ 317 :C. zeylanoides 74

[1622]  UCUUGAGGCUACCAACGAGCACUUCAGAUUGGUGUACGACGUCAAGGGUAGAUUCGCCGUGCACAGAAU
CACCGCCGAGG

[1623]  AGUCCACCUACAAGUUGGCCAAGAUCAAGAAGGUCCAGUUGGGCAAGAAGAGUAUCCCCUACGCCGUCA
CCCACGACGGU

[1624]  AGAACUAUCAGAUACCCAGA

[1625] SEQ 318 :C. zeylanoides 67

[1626]  TCTCTCTTGAGCCACCAAYGAGCACTTCAGATTGGTGTAYGACGTMAAGGGTAGATTYGCYGTGCACAG
AATCACCGCKG

[1627]  AGGAGTCSAMYTACAAGTTGGCCAARATCAAGAAGGTKCASTTRGGCAAGAARAGCATCCCYTACGCYG
TCACCCAYGAY

[1628]  GGYAGAACTATCAGATACCCAG

[1629]  SEQ 319 :C. zeylanoides 67

[1630]  UCUCUCUUGAGCCACCAAYGAGCACUUCAGAUUGGUGUAYGACGUMAAGGGUAGAUUYGCYGUGCACAG
AAUCACCGCKG

[1631]  AGGAGUCSAMYUACAAGUUGGCCAARAUCAAGAAGGUKCASUURGGCAAGAARAGCAUCCCYUACGCYG
UCACCCAYGAY

[1632]  GGYAGAACUAUCAGAUACCCAG

[1633]  SEQ 320 :C. zeylanoides 69

[1634]  TCTCTCTTGAGCCACCAAYGAGCACTTCAGATTGGTGTAYGACGTMAAGGGTAGATTYGCYGTGCACAG
AATCACCGCSG

[1635]  AGGAGTCSAMYTACAAGTTGGCCAARATCAAGAAGGTKCASTTRGGCAAGAARAGCATCCCYTACGCYG
TCACCCAYGAY

[1636]  GGYAGAACTATCAGATACCCAG

[1637]  SEQ 321 :C. zeylanoides 69

[1638]  UCUCUCUUGAGCCACCAAYGAGCACUUCAGAUUGGUGUAYGACGUMAAGGGUAGAUUYGCYGUGCACAG
AAUCACCGCSG

[1639]  AGGAGUCSAMYUACAAGUUGGCCAARAUCAAGAAGGUKCASUURGGCAAGAARAGCAUCCCYUACGCYG
UCACCCAYGAY
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[1640]  GGYAGAACUAUCAGAUACCCAG

[1641] SEQ 322 :C. zeylanoides 68

[1642]  TCTCTCTTGAGCCWCCAACGAGCACTTCAGATTGGTGTACGACGTCAAGGGTAGATTCGCCGTGCACAG
AATCACCGCCG

[1643]  AGGAGTCCACCTACAAGTTGGCCAAGATCAAGAAGGTCCAGTTGGGCAAGAAGAGTATCCCCTACGCCG
TCACCCACGAC

[1644]  GGTAGAACTATCAGATACCCAG

[1645] SEQ 323 :C.zeylanoides 68

[1646]  UCUCUCUUGAGCCWCCAACGAGCACUUCAGAUUGGUGUACGACGUCAAGGGUAGAUUCGCCGUGCACAG
AAUCACCGCCG

[1647]  AGGAGUCCACCUACAAGUUGGCCAAGAUCAAGAAGGUCCAGUUGGGCAAGAAGAGUAUCCCCUACGCCG
UCACCCACGAC

[1648]  GGUAGAACUAUCAGAUACCCAG

[1649] SEQ 324 :C. zeylanoides 70

[1650]  CTACCAACRAACACTTCAGATTGATTTACGATGTTAAAGGTAAATTCGCTGTTCACAGAATTTCTGCTG
AAGAAGCTTCT

[1651]  TACAAATTAGGTAAAGTCAAGAAGGTTCAATTAGGTAAAAAAGGTGTTCCATACGTTGTCACCCACGAT
GGTAGAACTAT

[1652]  CAGATACCCAG

[1653] SEQ 325 :C. zeylsnoides 70

[1654]  CUACCAACRAACACUUCAGAUUGAUUUACGAUGUUAAAGGUAAAUUCGCUGUUCACAGAAUUUCUGCUG
AAGAAGCUUCU

[1655]  UACAAAUUAGGUAAAGUCAAGAAGGUUCAAUUAGGUAAAAAAGGUGUUCCAUACGUUGUCACCCACGAU
GGUAGAACUAU

[1656]  CAGAUACCCAG

[1657]  SEQ 326 :A. fumigatus2204

[1658]  GTCGCTCAGCGCCGCATCCTGCCCCGCCCCAAGCGCTCTGTCAACTCCCGCACCAACCAGAAGCAGAAG
CGTCCTCGCTC

[1659]  TCGCACCCTGACCGCTGTCCACGACGCCATCCTCAACGACCTCGTTTACCCCGTCGAGATCGTCGGCAA
GCGTATCCGCA

[1660]  CCAAGGAGGACGGCAGCAAGACTCTCAAGGTCGTTCTGGACGAGAAGGAGCGTGGTGGTGTTGACCACA
GACTCGATGCC

[1661]  TACGGCGAGGTTTACCGCCGACTAACCGGCCGCTCTGTTGTTTTCGAGTTCCCCCAGAG

[1662]  SEQ 327 :A. fumigatus2204

[1663]  GUCGCUCAGCGCCGCAUCCUGCCCCGCCCCAAGCGCUCUGUCAACUCCCGCACCAACCAGAAGCAGAAG
cGuccucecuc

[1664]  UCGCACCCUGACCGCUGUCCACGACGCCAUCCUCAACGACCUCGUUUACCCCGUCGAGAUCGUCGGCAA
GCGUAUCCGCA

[1665]  CCAAGGAGGACGGCAGCAAGACUCUCAAGGUCGUUCUGGACGAGAAGGAGCGUGGUGGUGUUGACCACA
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GACUCGAUGCC

