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DEFA3, (D177, JUN, ELANE, BPI (bactericidal permeability increasing protein), MIP8 (matrix
metallopeptidase 8), CEACAM8, CAl (carbonic anhydrase 1), HBA1l (hemoglobin subunit alpha 1), SLC4Al
(solute carrier family 4 member 1), ALASZ2, BTNL3, SLC2A14, SELENBP1, HBAZ, HBD, MPP6, THNSL2, SERINC2,
GADD45G, CRISP3, CEACAM6, PGLYRP1, CHST13, CITED4, CFAP45, OSBPL1A, SIGLEC8, ALOX15 % IDH3A & A& 5
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AT 2

DEFA3, (D177, JUN, ELANE, BPI (bactericidal permeability increasing protein), MMP8 (matrix
metal lopeptidase 8), CEACAM8, CAl (carbonic anhydrase 1), HBA1 (hemoglobin subunit alpha 1), SLC4Al
(solute carrier family 4 member 1), ALAS2, BINL3, SLC2A14, SELENBP1, HBA2, HBD, MPP6, THNSLZ, SERINCZ,
GADD45G, CRISP3, CEACAM6, PGLYRP1, CHST13, CITED4, CFAP45, OSBPL1A, SIGLECS, ALOX15 % IDH3A & A€
T ARAAREH AAAEE 1F ol dwld Iy 58 SA4se AAE E3stE ATAE FES ATE
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DEFA3, (D177, JUN, ELANE, BPI (bactericidal permeability increasing protein), MIP8 (matrix
metallopeptidase 8), CEACAM8, CAl (carbonic anhydrase 1), HBA1 (hemoglobin subunit alpha 1), SLC4Al
(solute carrier family 4 member 1), ALASZ2, BTNL3, SLC2A14, SELENBP1, HBAZ, HBD, MPP6, THNSL2, SERINC2,
GADD45G, CRISP3, CEACAM6, PGLYRP1, CHST13, CITED4 % CFAP45 5 A 8l®l &hi} o]de] fradate] HAL ¢ &
ool HAARYE A4EE @d Bd Frol 44 dxEme weld Fvlet 49 AFAY FH5oR B

R
Wk, AFAY FEF A9g 24E.

A

3794
A7e 1 EE AT 20 QojA,

OSBPL1A, SIGLEC8, ALOX15 % IDH3A 5 =¥ 3}i} o]

Ao Ak A i e o] FHAREH AAEHE
il wby o] AA dlzatel HlEke] fadle A9 ATAN FEsoR wddsle, AR FES Ad
| ZAE.
A3 5

AT 1ol oA,



SIHS31 10-2022-0114687

A7) dd dE S SAHE AAE 7] FAAREH AAEE el 525 o] whHd Eojxoz A
gtale A e oo Y A3 dHS el A, AFAR FEF vk 2AE
A3 7

AT 60l oA,

A7) e BoEe A EE ReIe 3A, AAN 5

o|\
)
e}
oo
BN
oX,
e

A7 8

DEFA3, (D177, JUN, ELANE, BPI (bactericidal permeability increasing protein), MMP8 (matrix
metal lopeptidase 8), CEACAM8, CAl (carbonic anhydrase 1), HBA1 (hemoglobin subunit alpha 1), SLC4Al
(solute carrier family 4 member 1), ALAS2, BINL3, SLC2A14, SELENBP1, HBA2, HBD, MPP6, THNSL2, SERINCZ,
GADD45G, CRISP3, CEACAM6, PGLYRP1, CHST13, CITED4, CFAP45, OSBPL1A, SIGLECS, ALOX15 % IDH3A & A#x]
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DEFA3, (D177, JUN, ELANE, BPI (bactericidal permeability increasing protein), MIP8 (matrix
metallopeptidase 8), CEACAM8, CAl (carbonic anhydrase 1), HBA1 (hemoglobin subunit alpha 1), SLC4Al
(solute carrier family 4 member 1), ALASZ2, BTNL3, SLC2A14, SELENBP1, HBAZ, HBD, MPP6, THNSL2, SERINC2,
GADD45G, CRISP3, CEACAM6, PGLYRP1, CHST13, CITED4, CFAP45, OSBPL1A, SIGLEC8, ALOX15 % IDH3A & A& =
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1) MARYE 2w AYEsHA AlgoA DEFA3, (D177, JUN, ELANE, BPI (bactericidal permeability
increasing protein), MMP8 (matrix metallopeptidase 8), CEACAM8, CAl (carbonic anhydrase 1), HBAl
(hemoglobin subunit alpha 1), SLC4Al (solute carrier family 4 member 1), ALAS2, BINL3, SLC2A14,
SELENBP1, HBAZ, HBD, MPP6, THNSL2, SERINC2, GADD45G, CRISP3, CEACAM6, PGLYRP1, CHST13, CITED4, CFAP45,
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A7 1) ©@Al= RT-PCR, A% RT-PCR(competitive RT-PCR), A A7t RT-PCR(Real-time RT-PCR), RNase H.Z&
A (RPA: RNase protection assay), =% E3'® (Northern blotting) ®% DNA & ol &3dt=, AgAY F
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A7 13
DEFA3, CXCL10, RNASE3, CRISP3, FOLR3 (folate receptor gamma), MCEMP1 (mast cell-expressed membrane
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$27h obts @ B oWy o @
£ A9 gglon, 9 ClE vad SR gejoln AwEel Ag /zol §v] Wi Nd4 £F o 3-8
A AR =A% BN W oo 283 AAelA A

]

A5 oy JAl
e oge

BRIt e e A 3 8 W 293} g 34
o EAE C1 aFeIA wRs BAHYom Sl dUNE Bt A7 IFAA A, EF, A7
B o24e olgste] Clo) WA e AT S QAR ¥ uEe A Ave] wE 43Ry 3
9 W APEA fAA RE B DHE A TEade wEY. ¥ dTd R A/ 53 ga
oM Atk et fel O % dET oS B4 % 9u 99 Al QAR Y gaTe
5 404 2AS FH AL AE 2719 HAE FBT 5 A9

B g DEFA3, (D177, JUN, ELANE, BPI (bactericidal permeability increasing protein), MMP8 (matrix
metallopeptidase 8), CEACAM8, CAl (carbonic anhydrase 1), HBA1l (hemoglobin subunit alpha 1), SLC4Al
(solute carrier family 4 member 1), ALASZ2, BTNL3, SLC2A14, SELENBP1, HBAZ, HBD, MPP6, THNSL2, SERINC2,
GADD45G, CRISP3, CEACAM6, PGLYRP1, CHST13, CITED4, CFAP45, OSBPL1A, SIGLEC8, ALOX15 % IDH3A & A& =

B 1F o4 fA4 A £ES FRAE ANE TP ATAY TEF A0S 2YEB B Rolnt,

wek, E 2w e DEFA3, (D177, JUN, ELANE, BPI (bactericidal permeability increasing protein), MMP8
(matrix metallopeptidase 8), CEACAM8, CAl (carbonic anhydrase 1), HBAl (hemoglobin subunit alpha 1),
SLC4A1 (solute carrier family 4 member 1), ALAS2, BTNL3, SLC2A14, SELENBP1, HBAZ2, HBD, MPP6, THNSLZ,
SERINC2, GADD45G, CRISP3, CEACAM6, PGLYRP1, CHST13, CITED4, CFAP45, OSBPL1A, SIGLECS, ALOX15 % IDH3A
F AEHE $AA2YE AARE 13 oe vl 3d 1722 St AAE TPt AFAY P
S

&g A=l B Ao,

A
o
o

1)

T
g

b o DEFA3, (D177, JUN, ELANE, BPI (bactericidal permeability increasing protein), MMP8
(matrix metallopeptidase 8), CEACAM8, CAl (carbonic anhydrase 1), HBAl (hemoglobin subunit alpha 1),
SLC4A1 (solute carrier family 4 member 1), ALAS2, BTNL3, SLC2A14, SELENBP1, HBAZ2, HBD, MPP6, THNSLZ,
SERINC2, GADD45G, CRISP3, CEACAM6, PGLYRP1, CHST13, CITED4  CFAP45 & A&l® sl o] 4e] fxte] A

A GE EE o] fAARTH AYHE wud Bl fre] A4 uxwd wsle] sk A9 ATAY T

dzom WEshs, AAY TEZ Qg 24 BE gl
ok, 2 dbg2 OSBPL1A, SIGLEC8, ALOX15 % IDH3A & A Ew sl o] Ate] fHxte] AXA 5= e o] §4
AZRE AYHE SNd 2@ FEol g4 gET kel dhdt: A% ATAY TEFoR Buse, 4
FRY TEZ Qg 2R B Zeln

ER, B oaEe ) wud 3d £E2S S AAZ ) RARERE AYEE ang B ol dd
of Solfoxm Agsh: A Ex ol U AF ww A, AR vEF Avg x4Bo] #a
Aol th
we, B owge 7] @Av) EUEe g4 Bt Bn2E 249, AEAT TEE A9s 248 99 4
ok,

wek, E 2w DEFA3, (D177, JUN, ELANE, BPI (bactericidal permeability increasing protein), MMP8
(matrix metallopeptidase 8), CEACAM8, CAl (carbonic anhydrase 1), HBAl (hemoglobin subunit alpha 1),
SLC4A1 (solute carrier family 4 member 1), ALASZ2, BINL3, SLC2A14, SELENBP1, HBA2, HBD, MPP6, THNSLZ,
SERINC2, GADD45G, CRISP3, CEACAM6, PGLYRP1, CHST13, CITED4, CFAP45, OSBPL1A, SIGLEC8, ALOX15 % IDH3A

F AEEE 1% ol de] f14 WA $ES FASE AANE TP ATAY FAS A0S JEd] B 4
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o}

wok, X owkgS DEFA3, (D177, JUN, ELANE, BPI (bactericidal permeability increasing protein), MMP8
(matrix metallopeptidase 8), CEACAM8, CAl (carbonic anhydrase 1), HBAl (hemoglobin subunit alpha 1),
SLC4A1 (solute carrier family 4 member 1), ALAS2, BTNL3, SLC2A14, SELENBP1, HBAZ2, HBD, MPP6, THNSLZ,
SERINC2, GADD45G, CRISP3, CEACAM6, PGLYRP1, CHST13, CITED4, CFAP45, OSBPL1A, SIGLECS, ALOX15 % IDH3A

F AgEE A4 APEE 1F olge] Bud Bd £ES S4sE AR TIss 4FAY TEE
S

Aerg 71Ed BE R,
EE, R ouge

1) /MAZEEH EId AESHH AJgoA] DEFA3, (D177, JUN, ELANE, BPI (bactericidal permeability
increasing protein), MMP8 (matrix metallopeptidase 8), CEACAM8, CAl (carbonic anhydrase 1), HBAl
(hemoglobin subunit alpha 1), SLC4Al1 (solute carrier family 4 member 1), ALAS2, BINL3, SLC2A14,
SELENBP1, HBA2, HBD, MPP6, THNSL2, SERINC2, GADD45G, CRISP3, CEACAM6, PGLYRP1, CHST13, CITED4, CFAP45,
OSBPL1A, SIGLEC8, ALOX15 % IDH3A & HE® 1F ol A9 dAl % T o] FAxZYH A==

wud EE oolg] BHe) A £EL FAstE WA

yE

ks

fr

T wd $ES Y gaTe A4 £ mE el e $Ew st
=
=

wek, X owlyo 7] 1) ©@AIZF RT-PCR, A% RT-PCR(competitive RT-PCR), 2A|ZF RT-PCR(Real-time RT-
219 (RPA: RNase protection assay), =9 E3% (Northern blotting) W+ DNA & o] &
BT Aud BHE ARE AFshe Pl B3k 3ol

wek, B owwe Ay AESHH Algrzl g g3, d4A%, 93, 549, 4o, gxd gl 5ol Hut
A, G e olEY IR, ATAY FEHS Ady ddE FRE AT W B Ao
wek, B ke DEFA3, CXCL10, RNASE3, CRISP3, FOLR3 (folate receptor gamma), MCEMP1 (mast cell-

expressed membrane protein 1) % (D177 &= A€dE 1% olA9 FHdA HA} & T o] FHAAEREH A

HE wNd £22 SY5e AAE ZTHE ATHY TAF B4 W B CRE waAste, AT

T3, B oage gy RS dxERY Eod AESH A|EZ5E DEFA3, CXCL10, RNASE3 % CRISP3 &

F FARRRE AAEE dud gy 23S SH3le] F4At
3} 23 3xe] HApEh 2 A4S AFAE FES 5 &E
Feidol & Aeog ddsls, AFAF FH5 oF Jds A& @3 Ao},

AlZZHE FOLR3 (folate receptor gamma),

" 3l o) At A FE EE
s 54 ArL 3 e vl 0y g Ag AR
FE5 #xe] FHuagug g2 A9 ATAY FEHS Y e F ) By vhsAde] & 3R fdste,
FES d% Ads 2AdE #s A

=]
9
EE, B oUge 4] 43R FUF oF A9 24ES £FAE AFAY FEF oF AW 7=

i

1) A FE5 dxzry 289 AESHA AJZo|A DEFA3, CXCL10, RNASE3, CRISP3, FOLR3 (folate
receptor gamma), MCEMP1 (mast cell-expressed membrane protein 1) % (D177 % A8F 1% o] FH A9

WA S R o] $UARRE AQEHE Bl wx ole] wle] wd 438 3heh: v

2) 7] HAR A FE EE B £ ATAE FEF DR P AY fA4 A £E EE A
4 2d £F FEPe viass WA S TR ATAY TEAF oOF AU wAd Jug AFsE Wy
o #5 Zloltt.
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Bg-, AT 5L AES AU RNA G2 A4S HFs] 8, O 2tz A AE AlEE A
&3ke] GRT-PCR 2 W] 4] 23 3 RS 913 Pl WIS PAXgene™ RNA M8
(QIAGEN, Hilden, Germany)ell 4% Z9] 55 dAEEEe dHS st 3 2 ¥ AES
5 -80TCelA W BEFT. o] A dddistn A Sel9ds]e S90S skt (No. 2017-08-
014). A Frolo] dig AW FoAE 23 ol 7t 7oz RE Aolrt.