[1666]  UACGGCGAGGUUUACCGCCGACUAACCGGCCGCUCUGUUGUUUUCGAGUUCCCCCAGAG

[1667]  SEQ 328 :A. fumigatusb062

[1668]  CGTCGCTCAGCGCCGCATCCTGCCCCGCCCCAAGCGCTCTGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGTCCTCGCT

[1669]  CTCGCACCCTGACCGCTGTCCACGACGCCATCCTCACCGACCTCGTTTACCCCGTCGAGATCGTCGGCA
AGCGTATCCGC

[1670]  ACCAAGGAGGACGGCAGCAAGACTCTCAAGGTCATCCTGGACGAGAAGGAGCGTGGTGGTGTTGACCAC
AGACTCGATGC

[1671]  CTACGGCGAGGTTTACCGCCGACTAACCGGCCGCTCTGTTGTCTTCGAGTTCCCCCAGAG

[1672]  SEQ 329 :A. fumigatus5062

[1673]  CGUCGCUCAGCGCCGCAUCCUGCCCCGCCCCAAGCGCUCUGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGUCCUCGCU

[1674]  CUCGCACCCUGACCGCUGUCCACGACGCCAUCCUCACCGACCUCGUUUACCCCGUCGAGAUCGUCGGCA
AGCGUAUCCGC

[1675]  ACCAAGGAGGACGGCAGCAAGACUCUCAAGGUCAUCCUGGACGAGAAGGAGCGUGGUGGUGUUGACCAC
AGACUCGAUGC

[1676]  CUACGGCGAGGUUUACCGCCGACUAACCGGCCGCUCUGUUGUCUUCGAGUUCCCCCAGAG

[1677]  SEQ 330 :A. fumigatus133. 61

[1678]  TGTTGCTCAGCGCCGCATCCTGCCCCGCCCTAAGCGCTCTGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGTCCTCGCT

[1679]  CTCGCACCCTGACCGCTGTCCACGACGCCATCCTCAACGACCTCGTTTACCCCGTCGAGATCGTCGGCA
AGCGTATCCGC

[1680]  ACCAAGGAGGACGGCAGCAAGACTCTCAAGGTCATCCTGGACGAGAAGGAGCGTGGTGGTGTTGACCAC
AGACTCGATGC

[1681]  CTACGGCGAGGTTTACCGCCGACTAACCGGCCGCTCTGTTGTCTTCGAGTTCCCCCAGAG

[1682]  SEQ 331 :A. fumigatus133. 61

[1683]  UGUUGCUCAGCGCCGCAUCCUGCCCCGCCCUAAGCGCUCUGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGUCCUCGCU

[1684]  CUCGCACCCUGACCGCUGUCCACGACGCCAUCCUCAACGACCUCGUUUACCCCGUCGAGAUCGUCGGCA
AGCGUAUCCGC

[1685]  ACCAAGGAGGACGGCAGCAAGACUCUCAAGGUCAUCCUGGACGAGAAGGAGCGUGGUGGUGUUGACCAC
AGACUCGAUGC

[1686]  CUACGGCGAGGUUUACCGCCGACUAACCGGCCGCUCUGUUGUCUUCGAGUUCCCCCAGAG

[1687]  SEQ 332 :A. fumigatus419. 64

[1688]  TGTTGCTCAGCGCCGCATCCTGCCCCGCCCTAAGCGCTCTGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGTCCTCGCT

[1689]  CTCGCACCCTGACCGCTGTCCACGACGCCATCCTCAACGACCTCGTTTACCCCGTCGAGATCGTCGGCA
AGCGTATCCGC
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[1690]  ACCAAGGAGGACGGCAGCAAGACTCTCAAGGTCATCCTGGACGAGAAGGAGCGTGGTGGTGTTGACCAC
AGACTCGATGC

[1691]  CTACGGCGAGGTTTACCGCCGACTAACCGGCCGCTCTGTTATCTTCGAGTTCCCCCAGAG

[1692]  SEQ 333 :A. fumigatus419. 64

[1693]  UGUUGCUCAGCGCCGCAUCCUGCCCCGCCCUAAGCGCUCUGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGuccucGCU

[1694] CUCGCACCCUGACCGCUGUCCACGACGCCAUCCUCAACGACCUCGUUUACCCCGUCGAGAUCGUCGGCA
AGCGUAUCCGC

[1695]  ACCAAGGAGGACGGCAGCAAGACUCUCAAGGUCAUCCUGGACGAGAAGGAGCGUGGUGGUGUUGACCAC
AGACUCGAUGC

[1696] CUACGGCGAGGUUUACCGCCGACUAACCGGCCGCUCUGUUAUCUUCGAGUUCCCCCAGAG

[1697]  SEQ 334 :A. terreus2729

[1698]  CGTTGCTCAGCGCCGCATCCTGCCCCGCCCCAAGCGCTCTGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGTCCCCGTT

[1699]  CCCGCACTCTGACGGCCGTCCACGACGCCATCCTCACCGACCTCGTCTACCCCGTCGAGATCGTCGGCA
AGCGCATCCGC

[1700]  ACCAAGGAGGACGGCTCCAAGACCCTCAAGGTCATCCTCGACGAGAAGGAGCGCGGCGGTGTCGACCAC
CGCCTCGATGC

[1701]  CTACGGCGAGGTCTACCGTCGTCTCACCGGCCGTGCCGTCGTCTTCGAGTTCCCCCAGAG

[1702]  SEQ 335 :A. terreus2729

[1703]  CGUUGCUCAGCGCCGCAUCCUGCCCCGCCCCAAGCGCUCUGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGUCCCCGUU

[1704] CCCGCACUCUGACGGCCGUCCACGACGCCAUCCUCACCGACCUCGUCUACCCCGUCGAGAUCGUCGGCA
AGCGCAUCCGC

[1705]  ACCAAGGAGGACGGCUCCAAGACCCUCAAGGUCAUCCUCGACGAGAAGGAGCGCGGCGGUGUCGACCAC
CGCCUCGAUGC

[1706]  CUACGGCGAGGUCUACCGUCGUCUCACCGGCCGUGCCGUCGUCUUCGAGUUCCCCCAGAG

[1707]  SEQ 336 :A. flavus108. 30

[1708]  CGTCGCTCAGCGCCGCATCCTGCCCAAGCCCAAGCGCTCTGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGTCCCCGTT

[1709]  CCCGCACTCTGACTGCTGTCCACGACGCCATCCTCGGCGACCTGGTCTACCCCGTTGAGATCGTCGGCA
AGCGCATCCGC

[1710]  ACCAAGGAGGATGGCAGCAAGACCCTCAAGGTCATCCTGGATGAGAAGGAGCGTGGTGGTGTTGACCAC
CGTCTCGATGC

[1711]  CTACGGCGAGGTCTACCGCCGTTTGACCGGCCGCAACGTCGTCTTCGAGTTCCCCCAGAG

[1712]  SEQ 337 :A. flavus108. 30

[1713]  CGUCGCUCAGCGCCGCAUCCUGCCCAAGCCCAAGCGCUCUGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGUCCCCGUU

[1714]  CCCGCACUCUGACUGCUGUCCACGACGCCAUCCUCGGCGACCUGGUCUACCCCGUUGAGAUCGUCGGCA
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AGCGCAUCCGC

[1715]  ACCAAGGAGGAUGGCAGCAAGACCCUCAAGGUCAUCCUGGAUGAGAAGGAGCGUGGUGGUGUUGACCAC
CGUCUCGAUGC

[1716]  CUACGGCGAGGUCUACCGCCGUUUGACCGGCCGCAACGUCGUCUUCGAGUUCCCCCAGAG

[1717]  SEQ 338 :A. flavus117.62

[1718]  CGTCGCTCAGCGCCGCATCCTGCCCAAGCCCAAGCGCTCTGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGTCCCCGTT

[1719]  CCCGCACTCTGACTGCTGTCCACGACGCCATCCTCGGCGACCTGGTCTACCCCGTTGAGATCGTCGGCA
AGCGCATCCGC

[1720]  ACCAAGGAGGACGGCAGCAAGACCCTCAAGGTCATCCTGGATGAGAAGGAGCGTGGTGGTGTTGACCAC
CGTCTCGATGC

[1721]  CTACGGCGAGGTCTACCGCCGTTTGACCGGCCGCAACGTCGTCTTCGAGTTCCCCCAGAG

[1722]  SEQ 339 :A. flavusl17. 62

[1723]  CGUCGCUCAGCGCCGCAUCCUGCCCAAGCCCAAGCGCUCUGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGUCCCCGUU

[1724]  CCCGCACUCUGACUGCUGUCCACGACGCCAUCCUCGGCGACCUGGUCUACCCCGUUGAGAUCGUCGGCA
AGCGCAUCCGC

[1725]  ACCAAGGAGGACGGCAGCAAGACCCUCAAGGUCAUCCUGGAUGAGAAGGAGCGUGGUGGUGUUGACCAC
CGUCUCGAUGC

[1726]  CUACGGCGAGGUCUACCGCCGUUUGACCGGCCGCAACGUCGUCUUCGAGUUCCCCCAGAG

[1727]  SEQ 340 :A.nidulans5231

[1728]  CGTCGCTCAGCGCCGCATCCTTCCCAAGCCCAAGCGCTCCGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGCCCCCGTT

[1729]  CCCGTACCCTCACTGCTGTTCACGATGCCATCCTTGACGACCTCGTCTACCCCGTTGAGATTGTCGGCA
AGCGCATCCGC

[1730]  ACCAAGGAGGACGGCTCCAAGACTCTCAAGGTTATCCTCGACGAGAAGGAGCGTGGTGGTGTTGACCAC
CGCCTCGACGC

[1731]  CTACGGCGAGGTCTACCGTCGTCTGACGGGTCGTGCTGTCGTTTTCGAGTTCCCCCAGAG

[1732]  SEQ 341 :A.nidulansb231

[1733]  CGUCGCUCAGCGCCGCAUCCUUCCCAAGCCCAAGCGCUCCGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGCCCCCGUU

[1734]  CCCGUACCCUCACUGCUGUUCACGAUGCCAUCCUUGACGACCUCGUCUACCCCGUUGAGAUUGUCGGCA
AGCGCAUCCGC

[1735]  ACCAAGGAGGACGGCUCCAAGACUCUCAAGGUUAUCCUCGACGAGAAGGAGCGUGGUGGUGUUGACCAC
CGCCUCGACGC

[1736]  CUACGGCGAGGUCUACCGUCGUCUGACGGGUCGUGCUGUCGUUUUCGAGUUCCCCCAGAG

[1737]  SEQ 342 :A.nidulans4190

[1738]  CGTCGCTCAGCGCCGCATCCTCCCCAAGCCCAAGCGCTCCGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGCCCCCGTT
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[1739]  CCCGTACCCTTACTGCCGTTCACGACGCCATCCTCGACGACCTCGTCTACCCCGTTGAGATTGTCGGCA
AGCGCATCCGC

[1740]  ACCAAGGAGGACGGCTCCAAGACCCTCAAGGTCATCCTCGACGAGAAGGAGCGTGGTGGTGTTGACCAC
CGCCTCGACGC

[1741]  CTACGGCGAGGTCTACCGTCGTCTGACGGGTCGTGCTGTCGTTTTCGAGTTCCCCCAGAG

[1742]  SEQ 343 :A.nidulans4190

[1743]  CGUCGCUCAGCGCCGCAUCCUCCCCAAGCCCAAGCGCUCCGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGCCCCCGUU

[1744]  CCCGUACCCUUACUGCCGUUCACGACGCCAUCCUCGACGACCUCGUCUACCCCGUUGAGAUUGUCGGCA
AGCGCAUCCGC

[1745]  ACCAAGGAGGACGGCUCCAAGACCCUCAAGGUCAUCCUCGACGAGAAGGAGCGUGGUGGUGUUGACCAC
CGCCUCGACGC

[1746]  CUACGGCGAGGUCUACCGUCGUCUGACGGGUCGUGCUGUCGUUUUCGAGUUCCCCCAGAG

[1747]  SEQ 344 :A.nidulans100. 2

[1748]  CGTCGCTCAGCGCCGCATCCTCCCCAAGCCCAAGCGCTCCGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGCCCCCGTT

[1749]  CCCGTACCCTTACTGCCGTTCACGACGCCATCCTCGACGACCTCGTCTACCCCGTTGAGATTGTCGGCA
AGCGCATCCGC

[1750]  ACCAAGGAGGACGGCTCCAAGACCCTCAAGGTCATCCTCGACGAGAAGGAGCGTGGTGGTGTTGACCAC
CGCCTCGACGC

[1751]  CTACGGCGAGGTCTACCGTCGTCTGACGGGTCGTGCTGTCGTTTTCGAGTTCCCCCAGAG

[1752]  SEQ 345 :A.nidulans100. 2

[1753]  CGUCGCUCAGCGCCGCAUCCUCCCCAAGCCCAAGCGCUCCGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGececeeecuu

[1754]  CCCGUACCCUUACUGCCGUUCACGACGCCAUCCUCGACGACCUCGUCUACCCCGUUGAGAUUGUCGGCA
AGCGCAUCCGC

[1755]  ACCAAGGAGGACGGCUCCAAGACCCUCAAGGUCAUCCUCGACGAGAAGGAGCGUGGUGGUGUUGACCAC
CGCCUCGACGC

[1756]  CUACGGCGAGGUCUACCGUCGUCUGACGGGUCGUGCUGUCGUUUUCGAGUUCCCCCAGAG

[1757]  SEQ 346 :A. versicolor1323

[1758]  CGTCGCTCAGCGCCGCATCCTTCCCAAGCCCAAGCGCTCCGTCAACTCTCGCACCAACCAGAAGCAGAA
GCGCCCTCGTT

[1759]  CTCGCACCCTGACGGCTGTCCACGACTCCATCCTTGACGACCTCGTCTACCCCGTTGAGATCGTCGGCA
AGCGTACCCGC

[1760]  ACCAAGGAGGACGGCAGCAAGACGCTCAAGGTCATCCTCGACGAGAAGGAGCGCGGCGGCGTTGACCAC
CGCCTCGACGC

[1761]  CTACGGCGAGGTCTACCGTCGTTTGACCGGTCGTGCTGTTGTTTTCGAGTTCCCCCAGAG

[1762]  SEQ 347 :A.versicolor1323

[1763]  CGUCGCUCAGCGCCGCAUCCUUCCCAAGCCCAAGCGCUCCGUCAACUCUCGCACCAACCAGAAGCAGAA
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GCGCCCUCGUU

[1764]  CUCGCACCCUGACGGCUGUCCACGACUCCAUCCUUGACGACCUCGUCUACCCCGUUGAGAUCGUCGGCA
AGCGUACCCGC

[1765]  ACCAAGGAGGACGGCAGCAAGACGCUCAAGGUCAUCCUCGACGAGAAGGAGCGCGGCGGCGUUGACCAC
CGCCUCGACGC

[1766]  CUACGGCGAGGUCUACCGUCGUUUGACCGGUCGUGCUGUUGUUUUCGAGUUCCCCCAGAG

[1767]  SEQ 348 :A. versicolor2196

[1768]  CGTCGCTCAGCGCCGCATCCTTCCTAAGCCCAAGCGCTCCGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGCCCTCGTT

[1769]  CTCGCACTCTGACGGCTGTCCACGACTCCATCCTTGACGACCTCGTCTACCCCGTTGAGATCGTCGGCA
AGCGTACCCGC

[1770]  ACCAAGGAGGACGGCAGCAAGACGCTCAAGGTCATCCTCGACGAGAAGGAGCGCGGCGGCGTTGACCAC
CGCCTCGACGC

[1771]  CTACGGCGAGGTCTACCGTCGTTTGACCGGTCGTGCTGTTGTTTTCGAGTTCCCCCAGAG

[1772]  SEQ 349 :A. versicolor2196

[1773]  CGUCGCUCAGCGCCGCAUCCUUCCUAAGCCCAAGCGCUCCGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGCCCUCGUU

[1774]  CUCGCACUCUGACGGCUGUCCACGACUCCAUCCUUGACGACCUCGUCUACCCCGUUGAGAUCGUCGGCA
AGCGUACCCGC

[1775]  ACCAAGGAGGACGGCAGCAAGACGCUCAAGGUCAUCCUCGACGAGAAGGAGCGCGGCGGCGUUGACCAC
CGCCUCGACGC

[1776]  CUACGGCGAGGUCUACCGUCGUUUGACCGGUCGUGCUGUUGUUUUCGAGUUCCCCCAGAG

[1777]  SEQ 350 :A. versicolor5058

[1778]  CGTCGCTCAGCGCCGCATCCTTCCTAAGCCTAAGCGCTCCGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGCCCCCGTT

[1779]  CCCGCACCCTGACGGCCGTCCACGATGCTATCCTTGACGACCTCGTCTACCCCGTTGAGATCGTCGGCA
AGCGTACCCGC

[1780]  ACCAAGGAGGACGGCAGCAAGACGCTCAAGATCATCCTCGACGAGAAGGAGCGCGGCGGCGTTGACCAC
CGCCTTGACGC

[1781]  CTACGGCGAGGTCTACCGTCGTTTGACTGGTCGTGCTGTTGTTTTCGAGTTCCCCCAGAG

[1782]  SEQ 351 :A. versicolor5058

[1783]  CGUCGCUCAGCGCCGCAUCCUUCCUAAGCCUAAGCGCUCCGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGCCeeeGuu

[1784]  CCCGCACCCUGACGGCCGUCCACGAUGCUAUCCUUGACGACCUCGUCUACCCCGUUGAGAUCGUCGGCA
AGCGUACCCGC

[1785]  ACCAAGGAGGACGGCAGCAAGACGCUCAAGAUCAUCCUCGACGAGAAGGAGCGCGGCGGCGUUGACCAC
CGCCUUGACGC

[1786]  CUACGGCGAGGUCUACCGUCGUUUGACUGGUCGUGCUGUUGUUUUCGAGUUCCCCCAGAG

[1787]  SEQ 352 :A. versicolor6898
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[1788]  CGTCGCTCAGCGCCGCATCCTTCCTAAGCCCAAGCGCTCCGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGCCCCCGTT

[1789]  CCCGCACCCTGACGGCCGTCCACGATGCCATCCTTGACGACCTCGTCTACCCCGTTGAGATCGTCGGCA
AGCGTACCCGC

[1790]  ACCAAGGAGGACGGCAGCAAGACGCTCAAGATCATCCTCGACGAGAAGGAGCGCGGCGGCGTTGACCAC
CGCCTTGACGC

[1791]  CTACGGCGAGGTCTACCGTCGTTTGACTGGTCGTGCTGTTGTTTTCGAGTTCCCCCAGAG

[1792]  SEQ 353 :A. versicolor6898

[1793]  CGUCGCUCAGCGCCGCAUCCUUCCUAAGCCCAAGCGCUCCGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGCCCCecGuU

[1794]  CCCGCACCCUGACGGCCGUCCACGAUGCCAUCCUUGACGACCUCGUCUACCCCGUUGAGAUCGUCGGCA
AGCGUACCCGC

[1795]  ACCAAGGAGGACGGCAGCAAGACGCUCAAGAUCAUCCUCGACGAGAAGGAGCGCGGCGGCGUUGACCAC
CGCCUUGACGC

[1796]  CUACGGCGAGGUCUACCGUCGUUUGACUGGUCGUGCUGUUGUUUUCGAGUUCCCCCAGAG

[1797]  SEQ 354 :A. versicolorlll. 32

[1798]  CGTTGCTCAGCGCCGCATCCTTCCTAAGCCTAAGCGCTCCGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGCCCCCGTT

[1799]  CCCGCACCCTGACGGCCGTCCACGATGCTATCCTTGACGACCTCGTCTACCCCGTTGAGATCGTCGGCA
AGCGTACCCGC

[1800]  ACCAAGGAGGACGGCAGCAAGACGCTCAAGATCATCCTCGACGAGAAGGAGCGCGGCGGCGTTGACCAC
CGCCTTGACGC

[1801]  CTACGGCGAGGTCTACCGTCGTTTGACTGGTCGTGCTGTTGTTTTCGAGTTCCCCCAGAG

[1802]  SEQ 355 :A. versicolorlll. 32

[1803]  CGUUGCUCAGCGCCGCAUCCUUCCUAAGCCUAAGCGCUCCGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGCCCCCGuU

[1804]  CCCGCACCCUGACGGCCGUCCACGAUGCUAUCCUUGACGACCUCGUCUACCCCGUUGAGAUCGUCGGCA
AGCGUACCCGC

[1805]  ACCAAGGAGGACGGCAGCAAGACGCUCAAGAUCAUCCUCGACGAGAAGGAGCGCGGCGGCGUUGACCAC
CGCCUUGACGC

[1806]  CUACGGCGAGGUCUACCGUCGUUUGACUGGUCGUGCUGUUGUUUUCGAGUUCCCCCAGAG

[1807]  SEQ 356 :A. clavatus7944

[1808]  CGTCGCTCAGCGCCGCATCCTGCCCCGCCCCAAGCGCTCTGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGTCCTCGCT

[1809]  CCCGCACCCTGACTGCCGTTCACGACGCCATCCTCACCGACCTCGTCTACCCCGTCGAGATCGTCGGCA
AGCGCACCCGC

[1810]  ACCAAGGAGGACGGCTCCAAGACCCTCAAGGTCGTCCTTGACGAGAAGGAGCGTGGCGGTGTTGACCAC
AGACTCGATGC

[1811]  CTACGGCGAGGTCTACCGCCGTTTAACCGGCCGCTCCGTTGTCTTCGAGTTCCCCCAGAG

78



CN 101636507 B i BB 76/87 T

[1812]  SEQ 357 :A. clavatus7944

[1813]  CGUCGCUCAGCGCCGCAUCCUGCCCCGCCCCAAGCGCUCUGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGUCCUCGCU

[1814]  CCCGCACCCUGACUGCCGUUCACGACGCCAUCCUCACCGACCUCGUCUACCCCGUCGAGAUCGUCGGCA
AGCGCACCCGC

[1815]  ACCAAGGAGGACGGCUCCAAGACCCUCAAGGUCGUCCUUGACGAGAAGGAGCGUGGCGGUGUUGACCAC
AGACUCGAUGC

[1816]  CUACGGCGAGGUCUACCGCCGUUUAACCGGCCGCUCCGUUGUCUUCGAGUUCCCCCAGAG

[1817]  SEQ 358 :A. clavatus2391

[1818]  CGTCGCTCAGCGCCGCATCCTGCCCCGCCCCAAGCGCTCCGTCAACTCCCGCTCCAACCAGAAGCAGAA
GCGCCCTCGCT

[1819]  CCCGCACTCTGACCGCTGTTCACGACGCCATCCTCACTGATCTCGTCTTCCCCGTCGAGATCGTCGGCA
AGCGCACCCGC

[1820]  ACCAAGGAGGACGGCTCCAAGACCCTCAAGGTCATCCTTGACGAGAAGGAGCGTGGTGGTGTTGACCAC
AGACTCGATGC

[1821]  CTACGGCGAGGTCTACCGCCGCTTAACCGGCCGCTCCGTTGTCTTCGAGTTCCCCCAGAG

[1822]  SEQ 359 :A. clavatus2391

[1823]  CGUCGCUCAGCGCCGCAUCCUGCCCCGCCCCAAGCGCUCCGUCAACUCCCGCUCCAACCAGAAGCAGAA
GCGCCCUCGCU

[1824]  CCCGCACUCUGACCGCUGUUCACGACGCCAUCCUCACUGAUCUCGUCUUCCCCGUCGAGAUCGUCGGCA
AGCGCACCCGC

[1825]  ACCAAGGAGGACGGCUCCAAGACCCUCAAGGUCAUCCUUGACGAGAAGGAGCGUGGUGGUGUUGACCAC
AGACUCGAUGC

[1826]  CUACGGCGAGGUCUACCGCCGCUUAACCGGCCGCUCCGUUGUCUUCGAGUUCCCCCAGAG

[1827]  SEQ 360 :A. candidus9695

[1828]  CGTCGCTCAGCGCCGCATCCTGTCGCGCCCCAAGCGCTCCGTCAACTCGCGCACCAACCAGAAGCAGAA
GCGCCCCCGCT

[1829]  CGCGCACTCTGACCGCCGTGCACGACAACATCCTGACCGACCTGGTCTACCCCGTCGAGATCGTCGGCA
AGCGCATCCGC

[1830]  ACCAAGGAGGACGGCAGCAAGACCCTCAAGGTTATCCTGGACGAGAAGGAGCGCGGCGGCGTTGACCAC
CGCCTGGACGC

[1831]  CTACGGCGAGGTCTACCGCCGACTGACGGGCCGCAACGTTGTCTTCGAGTTCCCCCAGAG

[1832]  SEQ 361 :A. candidus9695

[1833]  CGUCGCUCAGCGCCGCAUCCUGUCGCGCCCCAAGCGCUCCGUCAACUCGCGCACCAACCAGAAGCAGAA
GCGCCCCeGCu

[1834]  CGCGCACUCUGACCGCCGUGCACGACAACAUCCUGACCGACCUGGUCUACCCCGUCGAGAUCGUCGGCA
AGCGCAUCCGC

[1835]  ACCAAGGAGGACGGCAGCAAGACCCUCAAGGUUAUCCUGGACGAGAAGGAGCGCGGCGGCGUUGACCAC
CGCCUGGACGC

79



CN 101636507 B i BB 77/87 T

[1836]  CUACGGCGAGGUCUACCGCCGACUGACGGGCCGCAACGUUGUCUUCGAGUUCCCCCAGAG