A

o

oz 32
e}

=J
|

(@)

golnelel Fu % Agd

RNA M2 Z2ad9s 93] oml ddS EDTA FHo| Fdrt. F RNAE TRIzol® RNA Isolation
Reagents (Life Technologies, Carlsbad, CA, USA)ZS A}&3le] E&]sla -80TCoA RFTE. RNA A|EY &
o} FHL& Agilent 2100 wHlo]Q HA7] Z#E  (Agilent Technologies, Santa Clara, CA, USA)olA
ARSI, mRNA A1 A ZlolBeE]s AZzgAe] Z2E o] whe) Illumina TruSeq Stranded mRNA AZ 1]
71 (Illumina, San Diego, CA, USA)E AF&3Slo] F RNAE TH|SITE. gelBde]le] 43 A7) Agilent
2100 Hlole EA17] DNA 7]EE Ab&3le] H71skoiar, CFX96 Real Time System (Bio—Rad, Hercules, CA, USA)
S Ab&3te] gPCROl 98] FZEF3E o™ NextSeq500 Al2~®l (I1lumina)oll A o= A= 75 G743 & 8
A7 eldlx Aoz AP,

A48 & Ax 93

AAL Holgoll Ao EAsh= AU offE ek 4] wleoly F 7IwkE Skewer [13]°0] ofs] =AUt
-x AGATCGGAAGAGCACACGTCTGAACTCCAGTCA % -y AGATCGGAAGAGCGTCGTGTAGGGAAAGAGTGT &2 Illumina TruSeq ©

HE o] &F oW Mol AFEHAeH —q 0 -1 25 -k 3 -r 0.1 -d 0.1 FAL A HolH9 AFd 5' 2
3" T Egdel ARSEAT. AEE @7k A oWiHE EYUYL ¥ J%ﬂff} aFEZ HlolEl= STAR &
Edols ARgste]l Hx Aol fisEAG [14]. 7be-5e14 glelBely] 54 —-library-type = fr-

firststrand7} W3 T2 |20 &5},

FAZ 2d g2 F AEF o7 dHE {FHR (DEG) #4

7beb-Eo]4 golvele] &4, —-library-type = fr-firststrand @ 7]E} 71& $HS T} CufflinksS

AREste] Fx Alsl tHf‘& ﬂé‘@ﬂ ¢l7] diolHE fdx 2d goz A=t [15]. GIF 3249 UCSC A=
294 do FAo] §Az REAR AL
e}

5 24
W, EE gk wnt %ﬁdiﬂ RLER 0‘71 Eﬂ olf & HAMA| Z=muo]x o oA

o2 ALE AT, Cufflinks
CI-wka} w15 7+e] DEG
st 2 g e~ R &
E d vl (expression-fold) W&ol 7+ I Atole] A E P ghol g Ak
L AR R 2AHEE ARESFe] EAEkIT

!

]
em, A

7149 Cuffdiff AT EIE AFgate] CIoh tz 1ke] DEG, CI-%4F 1§ 3
2 B4 NE o] By ZaklS wlawsly] 918 e DEGS At

7153 5% ¥4 (Functional enrichment analysis)

CIst tizat Atele] xpEA fdzr 2do] A=shy 753 d3s HESY] A8, A 2E249
4, KEGC d= % g : Profiler WA 0.6.7°] &g e} 7|54 FAx AEE x33te] DEGS 7|5
FAA 7Holl 542 ME F8 g2EZES 483t} [17]. Benjamini-Hochberg Ex}+= t}5 HAEES ZAHS= ©
AR E o ZAE P gkol 0.05 HRIQlL A9 wFo] AoHArt. CI9k ## ¥ DEGY] &84S FAMSH| H3H
MDS (Multi-dimensional scaling)”} AF&F AT},

3}
of

e
‘ﬂ-ﬂ—zrﬁ‘r

_rkﬂ &

DEG®] oRT-PCR AF

ANzGA el ZREFo| wel PAXgene Blood RNA Isolation Kit (QIAGEN)Z /\}33}01 Y g AMIZoM F
RNAS FZ3t}. RNA £2-2 Agilent 2100 Bioanalyzer® 753} 21 RNA A S NanoDrop® ND-1000 3%
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# %A (Thermo Fisher Scientific, Waltham, MA, USA)E AF&3le] Fa3vl. o =2 A4 foAd, 9 &
A wjp-wsl 2 QA fo S VW R {§HAE AEStal RT-PCRE H|&ESFe] RNA-Seq w4 Hi&
g}olgit}t. DEFA3 (defensin alpha 3), JUN (jun proto-oncogene), ELANE (&5 A2k e} #|) 2 (D177
(CD177 A2 Cl9f diE& Aleole] AT AHS 98] A AA T CEACAMS (CEA A 2 &4 8), CRISP3
(Az=ElQle] F5-3k W] ol 3), DEFA3 @ RNASE3 (2]: 7 Zdlol Al A sy 749 3)2 CI-F4F 1%
FCl-whah Exb 5 ke ApEAel 2d@E #Qlshr] ffste]l A9eqik. Maxime RT PreMix Kit (iNtRON
Biotechnology, Seoul, South Korea)ZE ©]&3F cDNA §Aoll 4 mlo]a=a=9] RNAS AF&3lth. PCRS Rotor-
Gene Q (QIAGEN)©lA 2X Rotor-Gene SYBR Green PCR Master Mix (QIAGEN)S A}-g3dle] =3Ec}t. Zdlolw
AEe ® 4o Yot ATk, AEHL a9~ 718 dExadow AEHAT. 24 HES A W dgEHAen 2E A
Z& A Hel 3 Alole] FFE HAE 0.5 mRFOIRTE.

r°l‘
‘:Q

A ¢y g3l 39 A

g4 dy folAl 39 L Az AR wal ELISA 71E (Cusabio, Wuhan, China)E A}g3sle] o]F o
”“01]*1 HItsto] 24 HATt. A& 49 A= 1.87 ng/mLo]

iy,
ox il

i

32

i)

e

=)

ﬂ E

)

>

w

o 1o

off

1

rlr

=

M

JH

E7 Ba

dole= A W 49 Hd £ B3 WA e T4 AF B¢ H)oE mAHT 13y wWEe 4§
n (p)o.=2 FAET. Mann-Whitney U H|EEE ARESFo] CI9} thZ&a Alol, CI-whaF Ewty) CI-ZFAF 1% 7HY
HwE ¢, ¥]&LS Fishere] 433t HAS AFEste] v, TA B4 PSS 2ZE] (HA
23.0, SPSS, Inc., Chicago, IL, USA)E A}&3sle] F3qFHAT. P <0.0565 SAZFoZ #23 Aoz 7HEH
1=

3 1: 4 \

RNA-Seq &4l ii%% 1592l Algak (C1 &, n = 11; ZET, n = 4)9 d34 5L 1 1o v} A}, Al
5 AF AP AR AT A A% (gestational age) F = Abelol FJsk zol7} filth. CI & 5 478
o] ojAdo] AT [CI-2AF 25; EuhbA 94l F9=, 19.8 (17.4-30.9)], UYWA= Al 37F o] Evtalgd
o} [CI- UJ 2} B A F4, 38.0 (37.0-39.0)]. CI-&4F 159 Wi (B0 EFT v

A3} 2: CIs} dEF AloldA AEHoz wdd fAA

1170e] CI 2 47he] tixt A&l thal RNA-Seqs AH&3&to] &of
E dlolEfol] sl MDSE Faste] CIeh tix Atolo] AR )
A= B8eA YA C AZe] 0 & ddds vUehds Rolad (E 1A). 30709 A7 CI9F iz
Atololl A frolatAl APEA o w W= Aow IRIFHAT (EXFE WHE <0.05, 3 W =22) (2¥ 1B, &
2). o] F FHAA 2670 "zt bjs] CL wollA A 4% 2d=n 47Ht sheF 2dHAT. A4 249
DEGOl &= &3+ vzl Wl e §¥A [DEFA3, (D177, JUN, ELANE, BPI (bactericidal permeability
increasing protein), MMP8 (matrix metallopeptidase 8) ¥ CEACAMR)], =EHidd =4 3+ 22+ [(CAL
(carbonic anhydrase 1), HBAL (hemoglobin subunit alpha 1), SLC4A1 (solute carrier family 4 member 1)]
7F AT, 2 gl ApEA R xAEE SEA)] AESA ARE oldety] fdl Ve w5 BASs T

o Al AA AAAE ARG, F94

Py
= =1
e 24300 WS SRS 2w AEol Ol

il

ol

B3k, B AR WFAA 270 golt BEAUT, FTHUY £5, IFY WAT DY, Ak FE,
537 WY % 5T A DGsel sl 1T IS BEAG. o9 AL, DiGsts AE AY
MFAA 237 g2, B4 )% WFANM 57 fol= HEEUT (= 21-0). KEGG A2 B4 A% A 55
d ARt webeolst optelst EelvheivbFolgn (= ).
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[0082]

[0083]
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3
AX AFE wigow (1 259 xS CI-wF B9 (n = 7)3 CI-FAF (n = 4) IFS=E ¢ Uil o5 A}
ole] DEGE AMTH F 2% e 44 54 Wi ¥ 10 vheb vkl CI-wka} £kt Cl-22k 25 el F
338709 FAAE AEK oz vt (FEE WHE <0.05 D fold-change =2) (% 5 WA % 26, %9
717 = 2 dAE E 5~ ¥ 2602 4 Ak 59 F 62 AR AZAH Folal, T 7, & 8

!
2 934 Ko, IF & 258 & 2040 A B A2 AAA EY). o T 10019 FAAE Cl-x
sl

Ab aFd wlE) CI-That B3 25 A f-oskA 4 ZAEQ 3 144707} 33k ZA =}, DEFA3, CXCL10 (C-
X-C motif chemokine ligand 10), RNASE3 % CRISPSQ]— 22 7712 B FRAb digt |y qhg E ko] wh
o2 CI-7h2) Bub aFoA A% 2dd v, 54 9dy wiy) d9, 57 243k #odsh= FOLR3

(folate receptor gamma), MCEMP1 (mast cell-expressed membrane protein 1) % (D177%} #& %ﬂx}g‘g
CI-Z2A4F aFolA A% 22U, 7154 5% 24 43, DEGs7F BEEA #4 ®lFoA 847l &ol=2 &

HRom, o] ¥k 9@ W wkE fojrt Y frofstA w5H Ao RE YEhsth. DEGE AE AdE mzq/q
3270 &olE, BA 7% WFoA 57 &ol2 FFHAGY (& 2D-F). E3F, KEGG A= EAdA 7 Fo3hA
A 2dE A2E AdEFFAA A, NOD FAF §8A (nucleotide-binding oligomerization domain-like

receptor) % RIG-I A} 84 (retinoic acid-inducible gene-I-like receptor) A& ZAZITt (= 26).

Z3} 4: DEGs®| oRT-PCR HZF

RNA-Seq Aol A FQ3 DEGsES #HZ387] 8l 4719 22 (DEFA3, JUN, ELANE 2 (D177)E A ®&til CI (n
= 1D = (n = 59 AE A AﬂE ko] ApHARL WHS RT-PCRZ F7baklth. 32k A+ B4 9 <
A EAL 1 279 AAHO Qth. 49 §1A7} ERTFET I 1 A o & mRNA 28-S UbER o] RNA-
Seq A3} AAeFPT; (= 3A). FEZH CI-vkaF Buky) CI-2AF 25 7hol| xbol7b 9dE ] 7FA] f-x =} (DEFA3,
RNASE3, CRISP3 %! CEACAM8)®] mRNA &S H7sigitt (& 3B). ol FHxb= CI-ZA4F L& H|3) CI-vh
B agelA 4add] A 2dEoen Aiks RNA-Seq #2419 Axtel A3},

A3 5: C1 §Ate] ¢} -AA 3 2

RNA-Seq #4412 DEFA3ES thxo¥ ®lwste] CI 2FolA Hx AdzHEE DEG T shuel Aoz Feldic.
L3k, DEFA3S CI-2AF 180 ]3] CI-9kal Bvb T804 A3 Aakzds

i

3 th. o]¥wl o}i]g}l, DEFA3 mRNA
E sES RNA-Seq 4 ZAFe} dA k. wEbA, CI &4} (n = 25)9F A tlZ27 (n = 174 A <o}
g 39 ApHEA BHS FRlely] fE] WY BAS STt ] A EFS ® 390 e Q. &)
T3l Al tiztoll W3 CI Z2EolAl folsiAl 43 =dAJe [C1 2% 14.9 ng/mL (10.5 ~ 47.2 ng/mL)