[1837]  SEQ 362 :A. candidusb67. 65

[1838]  CGTCGCTCAGCGCCGCATCCTGTCGCGCCCCAAGCGCTCCGTCAACTCGCGCACCAACCAGAAGCAGAA
GCGCCCCCGCT

[1839]  CGCGCACTCTGACCGCCGTGCACGACAACATCCTGACCGACCTTGTCTACCCCGTCGAGATCGTCGGCA
AGCGCGTCCGC

[1840]  ACCAAGGAGGACGGCAGCAAGACCCTCAAGGTTATCCTGGACGAGAAGGAGCGTGGCGGCGTTGACCAC
CGTCTGGACGC

[1841]  CTACGGCGAGGTCTACCGCCGACTGACGGGCCGCAACGTTGTCTTCGAGTTCCCCCAGAG

[1842]  SEQ 363 :A. candidusb67. 65

[1843]  CGUCGCUCAGCGCCGCAUCCUGUCGCGCCCCAAGCGCUCCGUCAACUCGCGCACCAACCAGAAGCAGAA
GCGCCCCCGCU

[1844]  CGCGCACUCUGACCGCCGUGCACGACAACAUCCUGACCGACCUUGUCUACCCCGUCGAGAUCGUCGGCA
AGCGCGUCCGC

[1845]  ACCAAGGAGGACGGCAGCAAGACCCUCAAGGUUAUCCUGGACGAGAAGGAGCGUGGCGGCGUUGACCAC
CGUCUGGACGC

[1846]  CUACGGCGAGGUCUACCGCCGACUGACGGGCCGCAACGUUGUCUUCGAGUUCCCCCAGAG

[1847]  SEQ 364 :A. candidus225. 80

[1848]  CGTCGCTCAGCGCCGCATCCTGTCGCGCCCCAAGCGCTCCGTCAACTCGCGCACCAACCAGAAGCAGAA
GCGCCCCCGCT

[1849]  CGCGCACTCTGACCGCCGTGCACGACAACATCCTGACCGACCTCGTCTACCCCGTCGAGATCGTCGGCA
AGCGCGTCCGC

[1850]  ACCAAGGAGGACGGCAGCAAGACCCTCAAGGTTATCCTGGACGAGAAGGAGCGCGGCGGCGTTGACCAC
CGCCTGGACGC

[1851]  CTACGGCGAGGTCTACCGCCGACTCACCGGCCGCAACGTTGTCTTCGAGTTCCCCCAGAG

[1852]  SEQ 365 :A. Candidus225. 80

[1853]  CGUCGCUCAGCGCCGCAUCCUGUCGCGCCCCAAGCGCUCCGUCAACUCGCGCACCAACCAGAAGCAGAA
GCGCCCCCGCU

[1854]  CGCGCACUCUGACCGCCGUGCACGACAACAUCCUGACCGACCUCGUCUACCCCGUCGAGAUCGUCGGCA
AGCGCGUCCGC

[1855]  ACCAAGGAGGACGGCAGCAAGACCCUCAAGGUUAUCCUGGACGAGAAGGAGCGCGGCGGCGUUGACCAC
CGCCUGGACGC

[1856]  CUACGGCGAGGUCUACCGCCGACUCACCGGCCGCAACGUUGUCUUCGAGUUCCCCCAGAG

[1857]  SEQ 366 :A. glaucus2425

[1858]  CGTCGCTCAGCGCCGCATCCTCTCCCGCCCCAAGCGCTCCGTCAACTCGCGCACCAACCAGACCCAGAA
GCGTCCCCGTT

[1859]  CGCGTACTCTGACCGCTGTCCACGACTCCATCCTCACCGACCTCGTCTACCCCGTCGAGATCGTTGGCA
AGCGCATCCGC

[1860]  ACCAAGGAGGACGGCAGCAAGACCATCAAGGTTGTTCTCGACGAGAAGGAGCGCGGTGGTGTTGACCAC
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AGACTTGATGC

[1861]  CTACGGCGAGGTCTACCGCAGACTGACCGGCCGTGCCGTTGTCTTCGAGTTCCCCCAGAG

[1862]  SEQ 367 :A. glaucus2425

[1863]  CGUCGCUCAGCGCCGCAUCCUCUCCCGCCCCAAGCGCUCCGUCAACUCGCGCACCAACCAGACCCAGAA
GCGUccCcGuU

[1864] CGCGUACUCUGACCGCUGUCCACGACUCCAUCCUCACCGACCUCGUCUACCCCGUCGAGAUCGUUGGCA
AGCGCAUCCGC

[1865]  ACCAAGGAGGACGGCAGCAAGACCAUCAAGGUUGUUCUCGACGAGAAGGAGCGCGGUGGUGUUGACCAC
AGACUUGAUGC

[1866]  CUACGGCGAGGUCUACCGCAGACUGACCGGCCGUGCCGUUGUCUUCGAGUUCCCCCAGAG

[1867] SEQ 368 :A. glaucusMA542

[1868]  CATCGCTCAGCGCCGCATCCTCTCCCGCCCCAAGCGCTCCGTCAACTCGCGCACCAACCAGACCCAGAA
GCGTCCCCGTT

[1869]  CCCGCACTCTGACCGCTGTCCACGACTCCATCCTCACTGACCTCGTCTACCCCGTCGAGATCGTTGGCA
AGCGCATCCGC

[1870]  ACCAAGGAGGACGGCAGCAAGACCATCAAGGTTGTTCTCGACGAGAAGGAGCGCGGTGGTGTTGACCAC
AGACTCGATGC

[1871]  CTACGGCGAGGTCTACCGCAGACTGACCGGCCGTGCCGTTGTCTTCGAGTTCCCCCAGAG

[1872] SEQ 369 :A. glaucusMAH42

[1873]  CAUCGCUCAGCGCCGCAUCCUCUCCCGCCCCAAGCGCUCCGUCAACUCGCGCACCAACCAGACCCAGAA
GCGUCCCCGUU

[1874]  CCCGCACUCUGACCGCUGUCCACGACUCCAUCCUCACUGACCUCGUCUACCCCGUCGAGAUCGUUGGCA
AGCGCAUCCGC

[1875]  ACCAAGGAGGACGGCAGCAAGACCAUCAAGGUUGUUCUCGACGAGAAGGAGCGCGGUGGUGUUGACCAC
AGACUCGAUGC

[1876]  CUACGGCGAGGUCUACCGCAGACUGACCGGCCGUGCCGUUGUCUUCGAGUUCCCCCAGAG

[1877]  SEQ 370 :A. glaucusMA5279

[1878]  CATCGCTCAGCGCCGCATCCTCTCCCGCCCCAAGCGCTCCGTCAACTCGCGCACCAACCAGACCCAGAA
GCGTCCCCGTT

[1879]  CCCGCACTCTGACTGCTGTCCACGACTCCATCCTCACCGACCTCGTCTACCCCGTCGAGATCGTTGGCA
AGCGTATCCGC

[1880]  ACCAAGGAGGACGGCAGCAAGACCATCAAGGTTGTTCTCGACGAGAAGGAGCGCGGTGGTGTTGACCAC
AGACTCGATGC

[1881]  CTACGGCGAGGTCTACCGCAGACTGACCGGCCGTGCCGTTGTCTTCGAGTTCCCCCAGAG

[1882]  SEQ 371 :A. glaucusMA5279

[1883]  CAUCGCUCAGCGCCGCAUCCUCUCCCGCCCCAAGCGCUCCGUCAACUCGCGCACCAACCAGACCCAGAA
GCGUCCCCGUU

[1884]  CCCGCACUCUGACUGCUGUCCACGACUCCAUCCUCACCGACCUCGUCUACCCCGUCGAGAUCGUUGGCA
AGCGUAUCCGC
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[1885]  ACCAAGGAGGACGGCAGCAAGACCAUCAAGGUUGUUCUCGACGAGAAGGAGCGCGGUGGUGUUGACCAC
AGACUCGAUGC

[1886]  CUACGGCGAGGUCUACCGCAGACUGACCGGCCGUGCCGUUGUCUUCGAGUUCCCCCAGAG

[1887]  SEQ 372 :A. glaucus117314

[1888]  (GCTCAGCGCCGCATCCTCTCCCGCCCCAAGCGCTCCGTCAACTCGCGCACCAACCAGACCCAGAAGCG
TCCCCGTTCCC

[1889]  GCACTCTGACCGCTGTCCACGACTCCATCCTCACCGACCTCGTCTACCCCGTCGAGATCGTTGGCAAGC
GCATCCGCACC

[1890]  AAGGAGGACGGCAGCAAGACCATCAAGGTTGTTCTTGACGAGAAGGAGCGCGGTGGTGTTGACCACAGA
CTCGATGCCTA

[1891]  CGGCGAGGTCTACCGCAGACTGACCGGCCGTGCCGTTGTCTTCGAGTTCCCCCAGAG

[1892]  SEQ 373 :A. glaucus117314

[1893]  CGCUCAGCGCCGCAUCCUCUCCCGCCCCAAGCGCUCCGUCAACUCGCGCACCAACCAGACCCAGAAGCG
ucccceuuccece

[1894]  GCACUCUGACCGCUGUCCACGACUCCAUCCUCACCGACCUCGUCUACCCCGUCGAGAUCGUUGGCAAGC
GCAUCCGCACC

[1895]  AAGGAGGACGGCAGCAAGACCAUCAAGGUUGUUCUUGACGAGAAGGAGCGCGGUGGUGUUGACCACAGA
CUCGAUGCCUA

[1896]  CGGCGAGGUCUACCGCAGACUGACCGGCCGUGCCGUUGUCUUCGAGUUCCCCCAGAG

[1897] SEQ 374 :A. glaucus297. 71

[1898]  CGCTCAGCGCCGCATCCTCTCCCGCCCCAAGCGCTCCGTCAACTCGCGCACCAACCAGACCCAGAAGCG
TCCCCGTTCCC

[1899]  GCACTCTGACTGCTGTCCACGASTCCATCCTCACCGACCTCGTCTACCCCGTCGACATCGTTGGCAAGC
GTATCCGCACC

[1900]  AAGGAGGACGGCAGCAAGACCATCAAGGTTGTTCTCGACGAGAAGGAGCGCGGTGGTGTTGACCACAGA
CTCGATGCCTA

[1901]  CGGCGAGGTCTACCGCAGACTGACCGGCCGTGCCGTTGTCTTCGAGTTCCCCCAGAG

[1902]  SEQ 375 :A. glauCus297. 71

[1903] CGCUCAGCGCCGCAUCCUCUCCCGCCCCAAGCGCUCCGUCAACUCGCGCACCAACCAGACCCAGAAGCG
ucccceuuccece

[1904] GCACUCUGACUGCUGUCCACGASUCCAUCCUCACCGACCUCGUCUACCCCGUCGAGAUCGUUGGCAAGC
GUAUCCGCACC

[1905]  AAGGAGGACGGCAGCAAGACCAUCAAGGUUGUUCUCGACGAGAAGGAGCGCGGUGGUGUUGACCACAGA
CUCGAUGCCUA

[1906] CGGCGAGGUCUACCGCAGACUGACCGGCCGUGCCGUUGUCUUCGAGUUCCCCCAGAG

[1907]  SEQ 376 :A.nigerl124. 49

[1908]  CGTTGCTCAGCGCCGCATCCTGCCCCGCCCCAAGCGCTCCGCCAGCTCTCGTTCCAACCAGAAGCAGAA
GCGTCCCCGTT

[1909] CCCGCACTCTGACTGCTGTCCACGACGCCATCCTCACCGACCTCGTCTACCCCGTCGAGATCGTCGGCA
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AGCGTACCCGC

[1910]  ACCAAGGAGGACGGCTCCAAGACCCTCAAGGTCATCCTGGACGAGAAGGAGCGTGGTGGTGTTGACCAC
CGCCTTGATGC

[1911]  CTACGGCGAGGTCTACCGTCGGTTGACTGGCCGTGCTGTTGTCTTTGAATTCCCCCAGGG

[1912]  SEQ 377 :A.niger124. 49

[1913]  CGUUGCUCAGCGCCGCAUCCUGCCCCGCCCCAAGCGCUCCGCCAGCUCUCGUUCCAACCAGAAGCAGAA
GCGUCCCCGUU

[1914]  CCCGCACUCUGACUGCUGUCCACGACGCCAUCCUCACCGACCUCGUCUACCCCGUCGAGAUCGUCGGCA
AGCGUACCCGC

[1915]  ACCAAGGAGGACGGCUCCAAGACCCUCAAGGUCAUCCUGGACGAGAAGGAGCGUGGUGGUGUUGACCAC
CGCCUUGAUGC

[1916]  CUACGGCGAGGUCUACCGUCGGUUGACUGGCCGUGCUGUUGUCUUUGAAUUCCCCCAGGG

[1917]  SEQ 378 :Albl

[1918] 5’ attgtctacgatgttaaaggtaaattc 3’

[1919]  SEQ 379 :Albl

[1920] 5’ gaatttacctttaacatcgtagacaat 3’

[1921]  SEQ 380 :Alb2

[1922] 5’ agaatt tctgctgaagaagctgecct 3’

[1923]  SEQ 381 :Alb2

[1924] 5’ aggcagcttcttcagcagaaattct 3’

[1925]  SEQ 382 :Alb3a

[1926] 5’ tcagattagtctacgatgttaaaggtaaad’

[1927]  SEQ 383 :Alb3a

[1928] 5’ tttacctttaacatcgtagactaatctga 3’

[1929]  SEQ 384 :Alb3

[1930] 5’ tcagattagtctacgatgttaaaggtaaattc 3’

[1931]  SEQ 385 :Alb3

[1932] 5’ gaatttacctttaacatcgtagactaatctga 3’

[1933]  SEQ 386 :kru2

[1934] 5’ agctgcatacaagttatgtaaggtc 3’

[1935]  SEQ 387 :kru2

[1936] 5’ gaccttacataacttgtatgcaget 3’

[1937]  SEQ 388 :Krul

[1938] 5’ tcaccccagaagaagctgcat 3’

[1939]  SEQ 389 :Krul

[1940] 5’ atgcagcttcttctggggtga 3’

[1941]  SEQ 390 :Parapl

[1942] 5’ aaagtagatttgcttgccac 3’

[1943] SEQ 391 :Parapl
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[1944]
[1945]
[1946]
[1947]
[1948]
[1949]
[1950]
[1951]
[1952]
[1953]
[1954]
[1955]
[1956]
[1957]
[1958]
[1959]
[1960]
[1961]
[1962]
[1963]
[1964]
[1965]
[1966]
[1967]
[1968]
[1969]
[1970]
[1971]
[1972]
[1973]
[1974]
[1975]
[1976]
[1977]
[1978]
[1979]
[1980]
[1981]
[1982]

5’ gtggcaagcaaatctacttt 3’

SEQ 392 :Parap?2

5’ aagggaatcccatacgttgtca 3’

SEQ 393 :Parap2

5’ tgacaacgtatgggattccctt 3’

SEQ 394 :Tropl

5’ taccaacgaacacttcagattgattta 3’

SEQ 395 :Tropl

5’ taaatcaatctgaagtgttcgttggta 3’

SEQ 396 :Trop2

5’ ttctgctgaagaagcttcttacaa 3’

SEQ 397 :Trop2

5’ ttgtaagaagcttcttcagcagaa 3’

SEQ 398 :Trop3

5’ acagaatttctgctgaagaagcttcttacaa 3’
SEQ 399 :Trop3

5’ ttgtaagaagcttcttcagcagaaattctgt 3’
SEQ 400 :Trop4

5’ cgaacacttcagattgatttacgatgttaaa 3’
SEQ 401 :Trop4

5’ tttaacatcgtaaatcaatctgaagtgttcg 3’
SEQ 402 :Tropb

5’ tttaacatcgtaaatcaatctgaagtgttcgd’
SEQ 403 :Tropb

5’ cgaacacttcagattgatttacgatgttaaa 3’
SEQ 404 :Trop9

5’ ttacctttaacatcgtaaatcaatctgaagtgttcgttggt 3’

SEQ 405 :Trop9

5’ accaacgaacacttcagattgatttacgatgttaaaggtaa 3’

SEQ 406 :Glabl

5’ tatcactgacgaagaagcttc 3’

SEQ 407 :Glabl

5’ gaagcttcttcgtcagtgata 3’

SEQ 408 :Glab2

5’ ttgggtaaggtcaagaaggtccaatt 3’
SEQ 409 :Glab2

5’ aattggaccttcttgaccttacccaa 3’
SEQ 410 :Glab3

5’ tatcactgacgaagaagcttcctacaa 3’
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[1983] SEQ 411 :Glab3

[1984] 5’ ttgtaggaagcttcttcgtcagtgata 3’
[1985]  SEQ 412 :Glab 5

[1986] 5’ atacgttgtcactgacgatggt 3’
[1987]  SEQ 413 :Glab 5

[1988] 5’ accatcgtcagtgacaacgtat 3’
[1989] SEQ 414 :MycoSEQ AF1F

[1990] 5’ GACCGCCACGTCCTCTT 3’

[1991] SEQ 415 :MycoSEQ AF1R

[1992] 5’ CTCTGGGGGAACTCGAA 3’

[1993] SEQ 416 :MycoSEQ NIGIR

[1994] 5’ CCCTGGGGGAATTCAAA 3’

[1995]  SEQ 417 :MycoSEQ NIGIF

[1996] 5’ GACCGCCACGTTCTCTT 3’

[1997]  SEQ 418 :AF6 FOW

[1998] 5" AGCAAGACTCTCAAGGTC 3’

[1999]  SEQ 419 :ASP2

[2000] 5’ AGGTTTACCGCCGACTAACC 3’
[2001]  SEQ 420 :ASP2

[2002] 5’ GGTTAGTCGGCGGTAAACCT 3’
[2003]  SEQ 421 :AFUM1

[2004] 5’ CGCTGTCCACGACGCCATCCTCA 3’
[2005]  SEQ 422 :AFUMIL

[2006] 5’ TGAGGATGGCGTCGTGGACAGCG 3’
[2007]  SEQ 423 :AFUM2

[2008] 5’ CCGACTAACCGGCCGCTCTG 3’
[2009] SEQ 424 :AFUM2

[2010] 5’ CAGAGCGGCCGGTTAGTCGG 3’
[2011]  SEQ 425 :ACAN1

[2012] 5" CGTGCACGACAACATCCTGACCGA 3’
[2013]  SEQ 426 :ACAN1

[2014] 5" TCGGTCAGGATGTTGTCGTGCACG 3’
[2015]  SEQ 427 :ACAN2

[2016] 5’ CGGCGGCGTTGACCACCGCCTGGAC 3’
[2017]  SEQ 428 :ACAN2

[2018] 5" GTCCAGGCGGTGGTCAACGCCGCCG 3’
[2019]  SEQ 429 :ATERRI

[2020] 5’ CGGCGGTGTCGACCACCGCCTC 3’
[2021]  SEQ 430 :ATERRI
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[2022] 5’ GAGGCGGTGGTCGACACCGCCG 3’
[2023]  SEQ 431 :ATERR2