32
. HET 9.9 ng/mL (4.6 ~ 17.2 ng/mL), p = 0.014; = 4].
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¥ 1
CI group (n=11) Controls (n=4) val;ue Cl-preterm group (n=4)  CI-term group (n=7) va];ne
Maternal age (vears) 34.0(31.0-37.0) 32.0(303-36.8) 0.66 35.0(33.3-36.8) 33.0(29.0-38.0) 0.79
Gestational age at blood < - ; ; 2 ” - 5
collection {weeks) 19.4(17.3-25.0) 23.0(19.0-25.2) 041 17.8 (16.0-23.3) 21.1(19.3-25.1) 023
Gestational age at delivery = K
(waeks) 37.0(21.2-38.1) 389(382-399) 004 19.8 (17.4-30.9) 38.0 (37.0-39.0) -0.01
Nulliparous. n (%) 4(36.3) 1(25.0) 1.00 2 (50.0) 2 (28.6) 0.58
WBC count (cell/mL) 8.450 (6.880-11.820) - 12,275 (9.293-13.878) 7.010 (6.540-9.080) 0.02
Neutrophil count (cell’'mL) 7.120 (4.620-10.080) - 10,240 (8.055-11.734) 4.720 (4,600-7.120) 0.01
C-reactive protein (mg/L) 40(32-58) 4.9(34-159) 39(2.8-55) 041
Cervical dilation. n (%a)
=3cm 7 (63.6) - 3(75.0) 4(57.1) 1.00
<3cm 4(36.4) z 1(25.0) 3 (42.9) 1.00
[0084] CT: Cervical insufficiency; WBC: White blood cell
¥ 2
Variable Symbol log:FoldChange Adjusted P value
Up DEFA3 3.67511723789818 2E-02
ATAS? 3.519309797177 2E-02
BTNL3 Inf 2E-02
CAl 3.47497905675555 2E-02
SLC2A14 3.25605684281671 2E-02
HBAI1 2.7980605249831 2E-02
SELENBP1 2.72166266610296 2E-02
SLC4A1 2.71704488249167 2E-02
HBA2 2.69537791118106 2E-02
HBD 2.68541179635482 2E-02
MPP6 2.4833165221545 2E-02
CD177 2.42949208713447 2E-02
THNSL2 2.02084194732558 2E-02
SERINC2 1.98173439063116 2E-02
JUN 1.9533367220765 2E-02
ELANE 1.90527810295126 2E-02
BPI 1.77611402176362 2E-02
MMPZ 1.72925635901305 2E-02
GADDA45G 1.65078409116667 4E-02
CEACAMS 1.5983927504685 2E-02
CRISP3 1.53891127931527 2E-02
CEACAMG 1.50022217089997 2E-02
PGLYRP1 1.48532447007354 2E-02
CHST13 1.41618971026847 2E-02
CITED4 1.40404903094954 4 E-02
CEAP45 1.31521033814004 2E-02
Down OSBPL1A -6.87091809482961 2 E-02
SIGLECS -1.8619380736046 2E-02
ATOX15 -1.8254376692933 2E-02
IDH3A 1417225618276 2E02
[0085]
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X 3
1 group (n=25) Nm'?i‘:?;ms . Cliem group (i) Cipr:;:]; )’g' o Y:w
Matemal age (years) 34.0(31.0-37.0) 37.0(31.5-38.0) 020 34.5(32.3-37.0) 34.0(30.5-36.5) 0.59
Nulliparous. n (%) 13 (52.0) 6(35.3) 035 2 (25.0) 11 (64.7) 0.68
Gestational age at blood 22.4(18.5-25.0) 24.1(18.0-24.5) 033 23.7(22325.2) 214 (19.1-23.8) 0.08
collection (weeks)
Gestational age at delivery 26.4 (21.2-373) 38.1(37.6384) =001 37.2(37.0-37.5) 242(20:8-26.9) <0.01
(weeks)
Cervical dilation
>3cm 18 (72.0) 5 3(37.5) 15 (88.2) 0.02
<3em 7 (28.0) - 5 (62.5) 2(11.8) 0.02
WBC count (cell/mL) 11,680 (9.340-14.085) - 8.440(8,250-12.498) 12,970 (10.320-14.230) 0.01
Neutrophil count 9.220 (6.835-11.495) - 6.375 (5,770-9.765) 10,150 (7.810-12.140) 0.01
C-reactive protein (mg/L) 50(3.9-204) - 40(1.542) 7.9 (4.7-29.5) 0.01
[0086]
X 4
Gene
Sense sequence (5°— 37) Antisense sequence (53— 37)
DEFA3 CTTGCTGCCATTCTCCTGGT ATGCAGGTTCCATAGCGACG
JUN CAAGAACTCGGACCTCCTCA CTCATCTGTCACGTICTTGGG
ELANE CACTGCGTGGCGAATGTAA CTCATCTGTCACGTICTTGGG
CD177 TGGGCTGTCCACCAAAATGA TAGCAGGAAGGGCAAACCAC
CEACAMS GCCTTCACCTGTGAACCTGA GCACTCGCTGGGTTCTGTAT
CRISP3 AGCTCATGGTCACAAGCAATC TAGGCATTTCCACATCCAACG
RNASE3 GATGGCGTTGCAAAAACCAAA AGTAAAGGCACCCGGAATCTA
DEFA3: defensin alpha 3: JUN: jun proto-oncogene; ELANE: neutrophil elastase: CD177: CD177
molecule: CEACAMS: CEA cell adhesion molecule 8: CRISP3: cysteine rich secretory protein 3;
[0087] RNASE3: ribonuclease A family member 3.
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z_wu-x,.—m L) fullterm preterm Status Log2FC pvalue g-value Full Description Temticent
g:Profiler Rank
Ensembl Gene ID
hsapiens  Success DEFA32 480.28 13.7281 OK -5.1286718¢ 0.00005 0.0049351 defensin alpha 3 [Source:HGNC Symbol;Acc:HGNC:2762] ENSGOD0000239839 T
hsapiens Success  CXCL10 11.5668 0.862049 OK mw.whmcwm: 0.00005 0.0049351 C-X-C motif chemokine ligand 10 [Source:HGNC Symbol;Acc:HGNC:1 ENSG00000165245 2
hsapiens Success  FAMI9A1 1.88339  0.143732 OK mw.u:muwﬂa.acaw 0.0174902 family with sequence similarity 19 member A1, C-C motif chemokin ENSGO0000183662 3
hsapiens Success  RSAD2 109.535  8.62263 OK mw.mmqmown.a.gamm 0.0049351 radical S-adenosyl methionine domain containing 2 [Source:HGNC 5 ENSG00000134321 4
hsapiens Success  USP18 6.62219  0.591428 OK w.w.hmun.wwmm 0.00005  D.0049351 ubiquitin specific peptidase 18 [Source:HGNC Symbol;Acc:HGNC:126 ENSGD0000184979 5
hsapiens  Success IFI44L 68.7704 6.4898 oK mw.h;muhwmuo.oooom 0.0049351 interferon induced protein 44 like [Source:HGNC Symbol;Acc:HGNC: ENSG00000137959 6
hsapiens Success LAMPZ 5.86938 0.613308 OK mw.mmuuwwu..a.oooa 0.0049351 lysosomal associated membrane protein 3 [Source:HGNC Symbol;Ac ENSGO0000078081 7
hsapiens Success  TRPMA4 1.66544 0.174522 OK nw.mm.uﬁwmgboaom 0.0049351 nt receptor potential cation channel subfamily M member 4 [ENSG00000130529 8
hsapiens Success IFI27 9.61377 1.07891 OK E.Gmumﬂm 0.00005  0.0043351 interferon alpha inducible protein 27 [Source:HGNC Symbol;Acc:HGI ENSG00000165543 9
hsapiens Success  OAS3 102.056 11.9302 OK ﬂw.Smmucmmchom 0.0049351 2'-5-oligoadenylate synthetase 3 [Source:HGNC Symbol;Acc:HGNC:E ENSG00000111331 10
hsapiens Success CMPK2 41.7085 5.51198 OK uN.mHmmwwmn 0.00005 0.0049351 cytidine/uridine monophosphate kinase 2 [Source:HGNC Symbol; Ac ENSG00000134326 11
hsapiens Success  IFl44 174.02 27.5415 OK um.wwmuuhcma.cccqw 0.0049351 interferan induced protein 44 [Source:HGNC Symbol;Acc:HGNC:1692 ENSGO0000137965 12
hsapiens Success  DAS2 93.3902 14.7951 OK mM. 658151710.00005  0.0049351 2'-5'-cligoadenylate synthetase 2 [Source:HGNC Symbol;Acc:HGNC:€ ENSGD00D0111335 13
hsapiens Success  GIB6 0.348093  2.19651 oK ﬂm.muqmmmmma.mﬁccm 0.0049351 gap junction protein beta 6 [Source:HGNC Symbol;Acc:HGNC:4288]  ENSGO0000121742 14
hsapiens Success  SPATSIL  6.47062 1.02579 OK mN.muuumwﬂ 0.00005 0.0049351 spermatogenesis associated serine rich 2 like [Source:HGNC Symbol ENSG0O0000196141 15
hsapiens Success  15G15 728.493 115.679 OK mw.aaquﬁo.ooewm 0.0189337 15G15 ubiquitin-like mol r [Source:HGNC Symbol;Acc:HGNC:4053] ENSG00000187608 16
hsapiens Success  AP3B2 0.456068 2.825 0K m.mwomwocha.oooom 0.0049351 adaptor related protein complex 3 subunit beta 2 [Source:HGNC Syn ENSG00000103723 17
hsapiens Success DEFA4 34,9918 5.95766 oK ‘.N.umﬁ—mm: 0.00005 0.0049351 defensin alpha 4 [Source:HGNC Symbol;AcctHGNC:2763] ENSG00000164821 18
hsapiens  Success OTOF 2.41455 0.430101 OK mm.&mmocmﬁ.a.oooa 0.0049351 otoferlin [Source:HGNC Symbol;Acc:HGNC:8515] ENSG00000115155 19
hsapiens  Success ETV7 9.6282 1.72988 OK mm.a..__mwwa:.e.oooom 0.0049351 ETS variant 7 [Source:HGNC Symbol;Acc:HGNC:18160] ENSG00000010030 20
hsapiens Success SIGLECL 19.124 3.60936 OK I\N.hﬁmumwume.cooﬁ 0.0107503  sialic acid binding Ig like lectin 1 [Source:HGNC Symbol;Acc:HGNC: 11 ENSG00000088827 21
hsapiens Success ID1 0.990699 5.1525 OK M.wumww.u&mh 0.00005 0.0049351 inhibitor of DNA binding 1, HLH protein [Source:HGNC Symbol;Acc:H ENSG00000125968 22
hsapiens  Success XKR3 0.404709 |2.0906 oK ‘N.wmwwchE 0.00045 0.0215464 XK related 3 [Source:HGNC Symbol;Acc:HGNC:28778] ENSGO0000172967 23
hsapiens Success OAS1 150.787  29.301 OK mw.wmmamamn 0.00005  0.0049351 2-5-oligoadenylate synthetase 1 [Source:HGNC Symbol;Acc:HGNC: £ ENSG00000089127 24
hsapiens Success CAl 8.30198 1.66756 OK mN.wHuqumqm 0.00005 0.0049351 carbonic anhydrase 1 [Source:HGNC Symbol;Acc:HGNC:1368] ENSG00000133742 25
hsapiens Success  OLRL 2.93246  0.5839272 OK mm.wGHomE 0.00005 0.0049351 oxidized low density lipoprotein receptor 1 [Source:HGNC Symbol;A ENSG0O0000173391 26
hsapiens  Success HERCS 72.4476 14.6352 oK mm.woqamu&mo.oooom 0.0049351 HECT and RLD domain containing E3 ubiquitin protein ligase 5 [Sourc ENSGO0000138646 27
hsapiens Success D01 4,40095 0.897819 OK mw.mmumHWﬁ 0.00005 0.0049351 indoleamine 2,3-dioxygenase 1 [Source:HGMNC Symbol;Acc:HGNC:60! ENSG00000131203 28
hsapiens Success FOLR3 69.9541 318.979 OK M.Emmwamm, 0.00005 0.0049351 folate receptor 3 [Source:HGNC Symbol;AcciHGNC:3795] ENSG00000110203 29
hsapiens Success XAFL 137.752 30.4795 OK mm. 17616212 0.00005 0.0049351 | XIAP associated factor 1 [Source:HGNC Symbol;Acc:HGNC:30932] ENSGO0000132530 30

[0088]
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Significant Gene Ontology Gene Ontalogy Gene Ontology Pathway

Ensembl Gene ID
Rank Biological Process Cellular Component Molecular Function KEGG

ENSGH 1} 1 il ial humoral response, antimicrobial humoral imm azurophil granule, azurophil granule lumen, cytoplasm, cytoplasmic part, cytoplasmic Transcriptional misreguiation in cancer

ENSG00000169245 2 cell activation, cellular response to chemical stimulus, cellu extracellular region anion binding, carbohydrate derivative bin Influenza A, RIG-I-like receptor signaling pathway

ENSG00000183662 3 cytoplasm, cy ic part, er brane system, region, i g i part

ENSG00000134321 4 cell activation, cellular response to chemical stimulus, cellu cytoplasm, cytoplasmic part, endomembrzion binding Influenza A

ENSGO0000184979 5 cellular response to chemical stimulus, cellular response to cytoplasm, cy ic part, i lar, ir I ir llular part

ENSG00000137959 6 defense defense to other i de cytoplasm, intracellular, intracellular part anion binding, carbohydrate derivative binding, ion binding

ENSG00000078081 7 immune response, immune system process, interspecies in cytoplasm, cy ic part, cyt icvesicle, cytopl icvesicle b icvesicle part, end b system, ir lular, intracellular orgar
ENSG00000130529 8 cellular response to chemical stimulus, cellular response to cytoplasm, cytoplasmic part, endomembr:anion binding, carbohydrate de

ENSG00000165943 9

ENSGO0000111331 10 cellular response to chemical stimulus, cellular response to cytoplasm, cytoplasmic part, extracellular 2'-5-oligoadenylate synthetase activity, ad Influenza &, Measles, NOD-like receptor signaling pathway
ENSG00000134326 11 cellular response to chemical stimulus, cellular response to cytoplasm, cytoplasmic part, intracellular, anion binding, carbohydrate derivative bin

ENSG00000137965 |12 multi-arganism process, tob il rasponse t lasm, inti llular, intracellular part

ENSG00000111335 13 cellular response to chemical stimulus, cellular response to cytoplasm, cy ic part, il i ylate synthetase a ty, ad Influenza A, Measles, NOD-like receptor signaling pathway
ENSG00000121742 14 cellular response to chemical stimulus, cellular response to cytoplasm, cy ic part, int lular, i part

ENSGO0000196141 15 cytoplasm, cy ic part, intr: lar, ir I i llular part

ENSG00000187608 16 cellular response ta chemical stimulus, cellular response ta cytoplasm, cytoplasmic part, extracellular region, ir lar, intracellular organelle RIG-I-like receptar signaling pathway

ENSG00000103723 17 blishi of izati port, icl diated t cytoplasm, cytoplasmic part, cytoplasmic vesicle, cytoplasmic vesicle membrane, cyt icvesicle part, end b system, llular, intracellular orgar
El 21 18 ib, ial humoral response, antimicrobial humoral imim azurophil granule, cytoplasm, cytoplasmic part, | icvesicle, oy icvesicle lumen, cytoplasmic vesicle part, end b system, regi
ENSG00000115155 19 i of izati ytosis, regi exocytcytop , CY ic part, cyt icvion g

ENSG00000010030 20 i ir part Transcriptional misregulation in cancer

ENSG00000088827 21 defense response, establishment of localization, inflammat extracellular region

ENSG00000125968 22 cellular response ta chemical stimulus, cellular response to cytoplasm, cytoplasmic part, endomembrane system, intracellular, intracellular organelle, intracellular part

ENSG00000172967 23

ENSG00000089127 24 cellular response to chemical stimulus, cellular response to cytoplasm, cy ic part, end| 2%-5%olj ylate synthetase a ty, ad Influenza A, Measles, NOD-like receptor signaling pathway
ENSG00000133742 25 cellular response to chemical stimulus, cellular response to cytoplasm, cytoplasmic part, extracellular ion binding

ENSGO0000173391 26 cell activation, cell activation involved in immune response cytoplasm, cytoplasmic part, cyt icvesicle, cy icvesicle b cytoplasmicvesicle part, endomembrane system, extracellular region, intracellul
ENSGO0000138646 27 cytokine production, defense response, defense response ' cytoplasm, ic part, i lular, ir lar part

ENSG00000131203 28 cell activation, cytokine production, defense response, imn lasm, ic part, il 1lul, on binding

ENSG00000110203 29 cell activation, cell activation involved in immune resp cytoplasm, cy ic part, cyt icyanion binding, ion bin

ENSG00000132530 30 cellular response to chemical stimulus, cellular response to cytoplasm, cytoplasmic part, intracellular, ion bini

[0089]
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hsapiens Success RNASE3  8.88786 1.98862 OK  2.1600684:0.00005  0.0049351 ribonuclease A family member 3 [Source:HGNC Symbol ENSG00000 31
hsapiens Success CEACAMS 12,1964 2.80067 oK mm.ummmﬁ.ﬂ 0.00005 0.0049351 carcinoembryonic antigen related cell adhesion molect ENSG00000 32
hsapiens  Success CAPN13 0.238672 1.03832 oK ‘N.Hm:bwwa, 0.0002 0.0131602 calpain 13 [Source:HGNC Symbal;Acc:HGNC:16663] ENSGO0000 33
hsapiens  Success CRISP3 13.3837 3.10558 OK mm.ueumbmﬁc.gccm 0.0049351 cysteine rich secretory protein 3 [Source:HGNC Symbol; ENSGD000DG 34
hsapiens  Success TMTCL 0.712456 3.0533 oK ‘N.n.wwawmum, 0.00005 0.0049351 transmembrane and tetratricopeptide repeat containin ENSG00000 35
hsapiens Success PNPTL B.36805 2.02004 oK ﬂm.Omomnumu 0.00005 0.0049351 polyribonucleotide nucleotidyltransferase 1 [Source:H{ ENSGO0000 36
hsapiens  Success CRISP2 0.826125 0.200628 OK mu.ogquho.oom.u 0.0274433 cysteine rich secretory protein 2 [Source:HGNC Symbol; ENSG00000 37
hsapiens Success  GBP4 32.7848 8.04522 oK mmbmmmwmmuobao‘ou 0.0049351 guanyiate binding protein 4 [Source:HGNC Symbol;Acc: ENSG00000 38
hsapiens  Success TMEMI11S 0.762351 3.10149 OK ‘N.cmﬁwbuw. 0.00005 0.0049351 transmembrane maﬁm.: 119 [Source:HGNC Symbol; Acc: ENSGO0000 39
hsapiens  Success EPSTIL 46.4904 11.4518 OK ﬂm.cmwwuwﬁ 0.00005 0.0049351 epithelial stromal interaction 1 [Source:HGNC Symbol;£ ENSGO0000 40

hsapiens Success Clorfl4 1.69575 0423618 OK mm.oowomum.m 0.0016 0.0438034 chromosome 3 open reading frame 14 [Source:HGNC Sy ENSG00000 41

hsapiens  Success CTSG 3.78612 0.954033 OK mw.mm.mmbmon 0.00005 0.0049351 cathepsin G [Source:HGNC Symbol;Acc:HGNC:2532] ENSG00000 42
hsapiens Success  ALAS2 32351 8.1933 (0] 4 mu.wmwmﬁuu 0.00135  0.0398693 S5-aminolevulinate synthase 2 [Source:HGNC Symbol;AENSG00000 43
hsapiens Success  LYBE 301.357 76.882 oK wu.mwcumumﬂ 0.0001 0.008085 lymphocyte antigen 6 family member E [Source:HGNC € ENSG00000 44
hsapiens Success ZNF30 1.02283 0.261089 QK mw.mmwwmmum 0.00095 0.0321003 zincfinger protein 80 [Source:HGNC Symbol;Acc:HGNC: ENSG00000 45
hsapiens  Success MT2A 299.601 77.344 OK mw.mmwmmﬂrn 0.00005 0.0049351 metallothionein 2A [Source:HGNC Symbol;Acc:HGNC: 74 ENSGO0000 46
hsapiens Success  SLFN12L  5.35218 1.38703 oK mw.mhmww._..mk 0.00005  0.0049351 schlafen family member 12 like [Source:HGNC Symbol;; ENSG00000 47
hsapiens  Success LCN2 199.076 51.6471 oK mu.whmmmcnmc.occaw 0.0215464 lipocalin 2 [Source:HGNC Symbol;Acc:HGNC:6526) ENSG00000 48
hsapiens Success HPN 0.439796 1.63762 oK m.mwmmwammé.ooou 0.0274433 hepsin [Source:HGNC Symbol;Acc:HGNC:5155] ENSG00000 49
hsapiens Success BRI 21.0553 5.68064 OK mw.mmoom«wnn 0.00005 0.0049351 bactericidal permeability increasing protein [Source:HC ENSG00000 50
hsapiens  Success AGRN 4.42579 1.20092 OK mw.m,m:mhmm 0.00005 0.0049351 agrin [Source:HGNC Symbol;Acc:HGNC:329] ENSGO0000 51
hsapiens  Success AZUL 12.0042 3.28266 oK mu.mwcmcmcu 0.00005 0.0049351 azurocidin 1 [Source:HGNC Symbol;Acc:HGNC:913] ENSGO00000 52
hsapiens Success  SLFNS 18.898 5.16991 oK ﬂu.mwacmmﬂ 0.00005  0.0049351 schlafen family member 5 [Source:HGNC Symbol;Acc:Hi ENSGO0000 53

r

hsapiens Success CENPK 471146 1.29182 oK -1.8667691: 0.0001 0.008035 centromere protein K [Source:HGNC Symbol;Acc:HGNC! ENSG00000 54
r

hsapiens  Success FMNL2 1.82608 0.501929 OK -1.8631947¢ 0.00005 0.0049351 formin like 2 [Source:HGNC Symbol;Acc:HGNC:18267]  ENSGO0000 55
r

hsapiens Success EXOC3L1 2.17964  0.607443 OK -1.8432689: 0.00005 0.0049351 exocyst complex component 3 like 1 [Source:HGNC Sy ENSGO0000 56

r
hsapiens Success SAMD4A 2.04514 0.575625 OK -1.828998440.00005  0.0049351 sterile alpha motif domain containing 4A [Source:HGNC ENSG00000 57

hsapiens Success HBD 17.51% 5.05229 oK ﬂw.umwwumouc.oaom 0.0049351 hemoglobin subunit delta [Source:HGNC Symbol;AcciH ENSG00000 58
hsapiens  Success MCEMP1 35.9144 123.889 OK ‘H.....mm.uwuwﬂo.g‘n.m 0.025191 mast cell expressed membrane protein 1 [Source:HGMNC ENSGO0000 59
hsapiens  Success RTP4 15.0221 4.37463 oK mw.ﬂwwmmmabaoom 0.0049351 receptor transporter protein 4 [Source:HGNC Symbol; At ENSG00000 60
hsapiens  Success SYN2 0.56109 1.89687 0K M.wwuwwm.wo. 0.0005 0.0229633 synapsin Il [Source:HGNC Symbol;Acc:HGNC:11495] ENSG00000 61

r

hsapiens Success  SELENBP1 4.71154 1.4015 OK -1.7492269¢ 0.0001 0.008095  selenium binding protein 1 [Source:HGNC Symbol;Acc:t ENSGO0000 62
r

hsapiens Success SEMG1 0.488667 1.64244 (0]'4 m......hmmwu% 0.00065 0.0267905 semenogelin 1 [Source:HGNC Symbal;Acc:HGNC:10742] ENSGO0000 63
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ENSG00000169397
ENSG00000124469
ENSG000001562949
ENSG00000096006
ENSG00000133687
ENSGO0000138035
ENSG00000124450
ENSG00000162654
ENSG00000183160
ENSG00000133106
ENSG00000114405
ENSGO0000100448
ENSGO0000158578
ENSG00000160932
ENSG00000174255
ENSG00000125148
ENSG00000205045
ENSG00000148346
ENSG00000105707
ENSG00000101425
ENSG00000188157
ENSG00000172232
ENSG00000166750
ENSG00000123219
ENSG00000157827
ENSGO0000179044
ENSG00000020577
ENSG00000223609
ENSG00000183019
ENSGO0000136514
ENSG00000157152
ENSG00000143416
ENSG00000124233

31
32
23
24
35
a6
37
28
29
a0
a1
a2
43

45
46
47

43
50
51
52
53
54
55
56
57
58
59

61
62
63

antibacterial humoral response, antimicro azurophil granule, azurophil g carbohydrate derivative binding

cell activation, cell activation

wvolved in i anchored component of membrane, azurophil granule, cytoplasm, cytoplasmic part, cytoplasmic vesicle, cytoplasmic vesicle membrane, cytoplasmic vesicle part,
cytoplasm, intracellular, intracion binding
cell activation, cell activation involved in i cytoplasm, cytoplasmic part, cytoplasmic vesicle, cytoplasmic vesicle lumen, cytoplasmic vesicle part, endomembrane system, extracellular region, intracellular, i

cellular response to chemical stimulus, celcytoplasm, cytoplasmic part, endomembrane system, intracellular, int

extracellular region
cellular response to chemical stimulus, cel cytoplasm, cytoplasmic part, e anion binding, carbohydrate derivative bin NOD-like receptor signaling pathway
Organism process cytoplasm, cytoplasmic part, endomembrane system, intracellular, int Hul ganelle, int llular part

antibacterial humoral response, antimicro azuraphil granule, azurophil g anion binding, carbohydrate derivative binding, ion binding

immune system process, response to stim cytoplasm, cytoplasmic part, ianion binding, ion binding
ulus anchored component of membrane, extracellular region
intracellular, intracellular orgzion binding

response to sti

on

cellular response to chemical stimulus, cel cytoplasm, cytoplasmic part, ding

anion binding, carbohydrate derivative binding, ion binding

robial humoral response, cell activ cytoplasm, cytoplasmic part, cion binding
establishment of localization, interspecie: cytoplasm, cytoplasmic part, endomembrane system, extracellular region, intracellular, intracellular organelle, intracellular part, vesicle

an

an robial humoral response, cell activ azurophil granule, azurophil g carbohydrate derivative binding

cellular response to chemical stimulus, cel cytoplasm, cytoplasmic part, € anion binding, carbohydrate derivative binding, ion binding

crobial humoral response, cell activ azurophil granule, azurophil g anion binding, carbohydrate derivative binding, ion binding
intracellular, intracellular org: anion binding, carbohydrate derivative binding, ion binding
cytoplasm, cytoplasmic part, intracellular, intracellular organelle, intracellular part
cytoplasm, cytoplasmic part, intracellular, intracellular part
establishment of localization, exocytosis, cytoplasm, cytoplasmic part, cytoplasmic vesicle, endomembrane system, intracellular, intracellular organelle, intracellular part, intracellular vesicle, secretory gr

cytoplasm, cytoplasmic part, intracellular, intracellular organelle, intracellular part
establishment of localization, response to cytoplasm, cytoplasmic part, eion binding
cell activation, cell activation involved in'i cytoplasm, cytoplasmic part, cytoplasmic vesicle, cytoplasmic vesicle membrane, cytoplasmic vesicle part, endomembrane system, intracellular, intracellular orga
defense response, defense response to o cytoplasm, intracellular, intracellular part

establishment of lacalization, secretion, sicytoplasm, cytoplasmic part, ¢ anion binding, carbohydrate derivative binding, ion binding
establishment of localization, transport  cytoplasm, cytoplasmic part, extracellular region, intracellular, intracellular organelle, intracellular part, vesicle

antibacterial humoral response, antimicro extracellular region, intracelluion binding
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hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens

hsapiens

hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens

hsapiens

hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens

hsapiens

hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens

hsapiens

|hsapiens
|hsapiens

|hsapiens

Success
Success
Success
Success
Success

Success

‘Success

Success
Success
Success
Success
Success
Success
Failed

‘Success

Success
Success
Success
Success
Success
Success

Success

‘Success

Success
Success
Success
Success
Success
Success

Success

‘Success

Success

Success

CEACAMG 4.7162
BATF2 16.7198
CD2ap 2.33685
BAIAPZ 3.94437
MPO 5.59809
INSC 0.583418
V5IGa 0.743735
ELANE 12.6658
KCNKY 2.57221
ERAP2 21.4348
IFi6 609.071
CD177 112,985
MMPE 24,4831
HIST2H2AA 0.97654
DTHD1 2.22448
MYOF 3.40543
SERINC2  2.65626
LAIR2 :9.88103
ACD99489.155.5155
NQo2 62.044
GBP5 233.537
PARP14  96.3085
RORA 7.15647
SEPT4 2.44558
LYBGBC 0.713383
HERCG 10.2014
SLFN12 6.89057
MYOM2  4.02687

G052 244,777
STARD4 3.72653
CsT7 341.367

ZDHHC21 1.15923
DHX58 29,3591

1.40619
4.98665
0.698889
13.0281
1.69669
191152
243191
3.90501
8,32231
6.68843
190.226
361.148
7.67772
3.10735
0.699758
1.08466
8.33694
3.15616
173.545
189.874
76.6637
31.6748
2.35551
0.813067
2,13438
3.43613
2,32578
11.8701
719.831
127314
996.754
0.398645
10.1185

0K
OK
OK
0K
OK
OK
oK
OK
0K
OK
OK
OK
OK
OK
OK
OK
0K
OK
oK
OK
OK
OK
OK
0K
0K
OK
OK
OK
QK
OK
OK
0K
OK

w.n.u_h,m 833350.00005
ﬂu.w_au_a..-bum 0.00005
ﬂ“—.wﬁ_.hmmmm 0.00005
‘“—.u.__mm 75990:0.00075
MH.MMMN..-Hm.m 0.00005
‘H.H___Hmwwmhm. 0.00005
‘“_..wdm.ﬂ_.mwm“ 0.00045
ﬂu.mwwmhgm 0.00005
‘“_..m.mmmwmmm_ 0.00025
ﬂu.m.ch_.urﬁ 0.00005
ﬂu.mwmmmmmm 0.00005
‘“_..mu_m.aumwm.. 0.00005
ﬂu.mwmcwmwm 0.00005
‘“_..mm.mwbmwmr_ 0.00035
ﬂ“—.m.mmrmg“_.h 0.00015
ﬂu.mrmo,m 540¢0.00005
‘“_..mrmo“_.wu_.mm. 0.00005
ﬂu.mbm.am“_.cm 0.0003

‘“_..m.ahwhqumr_ 0.0001

‘“_..m.“_.m 67876.0.00075
ﬂ“—. 6070356(0.00005
ﬂ“—.m.nt—w 276:0.0008

ﬂ“—.m._uw 20868 0.00005
ﬂu.wmpw 23820.0001

‘“_..m 8106831:0.00155
ﬂ“—.m 699106: 0.00005
ﬂu.m 6699244 0.00005
M.mwm 60128!0.00005
‘“_..mmm.u_.mcvm_. 0.00125
ﬂu.wbmah“_.wﬁ 0.0001

ﬂ_..mh,u. 97178:0.00005
ﬂu.uwmmmcmm 0.00005
ﬂ“—.mmm.m“—Mwﬁ 0.00015

0.0049351
0.0049351
0.0049351
0.0284141
0.0049351
0.0049351
0.0215464
0.0049351
0.0157151
0.0049351
0.0049351
0.0049351
0.0049351
0.0189337
0.0107503
0.0049351
0.0049351
0.0174502
0.008095