[2024] 5’ CGTCTCACCGGCCGTGCCGTCGTC 3’
[2025]  SEQ 432 :ATERR2

[2026] 5’ GACGACGGCACGGCCGGTGAGACG 3’
[2027]  SEQ 433 :AVER1

[2028] 5’ CTTGACGACCTCGTCTACCCCGTTG 3’
[2029]  SEQ 434 :AVER1

[2030] 5’ CAACGGGGTAGACGAGGTCGTCAAG 3’
[2031]  SEQ 435 :AVER2

[2032] 5’ CTACCGTCGTTTGACCGGTCGTGCTGTTG 3’
[2033]  SEQ 436 :AVER2

[2034] 5’ CAACAGCACGACCGGTCAAACGACGGTAG 3’
[2035]  SEQ 437 :ANIDI

[2036] 5’ GTACCCTCACTGCTGTTCACGATGC 3’
[2037]  SEQ 438 :ANID1

[2038] 5’ GCATCGTGAACAGCAGTGAGGGTAC 3’
[2039]  SEQ 439 :ANID2

[2040] 5’ GTCGTCTGACGGGTCGTGCTGTC 3’
[2041]  SEQ 440 :ANID2

[2042] 5’ GACAGCACGACCCGTCAGACGAC 3’
[2043]  SEQ 441 :AFLAV1

[2044] 5’ GCCGTTTGACCGGCCGCAACGTCGTC 3’
[2045]  SEQ 442 :AFLAV1

[2046] 5’ GACGACGTTGCGGCCGGTCAAACGGC 3’
[2047]  SEQ 443 :ACLAV1

[2048] 5’ CGAGATCGTCGGCAAGCGCAC 3’
[2049]  SEQ 444 :ACLAV1

[2050] 5’ GTGCGCTTGCCGACGATCTCG 3’
[2051]  SEQ 445 :ACLAV2

[2052]  CGGCCGCTCCGTTGTCTTCGAG 3’

[2053]  SEQ 446 :ACLAV2

[2054] 5’ CTCGAAGACAACGGAGCGGCCG 3’
[2055]  SEQ 447 :ACLAV3

[2056] 5’ CGCCGTTTAACCGGCCGCTCCGTTGTC 3’
[2057]  SEQ 448 :ACLAV3

[2058] 5’ GACAACGGAGCGGCCGGTTAAACGGCG 3’
[2059]  SEQ 449 :S. cerevisiae 33

[2060]  CATCACTCTAGATGCCACCAATGAAAACTTCAGATTGGTCTACGATGTCAAGGGTAGATTCGCTGTCCA
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CCGTATCACCG

[2061]  ATGAAGAAGCYTCTTACAARTTGGGTAAGGTCAAGAAGGTYCAATTAGGTAAGAAGGGTGTTCCATACG
TTGTTACCCAC

[2062]  GATGGTAGAACTATCAGATACCCAG

[2063]  SEQ 450 :S. cerevisiae 33

[2064]  CAUCACUCUAGAUGCCACCAAUGAAAACUUCAGAUUGGUCUACGAUGUCAAGGGUAGAUUCGCUGUCCA
CCGUAUCACCG

[2065]  AUGAAGAAGCYUCUUACAARUUGGGUAAGGUCAAGAAGGUYCAAUUAGGUAAGAAGGGUGUUCCAUACG
UUGUUACCCAC

[2066]  GAUGGUAGAACUAUCAGAUACCCAG

[2067]  SEQ 451 :C. neoformans114

[2068]  GGTGTACGATGTCAAGGGTAGATTCACYSTSCACAGAATCACCGCYGAGGAGKCTWCCTACAAGYTSGS
YAAGRTCARGA

[2069]  AGRTCSMKTTGGGYAAGAGRRGTRTYCCMTACGYYGTCASCCACGACGGTAGAACTATCAGATACCCA
GA

[2070]  SEQ 452 :C. neoformansl14

[2071]  GGUGUACGAUGUCAAGGGUAGAUUCACYSUSCACAGAAUCACCGCYGAGGAGKCUWCCUACAAGYUSGS
YAAGRUCARGA

[2072]  AGRUCSMKUUGGGYAAGAGRRGURUYCCMUACGYYGUCASCCACGACGGUAGAACUAUCAGAUACCCA
GA

[2073]  SEQ 453 :A. fischeri_131700

[2074]  CGTCGCTCAGCGCCGCATCCTGCCCCGCCCCAAGCGCTCCGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGTCCTCGCT

[2075]  CTCGCACCCTGACCGCCGTCCACGACGCCATCCTCAACGACCTCGTTTACCCCGTCGAGATCGTCGGCA
AGCGTACCCGC

[2076]  ACCAAGGAAGACGGCAGCAAGACTCTCAAGGTCATCCTCGACGAGAAGGAGCGTGGCGGTGTTGACCAC
AGACTCGATGC

[2077]  CTACGGCGAGGTCTACCGCCGACTGACCGGCCGCTCTGTTGTCTTCGAGTTCCCCCAGAG

[2078]  SEQ 454 :A. fischeri 131700

[2079]  CGUCGCUCAGCGCCGCAUCCUGCCCCGCCCCAAGCGCUCCGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGUCCUCGCU

[2080]  CUCGCACCCUGACCGCCGUCCACGACGCCAUCCUCAACGACCUCGUUUACCCCGUCGAGAUCGUCGGCA
AGCGUACCCGC

[2081]  ACCAAGGAAGACGGCAGCAAGACUCUCAAGGUCAUCCUCGACGAGAAGGAGCGUGGCGGUGUUGACCAC
AGACUCGAUGC

[2082]  CUACGGCGAGGUCUACCGCCGACUGACCGGCCGCUCUGUUGUCUUCGAGUUCCCCCAGAG

[2083]  SEQ 455 :A. fischeri_ 211390

[2084]  CGTCGCTCAGCGCCGCATCCTGCCCCGCCCCAAGCGCTCTGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGTCCTCGCT
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[2085]  CTCGCACCCTGACCGCTGTCCACGATGCCATCCTCAACGACCTCGTTTACCCCGTCGAGATCGTCGGCA
AGCGTATCCGC