0.0284141
0.0049351
0.0291314
0.0049351
0.008095

0.0427466
0.0049351
0.0049351
0.0049351
0.0280135
0.008095

0.0049351
0.0049351
0.0107503

carcinoembryonic antigen related cell adhesion molect ENSGOODO0 64
basic leucine zipper ATF-like transcription factor 2 [Sou ENSG00000 65
CD2 associated protein [Source:HGNC Symbol;Acc:HGNI ENSGO0000 66
BAI1 associated protein 3 [Source:HGNC Symbol;Acc:HC ENSGO0000 67
myeloperoxidase [Source:HGMC Symbol;Acc:HGNC: 721 ENSGO000C 68
INSC, spindle orientation adaptor protein [Source:HGNI ENSGO0D00 69
V-set and immunoglobulin domain containing 8 [Source ENSG00000 70
elastase, neutrophil expressed [Source:HGNC Symbol;£ ENSGD0000 71
potassium two pore domain channel subfamily K memk ENSG00000 72
endoplasmic reticulum aminopeptidase 2 [Source:HGN ENSG00000 73
interferon alpha inducible protein 6 [Source:HGNC Sym ENSGO0000 74
CD177 molecule [Source:HGNC Symbol; Acc:HGNC:3007:2 ENSG00000 75
matrix metallopeptidase 8 [Source:HGNC Symbol;Acc:H ENSGD0O0CO 76
histone cluster 2, H2aa3 [Source:HGNC Symbol;Acc:473¢ ENSGO0000 77
death domain containing 1 [Source:HGNC Symbol; Acc:H ENSG00000 78
myoferlin [Source:HGNC Symbol; Acc:HGNC:3656] ENSG00000 79
serine incorporator 2 [Source:HGNC Symbol;Acc:HGNC: ENSG00000 80
leukocyte associated immunoglobulin like receptor 2 [ENSGD0000 81
vitellogenin [Source:NCBI gene;Acc:400499] ENSGDO000 82
N-ribosyldihydronicotinamide:quinone reductase 2 [So ENSG00000 83
guanylate binding protein 5 [Source:HGNC Symbol;Acc: ENSGO0000 84
poly{ADP-ribose) polymerase family member 14 [Sourc ENSG00000 85
RAR related orphan receptor A [Source:HGNC Symbol; A ENSG00000 86
septin 4 [Source:HGMC Symbol;Acc:HGMC:9165] ENSGDO000 87
lymphocyte antigen 6 family member GeC [Source:HGN ENSG00000 88
HECT and RLD domain containing E3 ubiquitin protein li ENSG000D00 89
schlafen family member 12 [Source:HGNC Symbol;Acc:k ENSGO0000 90
myomesin 2 [Source:HGNC Symbol,Acc:HGNC: 7614] ENSGO0000 91
G0/G1 switch 2 [Source:HGNC Symbol;Acc:HGNC:30229] ENSG00000 92
StAR related lipid transfer domain cantaining 4 [Source ENSG00000 33
cystatin F [Source:HGNC Symbol;Acc:HGNC:24739] ENSGO000C 94
zinc finger DHHC-type containing 21 [Source:HGNC Sym ENSG00000 35
DExH-box helicase 58 [Source:HGNC Symbol;Acc:HGNC: ENSGO0000 96
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ENSG00000086548 vation, cell activation involved in i anchered component of membrane, azurophil granule, cytoplasm, cytoplasmic part, cytop vesicle, cytoplasmi
ENSG00000168062 ion, defense response, defense int lar, intracellular organelle, intracellular part
ENSGO0000198087 cytokine i of loc: p part, cytoplasmic vesicle, extracellular region, i i rganell part,
ENSG00000007516 cellular response to chemical stimulus, est cytoplasm, cytoplasmic part, c anion binding, ion binding Transcriptional misregulation in cancer
ENSG00000005381 cell activation, cell activation involved in i azurophil granule, azurophil g anion binding, carbohyd i bin T iptional misregulation in cancer
ENSG00000188487 ytop part, i part
ENSG00000243284 intracellular

61 ial humoral response, antimicro azurophil granule, azurophil g anion binding, y i bin T i i in cancer
ENSG0000173338 establishment of localization, transport
ENSG00000164308 immune response, immune system proce: cytoplasm, cytoplasmic part, eion binding
ENSGOD000126709 cellular response to chemical stimulus, cyt cytoplasm, cytopl part, llular, i Nular organelle, i lular part
ENSG00000204936 cell activation, cell activation invalved in i anchored comps of 5 ytoplasmic part, cytop vesicle, esicle icvesicle part, sy
ENSGO0000118113 cell ion, cell activation invalved in i p part, cion binding
ENSGO0000183558
ENSGO0000197057 response to stimulus
ENSG00000138119 cellular responsa to chemical stimulus, ret cytoplasm, cytoplasmic part, c anion binding, ion binding

blishi of localization, transport region, vesicle

ENSG00000167618 mune response, immune system proces extracellular region

7 i of localization, transport
ENSG00000124588 cellular response to chemical stimulus, res cytoplasm, cytoplasmic part, eanion binding, ion binding
ENSG00000154451 cellular response to chemical stimulus, cel cytoplasm, cytoplasmic part, c anion binding, carbohydrate derivative bin NOD-like receptor signaling pathway
ENSG00000173193 cellular responsa to chemical stimulus, cal ytop part, X organelle, part
ENSGOD000063667 cell ion, cell activation involved in i llular orge ion binding
ENSG00000108387 response to stimulus cytoplasm, cytoplasmic part, itanion binding, carbohydrate derivative binding, ion binding
ENSG00000204421 anchored comp of region
ENSGO0000138642 mmune system process, response to bact cytoplasm, cytoplasmic part, intracellular, intracellular organelle, intracellular part
ENSGO0000172123 anion binding, carbohydrate derivative binding, ion binding
ENSG00000036448 part, llular, i rganelle, i part
ENSGO0000123689 cytoplasm, cytoplasmic part, intracellular, intracellular organelle, intracellular part

211 of localization, transport ytop part, icvesicle, i organelle, part, esicle, vesicle
ENSG00000077984 mune response, immune system proces cytoplasm, region, i 5 part
ENSG00000175853 ytop ytoplasmic part, system, i i organelle, i part
cueannnanIne T P ST IR e P Ty PR 3 SR ST ey eSS Yty U S| T R e A
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hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
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hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens

Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success

LETM2
GEP1
CAL
CXCLE6
KCNA3
ENPP4
NID1
IFIHL
ELF3
TFEC

SEMA3B
NAPEPLD

APOLE
PFKFB3
MEBNL3
PROK2
Pl4K2B
GBP3
HEB
RRP12

VPS13A

NFKBIA

GALNT1S

IQCN
PRRT4

SAMDSL
TMEM123

TGM3

KIAADZ1S
VPS13C

BTNL3
LACCL
TMCE

260112
76.4942
35.9040

0.817669

6.96547
3.0512

1.54168
32,7258

0.543881

10.9565
1.08336
1.35432
33.1577
41.4308
3.47534
184462
3.43436
153348
16390.5
16.89360
3.35831
136.107
4.92977
1.44427
1.60206
89.0165
115.621
4.74308
2.13752
10.3593
7.97088
1.54546
2.73756

7.52017
26.5432
103.024
2.34494
2.43805
1.06823

0.542717

11.5296
1.54244
3.87764
3.03445

0.484218

11.9215
115.264
1.25458
510.872
1.25982
5.56318
5964.89
45.9918
1.23875
364.96

13.1543
3.84756

0.603268

33.6237
43.9077
12.4849
5.6251
3.94776
20.664

0.592016

7.14188

0K
OK
OK
QK
QK
0K
OK
0K
oK
OK
OK
OK
0K
oK
OK
OK
QK
0K
OK
0K
aK
OK
OK
oK
oK
oK
OK
0K
oK
oK
OK
OK
0K

M.m 3163231 0.0004
Ju.mmucown,m 0.00005
‘H.umcuuwmmr_ 0.00005
J—.m 1996215} 0.0009
‘.H.wu_.aawmmm 0.00005
‘.u.m“_.h“_.mnhu 0.00005
JH.QONwme 0.0001
‘.H.wcwcw.wvwm 0.00005
M.mommm 14370.0003
‘.H.&wwmwm.mm 0.00005
M..am,mmmmu 1:0.0001
JH.Amme.con 0.00025
‘.H.huuuum“_.m 0.00005
M.hqtmm.mm.h 0.00005
‘.H.bm.wwhmmm 0.00005
‘H.hmmmu 822.0.00005

i 1.4676760¢ 0.00005
r

-1.4628276€ 0.00005

JH.memmM&u 0.0018

‘H.E&wmm“ 0.00005
‘.H.hwmmfm_uwm 0.00005
‘H.bmmmmu...ow_ 0.0003

‘H..:.mmbmmm. 0.00005
M.hwm 60335:0.00005
‘.H.m—cwcmu.mu 0.00135
‘.H.ghuthm 0.0007

‘.H.wmeuqum 0.00005
‘H.ummmmmu.m“ 0.00005
‘H.um,mmgmm._ 0.00005
‘.H.wm“_.wmcwm 0.00005
M.umwmgmm_ 0.00175
‘.H.wm&wmmmn 0.00055
m.umuhuu 30i0.00015

0.0205516
0.0049351
0.0049351
0.0313523
0.00459351
0.0049351
0.008035

0.0049351
0.0174502
0.0049351
0.008095

0.0157151
0.0049351
0.0049351
0.0045351
0.0049351
0.0045351
0.0049351
0.0468833
0.0049351
0.0049351
0.0174502
0.0049351
0.0049351
0.0497537
0.0274439
0.0045351
0.0049351
0.00459351
0.0049351
0.046223

0.0243646
0.0107503

leucine zipper and EF-hand containing transmembrane ENSG0O0000 97

guanylate binding protein 1 [Source:HGNC Symbol;Acc: ENSGO0000 98

carbonic anhydrase 4 [Source:HGNC Symbaol; Acc:HGNC:: ENSGO0000 93

C-X-C motif chemokine ligand 6 [Source:HGNC Symbol; ENSG000C0 100
potassium voltage-gated channel subfamily A member ENSGO0000 101
ectonucleotide pyrophosphatase/phosphodiesterase 4 ENSGO0000 102
nidogen 1 [Source:HGNC Symbol;Acc:HGNC:7821] ENSGO0000 103
interferon induced with helicase C domain 1 [Source:H( ENSGO00C0 104
E74 like ETS transcription factor 3 [Source:HGNC Symbol ENSGO0000 105
transcription factor EC [Source:HGNC Symbol;Acc:HGNC ENSG00000 106
semaphorin 3B [Source:HGNC Symbol;Acc:HGNC:10724] ENSGO0000 107
N-acyl phosphatidylethanolamine phospholipase D [So ENSGO0000 108
apolipoprotein L6 [Source:HGNC Symbol;Acc:HGNC:148 ENSGO0000 109
6-phosphofructo-2-kinase/fructose-2,6-biphosphatase ENSG00000 110
e splicing regulator 3 [Source:HGNC Sym ENSGO0000 111
prokineticin 2 [Source:HGNC Symbol;Acc:HGNC:18455] ENSGO0000 112
phosphatidylinositol 4-kinase type 2 beta [Source:HGNI ENSGO0000 113
guanylate binding protein 3 [Source:HGNC Symbol;Acc: ENSGO0000 114
hemaoglobin subunit beta [Source:HGNC Symbol;Acc:HE ENSGO0000 115
ribosomal RNA processing 12 homolog [Source:HGNC Sy ENSGO0000 116
vacuolar protein sorting 13 homolog A [Source:HGNC Sy ENSGO0000 117
NFKB inhibitor alpha [Source:HGNC Symbol;Acc:HGNC:? ENSGO0000 118
polypeptide N-acetylgalactosaminyltransferase 14 [Sou ENSGO0000 119
I motif containing N [Source:HGNC Symbol;Acc:HGNC: ENSGO0000 120
proline rich transmembrane protein 4 [Source:HGNC Sy ENSGO0000 121
sterile alpha motif domain containing 9 like [Source:HG ENSGO0000 122
transmembrane protein 123 [Source:HGNC Symbol;Acc: ENSGO0000 123
transglutaminase 3 [Source:HGNC Symbol;Acc:HGNC:11 ENSGO0000 124
KIAAD319 [Source:HGNC Symbal; Acc:HGNC:21580] ENSGO00000 125
vacuelar protein sorting 13 homolog C [Source:HGNC Sy ENSG00000 126
butyrop ike 3 [Source:HGNC Symbol;Acc:HGNC: 114 ENSGO0000 127
laccase domain containing 1 [Source:HGNC Symbol;Acc: ENSGO0000 128
transmembrane channel like 4 [Source:HGNC Symbol;A ENSGO0000 129

muscleblind
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ENSG00000165046 ytoplasm, cytopl part, i i rganelle, i part
ENSG00000117228 cellular response ta chemical stimulus, celcytoplasm, cytoplasmic part, e anion binding, carbohydrate derivative bin NOD-like receptor signaling pathway
432 i of localization, transport  anchored component of mem ion binding
4875 ial humoral immune response r extracellular region anion binding, carbohydrate derivative binding, ion binding
ENSG00000177272 establishment of localization, transport
ENSG00000001561 cell ion, cell ion involved in i part, cion binding
ENSG00000116962 extracellular region, vesicle  carbohydrate derivative binding, ion binding
ENSG00000115267 cellular response to chemical stimulus, cyi cytoplasm, cytoplasmic part, il anion binding, carbohydrate derivative bin Influenza A, Measles, RIG-I-like receptor signaling pathway
ENSG00000163435 defense response, i p ytoplasm, part, system, g r; part
ENSG00000105967 response to stress i i organelle, i part
ENSG00000012171 cellular response to chemical stimulus, rescytoplasm, icpart, system, Hular region, i Nular, i organelle, i part
ENSG00000161048 defense response, ir y response part, cion binding
1963 i of localization, transport  cytoplasm, region, tracellular part
ENSG00000170525 cytoplasm, cytoplasmic part, itanion binding, carbohydrate derivative binding, ion binding
ENSG00000076770 cytoplasm, intracellular, intracion binding
ENSG00000163421 defense response, inflammatory response extracellular region
ENSG00000038210 cytoplasm, cytoplasmic part, ¢ anion binding, carbohydrate derivative binding, ion binding
ENSG00000117226 cellular response to chemical stimulus, de cytoplasm, cytoplasmic part, € anion binding, carbohydrate derivative bin NOD-like receptor signaling pathway
ENSG00000244734 cell ion, cell fon involve: ytoplasm, ic part, ¢ ion binding
ENSG00000052749 system, tracellular organelle, intracellular part
7969 i of localization, transport, vicytoplasm, cytopl part, i i part
ENSG00000100906 cellular response ta chemical stimulus, cyt part, i lar organelle, intracel Influenza A, Measles, NOD-like receptor signaling pathway, RIG-I-like receptor signaling
ENSG00000158089 cytoplasm, cytoplasmic part, € ion binding
ENSG00000130518 part, i intr lar organelle, intracellular part
ENSG00000224940
ENSG00000177409 i of localization, transport, vi ytopl part, cytoplasmic vesicle, system, intracellular organelle, intracellular part, le, vesicle
ENSG00000152558 ytoplasm, ic part, cytoplasmic vesicle, int; lar, i e i part, intracellular vesicle, vesicle
ENSG00000125780 cytoplasm, intracellular, intracion binding
ENSG00000137261 ytoplasm, cytopl part, ic vesicle, cytoplasmic vesicle ic vesicle part, system, tracellular arga
900 i of localization, response ta part, i  int lar organelle, intracellular part, vesicle
ENSG00000168903
ENSG00000179630 cytoplasm, cytoplasmic part, ition binding
ENSG00000167608
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hsapiens
hsapiens
hsapiens
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Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success

MYBLL
MS4A3
ANPEP
VNN2
DPEP3
SERPING1
SCN1B
EPB42
NSUN7
CEP5711
GCM1
CFAP45
NEXN
CHST13
H5PALB
DBT
AKAPIL
IFITS
RAB36
TRIM22
EFCAB12
PHACTR2
MSR1
CREBBP
KIAATGTL
LRWD1
ELOVLE

9.60147
9.77828
170.037
515.036
7.54873
45.648
4.51641
1.33405
3.33663
1.4839
1.07044
4.74631
1.33456
5.80355
4.76321
1.28151
3.65066
30.6326
1.43627
263.279
0.721131
2.57017
2.68074
30.3304
1.19562
43,7681
1.16078

3.69141
3.78453
435.986
1320.22
19.3166
15.4628
11.4551
0.526134
8.42835
0.587796
2.69217
11.8631
0.534308
14.4905
11.8836
0.513814
1.46404
12.2985
3.57526
105.84
1.79235
1.03462
1.07968
75.2756
0.451964
108.072
0.470566

OK
0K
OK
OK
(0] ¢
OK
OK
oK
OK
OK
0K
OK
OK
oK
OK
OK
oK
OK
OK
oK
OK
OK
0K
OK
OK
0K
OK

" 1.379083310.00005
" 1.36946653 0.0004
125843309 0.00025
'} .358033171 0.00045
"1 255525321 0.00005
"1.2510163: 0.0002
"1 .3a274168 0.0001
"1.3423105: 0.0007
"1.32685851: 0.00005
"1.336008642 0.0002
"1 230565581 0.0001
1321602811 0.00085
"1.32062062 0.0015
"1 22009981 0.0002
1218965881 0.00005
" 1.31852662 0.00065
"1.3182022¢ 0.00005
"1.3165854¢ 0.00015
" 31572117 0.0001
"1.31470745 0.00115
"1.21351911:0.0008
"1.3127628¢ 0.00025
"1.312027510.00055
131141777 0.00005
"1.310761620.0002
"1 304041121 0.0006
"1.302625570.0003

0.0049351
0.0205516
0.0157151
0.0215464
0.0049351
0.0131602
0.008095

0.0274439
0.0049351
0.0131602
0.008095

0.0305566
0.0417772
0.0131602
0.00459351
0.0267305
0.0049351
0.0107503
0.008035

0.036044

0.0291314
0.0157151
0.0243646
0.0049351
0.0131602
0.025191

0.0174502

MYB proto-oncogene like 1 [Source:HGNC Symbol;Acc:k ENSG00000 130
membrane spanning 4-domains A3 [Source:HGNC Symk ENSG00000 131
alanyl aminopeptidase, membrane [Source:HGNC SymkEENSG00000 132
vanin 2 [Source:HGNC Symbol;AcctHGNC:12706] EMNSGO0000 133
dipeptidase 3 [Source:HGNC Symbol;Acc:HGNC:23029] ENSGO0000 134
serpin family G member 1 [Source:HGNC Symbaol;Acc:HLENSG00000 135
sodium voltage-gated channel beta subunit 1 [Source:k ENSG00000 136
erythrocyte membrane protein band 4.2 [Source:HGNC ENSG00000 137
MOPZ/Sun RNA methyltransferase family member 7 [Sc ENSGO0000 138
centrosomal protein 57 like 1 [Source:HGNC Symbaol;Ac ENSG00000 139
glial cells missing transcription factor 1 [Source:HGNC S ENSG00000 140
cilia and flagella associated protein 45 [Source:HGNC Sy ENSG00000 141
nexilin F-actin binding protein [Source:HGMNC Symbol;A ENSG00000 142
carbohydrate sulfotransferase 13 [Source:HGNC Symbo ENSGO0000 143
heat shock protein family A (Hsp70) member 1B [Source ENSG00000. 144
dihydrolipoamide branched chain transacylase E2 [Sour ENSG00000 145
A-kinase anchoring protein 11 [Source:HGNC Symbol;AtENSGO0000 146
interferon induced protein with tetratricopeptide repe ENSG00000 147
RAB36, member RAS oncogene family [Source:HGNC Sy ENSG00000 148
tripartite motif containing 22 [Source:HGNC Symbol;Act ENSGO0000 149
EF-hand calcium binding domain 12 [Source:HGNC Symi ENSG00000 150
phosphatase and actin regulator 2 [Source:HGNC Symbc ENSG00000 151
macrophage scavenger receptor 1 [Source:HGMC Symbc ENSG00000 152
CREB binding protein [Source:HGNC Symbol;Acc:HGNC: ENSG00000 153
KIAALG71 [Source:HGNC Symbol;AcctHGNC:29345] ENSGO00000 154
leucine rich repeats and WD repeat domain containing ENSG00000 155
ELOVL fatty acid elongase 6 [Source:HGMNC Symbol;Acc:k ENSG00000 156
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ENSG00000185637 130 lul organelle, i part
ENSG00000149516 131 cell activation, cel involved ini cytoplasm, ic part, vesicle, cytoplasmic vesicle esicle part, system, larorga
ENSGO0000166825 132 cell cell involved i ytoplasmic part, cion binding
ENSG00000112303 133 anchored component of membrane
ENSG00000141096 134 anchored component of mem ion binding
ENSG00000149131 135 defense response, i of locali cytoplasm, ic part, vesicle, cytoplasmic vesicle part, system, intracellular, intracellular organelle, intracellular part, intracel
711 136 i of transport
ENSG00000166947 137 cytoplasm, cytoplasmic part, ilanion binding, carbohydrate derivative binding, nding
ENSG00000179299 138
ENSG00000183137 139 ytoplasm, o lar organelle, ints lar part
ENSGO0000137270 140 intracellular, intracellular orgzion binding
ENSG00000213085 141 organelle, i part
ENSG00000162614 142 ic part, tracellular organelle, intracellular part
ENSG00000180767 143 ytoplasm, ic part, system, intracellular, intracellular organelle, intracellular part
ENSG00000204388 144 cell cell involved ini ytoplasmic part, c anion binding, carbohydrate derivative bin Influenza A, Measles
ENSG00000137992 145 ytopl ), cytop! icpart, llular organelle, lular part
ENSG00000023516 146 ic part, , intracellular organelle, intracallular part
ENSG00000152778 147 defense response, defense response to vi cytoplasm, ic part, organelle, i part
148 i of transport ytoplasmic part, e anion binding, carbohydrate derivative binding, ion binding
ENSG00000132274 149 cellular response to chemical stimulus, cel ytoplasm, cytoplasmic part, eion binding
ENSG00000172771 150 ion binding
ENSG00000112419 151 i of ytoplasm, ic part, vesicle, cytoplasmic vesicle vesicle part, system, orga
152 i of transport, vt ytoplasmic part, vesicle, icvesicle , vesicle part, i intracellular organells, int lar part, i
ENSG00000005339 153 cellular response to chemical stimulus, oyl cytoplasm, intracellular, intracion binding Influenza A
ENSG00000197077 154
155 i of ytoplasm, i t lar organelle, intr I
ENSGO0000170522 156 ytoplasmic part, system, int) i rganel part
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Success
Success
Success
Success
Success
Success
sSuccess
Success
Success
Success
Success
success
Success
Success
Success
Success
success
Success
Success
Success
Success
Success
Success
Success
Success
Success
success
Success
Success
Success
Success
Success
Success

SACS
HLA-DOA2
ALOX1S
JCHAIN
TPD52
KIFC2
BDP1
CASD1
ZNF300
PPMIK
MSANTD4A
RASGRP3
PLAU
KLRC4
KIF21A
SESN2
FHL3

SFN
NOP10
ILIR1
PPPIR15A
KREMEN1
IKZF2
N4BP2
HEG1
WLS
OTX1
LTBP2
T™MCO3
HLCS

RIF1
KAZN
MKI67

1.63494
23.4231
3.99022
44,5318
2.943959
4.73368
2.52629
2.20709
0.954287
8.8307
3.61092
1.91209
1.82776
12.1242
1.54685
6.23109
21,4858
3.09971
232.403
13.0751
107.539
25,9988
1.79114
1.38399
2.98993
23.2048
2.02237
0.692863
20.4111
1.60501
3.47144
3.39137
0.830683

0.663216
9.51041
1.62125
18.1376
1.20163
11.5468
1.03683
0.908508
0.392955
3.63764
1.48813
0.788373
44261
5.01671
0.641907
15.0048
31.7335
7.463
555.483
31.2218
256.481
61.9337
0.753313
0.582366
1.25875
55.0731
4.76504
1.63093
47.9713
0.683114
1.47864
12.6256
0.355144

OK
OK
0K
0K
oK
oK
OK
QK
OK
oK
OK
QK
0K
oK
OK
QK
QK
oK
OK
0K
oK
0K
OK
QK
oK
oK
OK
QK
0K
oK
OK
QK
0K

ﬂH.mOHmwmm“ 0.00005
ﬂu..wm_.owum.mm 0.00035
ﬂ“_..mwmw 61710.0006
ﬂH.Mwmmmmmm 0.00005
ﬂH.qumN_.m.m 0.00015
.‘“_.Mm.ma,wmc_c_ 0.00005
ﬂ“_.. 28475740 0.00005
ﬂu..mwm 753800.00055
ﬂH.Nwﬁome_ 0.0015
ﬂH.Numm 2502 0.00005
ﬂH.Num.mm,wwm 0.00035
ﬂu...mwmmc.cu.m 0.0004
M.qumwwac_ 0.0001
ﬂH.MuwcumHﬁ 0.0002
ﬂH.wammeﬁ 0.0011
‘“_..Mm.wmm.wmm_ 0.0001
M.Nm..mwﬂ_.cﬂ 0.00005
‘.‘-.Nmum.Nth" 0.00035
‘“_..Nm 712965 0.00005
ﬂ_..mw,muw 173:0.00005
M.Nm 399199 0.0007
.‘H.mu 227960:0.00015
ﬂH.Nn—mmmm.H 0.0002
ﬂu..mhmmwm.ﬂ 0.00115
ﬂH.thH_.wmm 0.00045
‘.‘-.N.am.wm.a,mm,_ 0.0001
M.Nw@ﬂ—pwm. 0.0002
‘“_..qucmmmh_ 0.0005
M.Mm 281760:0.00015
ﬂ“_..mwmw 8407 0.0008
ﬂ“_..mw 12633£0.00005
‘“_..wam.mw“_.mn 0.00005
ﬂH.NNmmmwm“_ 0.00005

0.0049351
0.0189337
0.025191

0.0049351
0.0107503
0.0049351
0.0049351
0.0243646
0.0417772
0.0049351
0.0189337
0.0205516
0.008095

0.0131602
0.0352627
0.008095

0.0049351
0.0189337
0.0049351
0.0049351
0.0274439
0.0107303
0.0291314
0.036044

0.0215464
0.008095

0.0131602
0.0229633
0.0107503
0.0291314
0.0049351
0.0042351
0.0049351

sacsin molecular chaperone [Source:HGNC Symbaol;Acc: ENSG00000 157
major histocompatibility complex, class I, DQ alpha 2 [{ ENSG00000 158
arachidonate 15-lipoxygenase [Source:HGNC Symbaol; At ENSG00000 159
joining chain of multimeric IgA and IgM [Source:HGNC £ ENSGO0000 160
tumor protein D52 [Source:HGNC Symbol;Acc:HGNC:12( ENSGO0000 161
kinesin family member C3 [Source:HGNC Symbol;Acc:H ENSG00000 162
B double prime 1, subunit of RNA polymerase Il transct ENSGO0000: 163
CAS1 domain containing 1 [Source:HGNC Symbol;Acc:Ht ENSG00000 164
zinc finger protein 300 [Source:HGMC Symbol; Acc:HGNC ENSGO0000 165
protein phosphatase, Mg2+/Mn2+ dependent 1K [Sourc ENSGO0000 166
Myb/SANT DNA binding domain containing 4 with coile ENSG0000C 167
RAS guanyl releasing protein 3 [Source:HGNC Symbol;A ENSG00000 168
plasminogen activator, urokinase [Source:HGMNC Symbo ENSG00000 169
killer cell lectin like receptor C4 [Source:HGNC Symbol; ENSG00000 170
kinesin family member 21A [Source:HGMC Symbol;Acc:l ENSGO0000: 171
sestrin 2 [Source:HGNC Symbol;Acc:HGNC:20746] ENSG00000 172
four and a half LIM domains 3 [Source:HGNC Symbol;Ac ENSG00000 173
stratifin [Source:HGNC Symbol; Acc:HGNC:10773] ENSGO00000 174
NOP10 ribonucleoprotein [Source:HGMNC Symbol;Acc:H{ ENSGO0000 175
interleukin 1 receptor type 1 [Source:HGNC Symbol;Acc ENSGO000C 176
protein phosphatase 1 regulatory subunit 15A [Source:t ENSG0000G 177
kringle containing transmembrane protein 1 [Source:H({ ENSG00000 178
IKAROS family zinc finger 2 [Source:HGNC Symbol;Acc:k ENSG00000 179
NEDD4 hinding protein 2 [Source:HGNC Symbol; Acc:HGI ENSGO0000 180
heart development protein with EGF like domains 1 [Sc ENSG00000 181
Whntligand secretion mediator [Source:HGNC Symbol; 4 ENSG00000 182
orthodenticle homeobox 1 [Source:HGNC Symbol;Acc:k ENSGO0000! 183
latent transforming growth factor beta binding protein ENSG00000 184
transmembrane and coiled-coil domains 3 [Source:HGN ENSG00000 185
holocarboxylase synthetase [Source:HGNC Symbol;Acc: ENSGO0000 186
replication timing regulatory factor 1 [Source:HGMC Syn ENSGO000C: 187
kazrin, periplakin interacting protein [Source:HGNC Syn ENSG00000 188
marker of proliferation Ki-67 [Source:HGNC Symbol;Acc ENSG00000 189
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ENSG00000151835 157 ic part, intracellular, organelle, part
ENSG00000237541 158 cellular response to chemical stimulus, cel cytoplasm, cytoplasmic part, cytoplasmic vesicle, cytoplasmic vesicle mer Influenza A
ENSG00000161905 159 cellular response to chemical stimulus, cyl cytoplasm, cytoplasmic part, iianion binding, ion binding
ENSG00000132465 160 defense response, establishment of localization, innate immune respan anien binding, carbohydrate derivative binding, ion binding
ENSG00000076554 161 cell activation, i of localizatic ic part, €lon binding
ENSG00000140859 162 cytoplasm, cytoplasmic part, c anion binding, carbohydrate derivative binding, ion binding
ENSG00000145734 163 , intracellular organelle, intracellular part
ENSG00000127995 164 ytoplasmic part, system, i ints lar organelle, ir part
ENSG00000145308 165 intracellular, intracellular orgz ion binding
ENSG00000163644 166 cytoplasm, cytoplasmic part, iiion binding
ENSG00000170903 167 , intracellular organelle, intracellular part
ENSG00000152689 168 cytoplasm, cytoplasmic part, iion binding
ENSG00000122861 169 cell activation, cell activation involved in i ic part, ic vesicle T isregul in cancer
ENSG00000183542 170 defense respanse, response to stress
ENSG00000139116 171 cytoplasm, cytoplasmic part, i1anien binding, carbohydrate derivative binding, ion binding
ENSG00000130766 172 cellular response to chemical stimulus, st cytoplasm, cytoplasmic part, i1anion binding, fon binding
ENSG00000183386 173 cytoplasm, cytoplasmic part, iion binding
ENSG00000175793 174 of localization, response to cytoplasm, cytoplasmic part, lular, i organelle, i part
ENSG00000182117 175 i , intracellular organelle, intracellular part
ENSG00000115534 176 cellular response to chemical stimulus, cytakine production, defense response, inflammatory response, leukocyte mediated immunity, pos
ENSGO0000087074 177 cellular response to chemical stimulus, res ic part, intracellular, i organelle, i part
ENSG00000183762 178
ENSGO0000030415 179 intracellular, intracellular orgzion binding
ENSGO0000078177 180 cytoplasm, cytoplasmic part, i1anion binding, carbohydrate derivative binding, ion binding
ENSGO0000173706 181 eytokine ion, positive of cytokine production, regulati ion binding
ENSGO0000116729 182 i of localization, secretion, s cytoplasm, cytoplasmic part, cytoplasmic vesicle g vesicle part, intracellular, i organelle, i part, vesicle
ENSGO0000115507 183 , intracellular organelle, intracellular part
ENSGO0000119681 184 cellular response to chemical stimulus, est intracellular anion binding, carbohydrate derivative binding, ion binding