[2086]  ACCAAGGAGGACGGCAGCAAGACTCTCAAGGTCATCCTGGACGAGAAGGAGCGTGGTGGTGTTGACCAC
AGACTCGATGC

[2087]  CTACGGCGAGGTTTACCGCCGACTAACTGGCCGCTCTGTTGTCTTCGAGTTCCCCCAGAG

[2088]  SEQ 456 :A. fischeri_211390

[2089]  CGUCGCUCAGCGCCGCAUCCUGCCCCGCCCCAAGCGCUCUGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGUCCUCGCU

[2090]  CUCGCACCCUGACCGCUGUCCACGAUGCCAUCCUCAACGACCUCGUUUACCCCGUCGAGAUCGUCGGCA
AGCGUAUCCGC

[2091]  ACCAAGGAGGACGGCAGCAAGACUCUCAAGGUCAUCCUGGACGAGAAGGAGCGUGGUGGUGUUGACCAC
AGACUCGAUGC

[2092]  CUACGGCGAGGUUUACCGCCGACUAACUGGCCGCUCUGUUGUCUUCGAGUUCCCCCAGAG

[2093]  SEQ 457 :A. fischeri_214525

[2094]  CGTCGCTCAGCGCCGCATCCTGCCCCGCCCCAAGCGCTCTGTCAACTCCCGCACCAACCAGAAGCAGAA
GCGTCCTCGCT

[2095]  CTCGCACCCTGACCGCTGTCCACGATGCCATCCTCAACGACCTCGTTTACCCCGTCGAGATCGTCGGCA
AGCGTATCCGC

[2096]  ACCAAGGAGGACGGCAGCAAGACTCTCAAGGTCATCCTGGACGAGAAGGAGCGTGGTGGTGTTGACCAC
AGACTCGATGC

[2097]  CTACGGCGAGGTTTACCGCCGACTAACTGGCCGCTCTGTTGTCTTCGAGTTCCCCCAGAG

[2098]  SEQ 458 :A. fischeri_214525

[2099]  CGUCGCUCAGCGCCGCAUCCUGCCCCGCCCCAAGCGCUCUGUCAACUCCCGCACCAACCAGAAGCAGAA
GCGUCCUCGCU

[2100]  CUCGCACCCUGACCGCUGUCCACGAUGCCAUCCUCAACGACCUCGUUUACCCCGUCGAGAUCGUCGGCA
AGCGUAUCCGC

[2101]  ACCAAGGAGGACGGCAGCAAGACUCUCAAGGUCAUCCUGGACGAGAAGGAGCGUGGUGGUGUUGACCAC
AGACUCGAUGC

[2102]  CUACGGCGAGGUUUACCGCCGACUAACUGGCCGCUCUGUUGUCUUCGAGUUCCCCCAGAG

[2103]  SEQ 459 :N. fischeri_1085

[2104]  CGCTCAGCGCCGCATCCTGCCCCGCCCCAAGCGCTCCGTCAACTCCCGCACCAACCAGAAGCAGAAGCG
CCCTCGCTCCC

[2105]  GCACCCTGACCGCTGTCCACGACGCCATCCTCAACGACCTCGTTTACCCCGTCGAGATCGTCGGCAAGC
GTATCCGCACC

[2106]  AAGGAGGACGGCAGCAAGACTCTCAAGGTCATCCTGGACGAGAAGGAGCGTGGCGGTGTTGACCACAGA
CTCGATGCCTA

[2107]  CGGCGAGGTTTACCGCCGACTAACCGGCCGCTCTGTTGTCTTCGAGTTCCCCCAGAG

[2108]  SEQ 460 :N. fischeri_1085

[2109]  CGCUCAGCGCCGCAUCCUGCCCCGCCCCAAGCGCUCCGUCAACUCCCGCACCAACCAGAAGCAGAAGCG
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CCCUCGCUCCC

[2110]  GCACCCUGACCGCUGUCCACGACGCCAUCCUCAACGACCUCGUUUACCCCGUCGAGAUCGUCGGCAAGC
GUAUCCGCACC

[2111]  AAGGAGGACGGCAGCAAGACUCUCAAGGUCAUCCUGGACGAGAAGGAGCGUGGCGGUGUUGACCACAGA
CUCGAUGCCUA

[2112]  CGGCGAGGUUUACCGCCGACUAACCGGCCGCUCUGUUGUCUUCGAGUUCCCCCAGAG

[2113]  SEQ 461 :N. fischeri_14726

[2114]  TGCTCAGCGCCGCATCCTGCCCCGCCCCAAGCGCTCTGTCAACTCCCGCACCAACCAGAAGCAGAAGCG
CCCTCGCTCTC

[2115]  GCACCCTGACCGCTGTCCACGACGCCATCCTCACCGACCTCGTTTACCCCGTCGAGATCGTCGGCAAGC
GTATCCGCACC

[2116]  AAGGAGGACGGCAGCAAGACTCTCAAGGTCATCCTGGACGAGAAGGAGCGTGGCGGTGTTGACCACAGA
CTCGATGCCTA

[2117]  CGGCGAGGTCTACCGCCGACTAACCGGCCGCTCTGTTGTCTTCGAGTTCCCCCAGAG

[2118]  SEQ 462 :N. fischeri_14726

[2119]  UGCUCAGCGCCGCAUCCUGCCCCGCCCCAAGCGCUCUGUCAACUCCCGCACCAACCAGAAGCAGAAGCG
CCCUCGCUCUC

[2120]  GCACCCUGACCGCUGUCCACGACGCCAUCCUCACCGACCUCGUUUACCCCGUCGAGAUCGUCGGCAAGC
GUAUCCGCACC

[2121]  AAGGAGGACGGCAGCAAGACUCUCAAGGUCAUCCUGGACGAGAAGGAGOGUGGOGGUGUUGACCACAGACUCGAUGCCUA
[2122]  CGGCGAGGUCUACCGCCGACUAACCGGCCGCUCUGUUGUCUUCGAGUUCCCCCAGAG

[2123]  SEQ 463 :N. fischeri_19426

[2124]  TGCTCAGCGCCGCATCCTGCCACGCCCCAAGCGCTCTGTCAACT CCCGCACCAACCAGAAGCAGAAGCG
CCCTCGCTCTC

[2125]  GCACCCTGACCGCCGTCCACGACGCCATCCTCGACGACCTCGTTTACCCCGTCGAGATCGTCGGCAAGC
GTATCCGCACC

[2126]  AAGGAGGACGGCAGCAAGACTCTCAAGGTCATCCTGGACGAGAAGGAGCGTGGCGGTGTTGACCACAGA
CTCGATGCCTA

[2127]  CGGCGAGGTCTACCGCCGACTAACCGGCCGTGCTGTTGTCTTCGAGTTCCCCCAGAG

[2128]  SEQ 464 :N. fischeri_19426

[2129]  UGCUCAGCGCCGCAUCCUGCCACGCCCCAAGCGCUCUGUCAACUCCCGCACCAACCAGAAGCAGAAGCG
CCCUCGCUCUC

[2130]  GCACCCUGACCGCCGUCCACGACGCCAUCCUCGACGACCUCGUUUACCCCGUCGAGAUCGUCGGCAAGC
GUAUCCGCACC

[2131]  AAGGAGGACGGCAGCAAGACUCUCAAGGUCAUCCUGGACGAGAAGGAGCGUGGCGGUGUUGACCACAGA
CUCGAUGCCUA

[2132]  CGGCGAGGUCUACCGCCGACUAACCGGCCGUGCUGUUGUCUUCGAGUUCCCCCAGAG

[2133]  SEQ 465 :N. fischeri_20179

[2134]  TGCTCAGCGCCGCATCCTGCCACGCCCCAAGCGCTCTGTCAACTCCCGCACCAACCAGAAGCAGAAGCG
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CCCTCGCTCTC
[2135]  GCACCCTGACCGCCGTCCACGACGCCATCCTCGACGACCTCGTTTACCCCGTCGAGATCGTCGGCAAGC
GTATCCGCACC

[2136]  AAGGAGGACGGCAGCAAGACTCTCAAGGTCATCCTGGACGAGAAGGAGCGTGGCGGTGTTGACCACAGA
CTCGATGCCTA

[2137]  CGGCGAGGTCTACCGCCGACTAACCGGCCGTGCTGTTGTCTTCGAGTTCCCCCAGAG

[2138]  SEQ 466 :N. fischeri_ 20179

[2139]  UGCUCAGCGCCGCAUCCUGCCACGCCCCAAGCGCUCUGUCAACUCCCGCACCAACCAGAAGCAGAAGCG
CCCUCGCUCUC

[2140]  GCACCCUGACCGCCGUCCACGACGCCAUCCUCGACGACCUCGUUUACCCCGUCGAGAUCGUCGGCAAGC
GUAUCCGCACC

[2141]  AAGGAGGACGGCAGCAAGACUCUCAAGGUCAUCCUGGACGAGAAGGAGCGUGGCGGUGUUGACCACAGA
CUCGAUGCCUA

[2142]  CGGCGAGGUCUACCGCCGACUAACCGGCCGUGCUGUUGUCUUCGAGUUCCCCCAGAG

[2143] S35 ik

[2144] " Stakeholder Insight :Invasive fungal infections ” , Datamonitor, Jan
2004
[2145] " Stakeholder Insight :Sepsis, Under reaction to an overreaction ” ,

Datamonitor March 2006 Atkins $.D. and Clark I.M. (2004) Fungal Molecular
Diagnostics :A Mini Review. J. Appl. Genet. 45, 3-15.
[2146]

Delbriick, S., Sonneborn, A., Gerads, M., Grablowitz, A, H. And Ernst, J. F. (1997).
Characterization and regulation of genes encoding ribosomal proteins L39 and S7
of humanpathogen Candida albicans. Yeast. 13,1199-1210.

[2147] Synetos, D., Dabeva, M.D. and Warner, J. R. (1992). The yeast ribosomal
protein S7 andIts genes. J.Biol. Chem. 267, 3008-3013.
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