185 i of localization, transport
ENSG00000159267 186 cytoplasm, cytoplasmic part, i1anion binding, carbohydrate derivative binding, ion binding
ENSGO0000080245 187 n, cell activation involved i lutar, i organelle, i part
ENSGO0000189337 183 cytoplasm, cytoplasmic part, intracellular, intracellular organelle, intracellular part
ENSGO0D00143772 189 intracellular, intracellular orgz anion binding, carbohydrate derivative bin n binding
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Success
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CYP2D6
GPR174
SRXN1
SLCAAT
CRABP2
DBENL
BASP1
CEBPE
ARHGEF40
PANK3
PLK3
C3AR1
FRAT2
DDX11
DHR513
NNT
TMEMES
ZFAND2A
CR1
C¥STM1
REM2
BMX
CAMKILD
KLRG1
VNN1
SAMDS
KLF12
ASPRV1
SNCA
FCER1G
ITGAD
PARPI12
MIDN
CCNIL

1.91284
7.5155
35.2938
3.23572
2.15128
10.4282
434.924
8.02881
27.8924
4.61312
16.7175
27.3003
272.032
3.62884
53.016
7.33642
14.62
13.8155
38.1519
136.783
31.6169
3.07303
16.9414
10.0306
10.1728
45.1657
447709
13.0294
13.7047
956.309
0.924731
53.3623
94.0041
28.524

4.46785
3.21825
82.3548
1.39333
4.98672
24,1435
1005.67
3.47511
64.266

2.00343
38.4149
11.3092
623.51

1.58473
121.178
3.21847
33.2833
31.4505
86.8067
311.127
71.8225
6.97808
38.4428
4.42923
23.0331
20.0051
1.98379
29.3895
6.08317
2153.72
2.07713
23.7955
210.532
63.848

OK
OK
OK
oK
OK
OK
OK
OK
OK
OK
OK
OK
OK
OK
OK
OK
OK
OK
OK
OK
OK
OK
OK
OK
OK
OK
OK
OK
OK
oK
OK
oK
oK
oK

"1.2238645410.0008

" 1.2235926¢ 0.0001

"1 2224379610.00005
" 1.2155497¢0.00005
"1.21289588:0.00125
"1.211144670.00005
"1.20932175(0.001

" 1.208127520.00165
"1.20418260: 0.0007

"1.203227510.00005
"1.2003068810.0001

" 1.196872000.00015
"1.19662632!0.00095
"1.195271350.00045
"1.1926280710.00055
" 1.188701210.00015
"1 1868551710.00035
"\ 18679517 0.0002

"1 18605149:0.0006

"] 18561466: 0.0002

"1 12373995 0.00005
| 1831682810.00005
"1 182160310.00045
" 1.1792800¢ 0.00035
"1 178991761 0.00105
" 1.1749874¢ 0.00045
" 1.174302000.00005
"1.17353016!0.00005
" 117177552 0.00055
"1 17128194: 0.0009

"1 1674078410.00105
" 1.165159110.0007

"1.16324394°0.00045
M.Hmﬁmﬂua.coﬁ

0.0291314
0.008035

0.0049351
0.0049351
0.0380135
0.0049351
0.0331917
0.0445223
0.0274433
0.0045351
0.008095

0.0107503
0.0321003
0.0215464
0.0243646
0.0107503
0.0189337
0.0131602
0.025191

0.0205516
0.0049351
0.00459351
0.0215464
0.0189337
0.0343448
0.0215464
0.0049351
0.0049351
0.0243646
0.0313523
0.0343448
0.0274439
0.0215464
0.008095

cytochrome P450 family 2 subfamily D member 6 [Sourc ENSGO0000 190
G protein-coupled receptor 174 [Source:HGMC Symbol; ENSGO0000 191
sulfiredoxin 1 [Source:HGNC Symbol;Acc:HGNC:16132] ENSGO0000 192
solute carrier family 4 member 7 [Source:HGNC Symbol ENSGO0000 193
cellular retinoic acid binding protein 2 [Source:HGNC Sy ENSGO0000 194
drebrin 1 [Source:HGNC Symbol;Acc:HGNC:2695] ENSGO0000 195
brain abundant membrane attached signal protein 1 [Sc ENSGO0000 136
CCAAT enhancer binding protein epsilon [Source:HGNC ENSGO0000 197
Rho guanine nucleotide exchange factor 40 [Source:HGI ENSGO0000 198
pantothenate kinase 3 [Source:HGNC Symbol;Acc:HGNC ENSGO0000 199
polo like kinase 3 [Source:HGMC Symbol;Acc:HGNC:215¢ ENSGO0000 200
complement C3a receptor 1 [Source:HGNC Symbol;Acc: ENSG00000 201
FRAT2, WNT signaling pathway regulator [Source:HGNC ENSG00000 202
DEAD/H-box helicase 11 [Source:HGNC Symbol;Acc:HGH ENSGO0000 203
dehydrogenase/reductase 13 [Source:HGNC Symbol;Ac ENSGO0000 204
nicotinamide nucleotide transhydrogenase [Source:HG ENSG00000 205
transmembrane protein 88 [Source:HGNC Symbol;Acc:k ENSGOC000 206
zinc finger AN1-type containing 2A [Source:HGNC Symb ENSG00000 207
complement C3b/C4b receptor 1 (Knops blood group) [ ENSGO0000 208
cysteine rich transmembrane module containing 1 [Sou ENSG00000 209
RRAD and GEM like GTPase 2 [Source:HGNC Symbol;Acc ENSG00000 210
BMX non-receptor tyrosine kinase [Source:HGMC Symbi ENSGO0000 211
calcium/calmodulin dependent protein kinase 1D [Sour ENSGO0000 212
killer cell lectin like receptor G1 [Source:HGNC Symbol; ENSG00000 213
vanin 1 [Source:HGNC Symbaol;Acc:HGNC:12705] ENSGO0000 214
sterile alpha motif domain containing 9 [Source:HGNC $ENSGO0000 215
Kruppel like factor 12 [Source:HGNC Symbol;Acc:HGNC: ENSGO0000 216
aspartic peptidase retroviral like 1 [Source:HGNC Symbi ENSGO0000 217
synuclein alpha [Source:HGNC Symbol;Acc:HGNC:11138 ENSGO0000 218
Fc fragment of IgE receptor Ig [Source:HGNC Symbol;Ac ENSGO0000 219
integrin subunit alpha D [Source:HGNC Symbol;Acc:HGI ENSGO0000 220
poly(ADP-ribose) polymerase family member 12 [Sourc ENSGO0000 221
midnolin [Source:HGNC Symbol;Acc:HGNC:16298] ENSG0O0000 222
cyclin J like [Source:HGNC Symbol;Acc:HGNC:25876] ENSG0O0000 223
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ENSGO0000100157 190 cellular response to chemical stimulus  cytoplasm, cytoplasmic part, ition binding
ENSGO0000147138 151
ENSGO0000271303 192 cellular response to chemical stimulus, re: cytoplasm, cytoplasmic part, ifanion binding, carbohydrate derivative binding, ion binding
7 193 i of localization, transport plasmic part, i i organelle, i part
ENSGO0000143320 194 cytoplasm, cytoplasmic part, itanion binding, ion binding
ENSGO0000113758 185 ytoplasmic part, i Al organelle, part
ENSGO0000176788 196 : organelle, part
ENSGO0000092067 197 cellular response to chemical stimulus, cyti i ular organell part Transcriptional misregulation in cancer
ENSGO0000165801 198 cytoplasm, intracellular, intracellular part
ENSGO0000120137 199 cytoplasm, intracellular, intracanion binding, carbohydrate derivative binding, ion binding
ENSGO0000173846 200 cellular response to chemical stimulus, es' cytoplasm, cytoplasmic part, iranion binding, carbohydrate derivative binding, ion binding
ENSGOD000171860 201 cell activation, cell activation involved in i plasmic part, esicle vesicle part, intracellular, intracellular organelle, intracellular part, secretory granule, se
ENSGO0000181274 202 plasm, cytoplasmic part, 5 part
ENSGOD000013573 203 cellular response to chemical stimulus, re: cytoplasm, intracellular, intracanion binding, carbohydrate derivative binding, ion binding
ENSGO0000167536 204
ENSGO0000112992 205 cellular response to chemical stimulus, es' plasmic part, i i organelle, i part
ENSGO0000167874 206 plasm, cytoplasmic part, i i part
ENSGO0000178381 207 cellular response to chemical stimulus  cytoplasm, intracellular, intracion binding
ENSGO0000203710 208 cell activation, cell activation involved in i plasmic part, esicle vesicle part, int lar, organelle, i
ENSGO0000120306 209 cell activation, cell activation involved in i plasmic part, esicle vesicle part, intracellular, intracellular organelle, intracellular part,
9830 210 i of transport anion binding, carbohydrate derivative binding, ion binding
ENSGO0000102010 211 cell activation, defense response, innate | cytoplasm, cytoplasmic part, iranion binding, carbohydrate derivative binding, ion binding
ENSGO0000183045 212 cellular response to chemical stimulus, de cytoplasm, intracellular, intracanion binding, carbohydrate derivative binding, ion binding
ENSGO0000139187 213 defense response, response i i organelle, part
ENSGO0000112299 214 cell activation, cell activation involved in i plasm, cytoplasmic part, esicle
5413 215 i of transport, v ytoplasmic part, i i arganelle,
ENSGO0000118922 216 cytoplasm, cytoplasmic part, ition binding
ENSGO0000244617 217
ENSGO0000145335 218 cell activation, cellular response to chemit cytaplasm, cytoplasmic part, canion binding, ion binding
ENSGO0000158863 219 cell activation, cell activation involved in i ytoplasmic part, vesicle ytop vesicle part, intracellular, intracellular organelle, intr
ENSGO0000156886 220 ion binding
ENSGO0000059378 221 tracellular, intracellular orgzion binding
470 222 i of secretion, sicytoplasm, cytoplasmic part, i i organelle, part
ENSGOD000135083 1223 i i organelle, intracellular part
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Success
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Success
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Success
Success

ANKRD22 5.59973
UFL1 4.74422
ccoca 5.57243
THEMIS 4.85935
ZNF185 14.886

UHMK1 11.0618
NATDL 26.4379
ZBTB33 4.31837
BCL2A1 383.137
APMAP 141.512
WARS 122.624
SLC37A3  15.0949
IFRD1 36.2991
ALKBHS8 1.58369
PPARGC1B 1.22532
MANSC1I  35.9166
FNIP2 1.81967
sS0Cs4 3.89233
RAP2A 3.59912
RASGRP1 19.89897
PIM3 106.741
PCGF5 7.17334
FRAT1 60.6157
TIGD3 6.38104
EIF2AK2  25.6762
SERPINBS  27.2004
HIP1 11.5954
CEBPB 377.618
CMTM2 145.848
PANX2 14.3448
1512 3.05926
ELK4 6.29358
CAMK2D  4.02885

2.51675
2.13378
2.51841
2.10799
32.874
5.01144
58.2596
1.36446
840.814
310.15
55.9545
41,7874
123.165
0.725406
0.561771
78.1383
0.836836
1.79323
1.65848
4.56699
230.831
3.31816
131.003
13.7718
11.9264
12.6353
24,9485
811.36
313.318
30.7504
6.56128
293591
1.87964

OK
oK
oK
oK
OK
OK
oK
oK
OK
oK
oK
OK
OK
OK
OK
OK
OK
oK
oK
OK
OK
OK
OK
oK
OK
oK
oK
OK
OK
OK
OK
OK
oK

ﬂH.“_.mw 8082:0.0001
ﬂ“_..m.m“_.._.—cumm 0.00015
ﬂH.“_.a,m 8063: 0.00025
ﬂ“_..“_..abmmom.m 0.0003
‘“_.. 14299086 0.0003
ﬂ“_..“_.n_—mmmmcm 0.00005
‘“_.. 139888211 0.0001
ﬂ“_..“_.w 63540¢ 0.0002
‘“_.. 13392633:0.0003
‘“_.. 13204172:0.0007
MH.“_.w 1915300.00025
‘“_.. 12988063.0.0002
‘“_.. 129408571 0.00115
ﬂH.HNmLGw“ 0.0009
ﬂH.“_.Nm 104510.0006
‘“_.. 12137908.0.0002
ﬂ.._..“_.mam.moc“_ 0.0001
ﬂ“_..“_.“_.mm.mm 720.00005
MH.“_.“_.uuwmwm 0.0005
ﬂ“_..“_.“_.mcu._.—um 0.00015
1“_.. 11272255:0.00035
m“_..“_.HNMm.Hmm 0.0002
‘“_.. 11183643.0.0003
‘“_.. 103985365.0.00035
ﬂH.“_bm.Nwwm: 0.00075
ﬂ“_..“_bmu.m.umh 0.00015
‘“_.. 10540048!0.0005
‘“_.. 10341464.0.00095
‘“_.. 10316205.0.00135
‘“_.. 10195275!0.0002
‘“_.. 10079456! 0.00085
ﬂ“_..“_b_m.cuu 1€0.00005
ﬂHbmm.m“_.“_.H_ 0.0005

0.008095

0.0107503
0.0157151
0.0174302
0.0174302
0.0049351
0.008095

0.0131602
0.0174302
0.0274433
0.0157151
0.0131602
0.036044

0.0313523
0.025191

0.0131602
0.008035

0.0049351
0.0229633
0.0107503
0.0189337
0.0131602
0.0174902
0.0183337
0.0284141
0.0107503
0.0229633
0.0321002
0.0398693
0.0131602
0.0305566
0.0043351
0.0229633

ankyrin repeat domain 22 [Source:HGNC Symbol;Acc:HC ENSG00000 224
UFM1 specific ligase 1 [Source:HGNC Symbol;Acc:HGNC ENSG00000 225
coiled-coil domain containing 91 [Source:HGNC Symbol ENSGO0000 226
thymiocyte selection associated [Source:HGNC Symbol; ENSGO0000 227
zinc finger protein 185 with LIM domain [Source:HGNC { ENSG0O0000 228
U2AF homology motif kinase 1 [Source:HGMNC Symbol; A ENSG00000 229
MN-acetyltransferase domain containing 1 [Source:HGNC ENSG00000 230
zinc finger and BTB domain containing 33 [Source:HGNCENSGO0000 231
BCL2 related protein Al [Source:HGNC Symbol;Acc:HGMN ENSG0O0000 232
adipocyte plasma membrane associated protein [Sourc ENSG00000 233
tryptophanyl-tRNA synthetase [Source:HGNC Symbol;A ENSGO0000 234
solute carrier family 37 member 3 [Source:HGNC Symbc ENSGO0000 235
interferon related developmental regulator 1 [Source:k ENSG0O0000 236
alke homolog 8, tRNA methyltransferase [Source:HGNC ENSG0O0000 237
PPARG coactivator 1 beta [Source:HGMC Symbol;Acc:HG ENSG00000 238
MANSC domain containing 1 [Source:HGNC Symbol;Acc ENSGO0000 239
folliculin interacting protein 2 [Source:HGNC Symbol; At ENSGO0000 240
suppressor of cytokine signaling 4 [Source:HGNC Symbc ENSGO0000 241
RAP2A, member of RAS oncogene family [Source:HGNC ENSGO0000 242
RAS guanyl releasing protein 1 [Source:HGMC Symbol;A ENSGO0000 243
Pim-3 proto-oncogene, serine/threonine kinase [Sourc ENSG00000 244
polycomb group ring finger 5 [Source:HGNC Symbol;Acc ENSGO0000 245
FRATL, WNT signaling pathway regulator [Source:HGNC ENSG00000 246
tigger transposable element derived 3 [Source:HGNC Sy ENSGO0000 247
eukaryotic translation initiation factor 2 alpha kinase 2 | ENSG0O0000 248
serpin family B member 9 [Source:HGNC Symbol;Acc:H( ENSGO0000 249
huntingtin interacting protein 1 [Source:HGNC Symbol; ENSG00000 250
CCAAT enhancer binding protein beta [Source:HGNC Sy ENSG00000 251
CKLF like MARVEL transmembrane domain containing 2 ENSG00000 252
pannexin 2 [Source:HGNC Symbol;Acc:HGNC:8600] ENSGO0000 253
ISL LIM homeobox 2 [Source:HGMNC Symbol; Acc:HGNC:1i ENSG0O0000 254
ELK4, ETS transcription factor [Source:HGNC Symbol;Acc ENSGO0000 255
calcium/calmodulin dependent protein kinase 1l delta [ENSG00000 256
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ENSG00000152766
ENSG00000014123
EN5G00000123106
ENSG00000172673
ENSG00000147394
ENSGQ0000152332
ENSG00000274180
ENSG00000177485
ENSG00000140373
ENSG00000101474
ENSG00000140105
ENSG00000157300
ENSG00000006652
ENSGO0000137760
ENSG00000155846
ENSG00000111261
ENSG00000052795
ENSGC0000180008
ENSG00000125243
ENSGQ0000172575
ENSG00000198355
ENSG00000180628
ENSG00000165873
ENSGO0000173825
ENSG00000055332
ENSG00000170542
ENSG00000127946
ENSG00000172216
ENSG00000140932
ENSGC0000073150
ENSG00000159556
ENSGO0000158711
ENSG00000145343

252
253

255
256

cellular response ta chemical stimulus, res cytopl. ytop! Nic part, 1 lular, 1 llular organelle, i llular part

establishment of , transport, v cytop! , cytoplasmic part, intracellular, intracellular organelle,

intracellular, intracellular organelle, intracellular part

cell activation, leukocyte activation, reguli cytop

cytoplasm,
establi of ization, transport i

tracellular, intracion binding

cytoplasmic part, ilanion binding, carbohydrate derivative binding, ion binding

cytoplasm, cytoplasmic part, ition binding
c part, i il organelle, intracel Transcriptional misregulation in cancer

establishment of localization, response to cytop , cytop!
cytoplasm, cytoplasmic part, intracellular, intracellular organelle, intracellular part

cytoplasm, cytoplasmic part, itanion binding, carbohydrate derivative binding, ion binding

establishment of | ization, transport ytop ytop part, i , intracellular organelle, intracellular part
response to stress cytoplasm, intracellular, intracellular organelle, intracellular part
response to stress cytoplasm, cytoplasmic part, ition binding

cellular response to chemical stimulus, reg cytoplasm, cytoplasmic part, intracellular, intracellular organelie, intracellular part

response to stress

cellular response to chemical stimulus

cellular response ta chemical stimulus, es' cytoplasm, cytoplasmic part, itanion binding, carbohydrate derivative binding, ion binding

ic part, itanion binding, ion binding

cell activation, cell acti ninvolved in i

nding, carbohydrate del

cellular response to chemical stimulus, esicytoplasm, cytoplasmic part, iranion ative binding, ion binding
intracellular, intracellular orgs ion binding

cytoplasm, cytoplasmic part, intracellular, intracellular organelle, intracellular part
intracellular, intracellular organelle, intracellular part

cellular response to chemical stimulus, cyt cytoplasm, cytoplasmic part, iranion binding, carbohydrate derivative bin Influenza A

cellular response to chemical stimulus, de cytoplasm, cytoplasmic part, intracellular, i llular organelle, i lar part
establishment of ization, transport yiop! , cytoplasmic part, canion binding, ion binding
cell activation, cellular response to chemit I tracellular arganelle, intracellular part Transcriptional misregulation in cancer

estat of

, response to cytopl intr llular, part
intracellular, intracellular orge ion binding

cytoplasm, cytoplasmic part, intracellular, intracellular organelle, intracel Transcriptional misregulation in cancer

cellular response to chemical stimulus, de cytoplasm, cytoplasmic part, canion binding, carbohydrate derivative binding, ion binding
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hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
|hsapiens
mymmﬁmm:m
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens

hsapiens

sSuccess
Success
Success
Success
success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success

Success

INUD6
MAP2K3
BCL3
PDK4
JAKMIP1
TRIMS
ARAP2
ADM
MIS18BP1
ZNF296
RGL4
CLDNS
TPD52L2
LPCAT3
LAP3
TNNI2
STAT1
TP53111
CYP27A1
EPB41L3
QpPCT
KLHL2
MILR1
CDKN2D
MYB
TGFBER3
TRIMS8
NRIP1
RNF144A
ZNF441
PARP11
ZNF720B
BANK1L

20.1739
86.4674
96.7721
6.93137

12.32383

1.05482
8.86212
196.929
7.91618
4.26888
54.5456
6.65343
79.1213
22.3304
31.0334
12.925

118.038

136.3593

23.0724
7.21591
75.2015
23.729

8.46039
151.707
157568
4.48748
5.67396
2.82993
4.58134
163366
3.85315
2.98955
5.08281

43.2157
185.14
207.134
3.23863
1.08596
2.25509
4.14618
420.878
3.70585
9.11091
116.186
14.1262
167.801
48.6015
14.6468
27.3802
55.7379
76.9822
48.7686
3.41978
158.53
45,9866
17.8046
319.068
0.749324
2.1363
2.702
1.34826
2.18359
0.778755
1.84298
1.43003
2.43195

OK
OK
OK
oK
OK
OK
OK

[OK

oK
OK
OK
oK
OK
OK
OK

[OK

oK
OK
OK
oK
OK
OK
OK

[OK

OK
OK
oK
oK
OK
OK
oK

[OK

OK

‘“_..cwmm.wm,u\c__ 0.0003
‘“_..cwmwmmhh 0.00015
‘“_..omuw\c“_.wo_ 0.00045
ﬂ“_..mwwmwwum 0.00045
i 1.0975335€0.0017
‘H.cmm.“_.mm“_.m._ 0.00165
ﬂ“_..cmuwmmh_ 0.0001
ﬂ_..cmu 7265110.0008
MH.Owbmwmw“.c.ogﬁum
‘H.wa 73754!0.0006
‘“_..omcmc“_.w“_._ 0.00015
‘“_..Qmm.wcm 2410.0004
‘“_..cmuhwcma_ 0.0006
‘H.Dmm 739311 0.00045
ﬂ“_..cm.w 2362¢0.0006
‘“_...ummw.mmuo. 0.00045
ﬂ“_..cmmm 2082 0.00065
‘H.meu.c.cau_ 0.0015
‘“_..oum 78447 0.00025
ﬂ“_..odmu.uw“ 0.0001
‘“_..cummmwmw,_ 0.00015
‘H.cthmc.cw. 0.0005
‘“_..auwh,mwwm_ 0.0018
‘“_..oummum.mm._. 0.00075
- 1.072313000.0007
ﬂ“_..owmuw“_.m.m 0.0001
d 1.0702283(0.0002
ﬂ“_..ommmmum.m 0.00035
ﬂ“_.bm.mxum.ﬂmm 0.0001
ﬂ“_.bm.mmmmwm 0.0015
ﬂ“_..cm.wwwﬂwm 0.00145
ﬂ“_..cmemmm“ 0.0007
ﬂ“_..om.mw“_.mwm 0.00055

0.0174302
0.0107503
0.0215464
0.0215464
0.0455438
0.0445223
0.008095

0.0291314
0.0049351
0.025191

0.0107503
0.0205516
0.025191

0.0215464
0.025191

0.0215464
0.0267905
0.0417772
0.0157151
0.008095

0.0107503
0.0229633
0.0468833
0.0284141
0.0274439
0.008095

0.0131602
0.0189337
0.008095

0.0417772
0.0416209
0.0274433
0.0243646

jumaonji domain containing 6, arginine demethylase ant ENSGO0000 257
mitogen-activated protein kinase kinase 3 [Source:HGN ENSG00000 258
BCL3, transcription coactivator [Source:HGNC Symbol;A ENSGO0000 259
pyruvate dehydrogenase kinase 4 [Source:HGNC Symbc ENSG00000 260
janus kinase and microtubule interacting protein 1 [Sou ENSG00000 261
tripartite motif containing 9 [Source:HGNC Symbol;Acc: ENSG00000 262
ArfGAP with RhoGAP domain, ankyrin repeat and PH dc ENSGO0000 263
adrenomedullin [Source:HGNC Symbol;Acc:HGNC:259] ENSGO00000 264
MIS18 binding protein 1 [Source:HGNC Symbol;Acc:HGN ENSGO0000 265
zinc finger protein 296 [Source:HGNC Symbol;Acc:HGNC ENSG00000 266
ral guanine nucleotide dissociation stimulator like 4 [Sc ENSG00000 267
claudin 9 [Source:HGNC Symbol;Acc:HGMNC:2051] ENSG00000. 268
TPD52 like 2 [Source:HGNC Symbol;AcctHGNC:12007]  ENSG00000 265
lysophosphatidylcholine acyltransferase 3 [Source:HGN ENSG00000 270
leucine aminopeptidase 3 [Source:HGMC Symbol;Acc:HI ENSGO0000 271
troponin 12, fast skeletal type [Source:HGNC Symbol; Ac ENSG00000 272
signal transducer and activator of transcription 1 [Sourc ENSG00000 273
tumor protein p53 inducible protein 11 [Source:HGNC S ENSG00000 274
cytochrome P450 family 27 subfamily A member 1 [Soul ENSG00000 275
erythrocyte membrane protein band 4.1 like 3 [Source:| ENSG0000D 276
glutaminyl-peptide cyclotransferase [Source:HGNC Syr ENSG00000 277
kelch like family member 2 [Source:HGNC Symbol;Acc:t ENSG00000 278
mast cell immunoglobulin like receptor 1 [Source:tHGNC ENSG00000 279
cyclin dependent kinase inhibitor 2D [Source:HGNC Syn ENSG00000 280
MYB proto-oncogene, transcription factor [Source:HGNI ENSGO0000 281
transforming growth factor beta receptor 3 [Source:HGI ENSGO000X 282
tripartite motif containing 58 [Source:HGMNC Symbol;Act ENSGO0000 283
nuclear receptor interacting protein 1 [Source:HGNC Sy ENSG00000 284
ring finger protein 144A [Source:HGNC Symbol; Acc:HGN ENSGO0000 285
zinc finger protein 441 [Source:HGNC Symbol;Acc:HGNC ENSG00000 286
poly{ADP-ribose) polymerase family member 11 [Sourc ENSG00000 287
zinc finger protein 7808 [Source:HGNC Symbol;Acc:HGN ENSG00000 288
B cell scaffold protein with ankyrin repeats 1 [Source:HI ENSGO00000 289
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ENSG00000070495 of localizati y ic part, ilion binding
ENSG00000034152 cellular response to chemical stimulus, cyt cytoplasm, cytoplasmic part, il anion binding, carbohydrate derivative bin influenza A
ENSG00000069399 cell involvedin i ic part, i ints lar organelle, intracellular part
ENSG00000004799 cellular response to chemical stimulus, res cytoplasm, cytoplasmic part, i anion binding, carbohydrate derivative binding, ion binding
i of transport ; organelle, i part
of ytosis, cytoplasm, cy ic part, il ion bin:
ENSG00000047365 cytoplasm, cytoplasmic part, ifanion binding, ion binding
of secretion, sicytoplasm, i int lar part
ENSG00000129534 i i organelle, part
ENSG00000170684 intracellular, intracellular orgzion binding
ENSG00000159496 ic part, i ints lar organelle, intracellular part
ENSG00000213837 intracellular, i organelle, part
ENSG00000101150
ENSG00000111684 ytoplasm, cy ic part, i il lar organell lular part
ENSG00000002549 cytoplasm, cytoplasmic part,
ENSG00000130598 ytoplasm, i intracellular organelle, intracellular part
ENSG00000115415 i g y ic part, i  ints lar organelle, intracel Influenza A
ENSG00000175274
ENSG00000135929 cytoplasm, cytoplasmic part, ilion binding
ENSG00000082397 ytoplasm, i intracellular organelle, intracellular part
ENSG00000115828 cell involvedini y i ion binding
ENSG00000109466 y s oy i i \ar organell lular part
ENSG00000271605 cell involvedin i i , intracellular organelle, intracellular part
ENSG00000129355 ytoplasm, i , intracellular organelle, intracellular part
ENSG00000118513 cell involvedin i i i rganelle, i part
ENSG00000069702 intracellular, intracellular partion binding
22 of ion binding
ENSG00000180530 organelle, i part
ENSG00000151692 cytoplasmic vesicle membraniion binding
ENSG00000197044 intracellular, intracellular orgz ion binding
11224 of transport i lular, i organelle, part
ENSG00000128000 intracellular, intracellular orge ion binding
ENSG00000153064 cytokine cti i of localizati vati ion of cytokine i ion of immune system process, secretion, secretion by cell, transport
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hsapiens

sSuccess
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success

Success

PHFG
LTA4H
PTCH1
ZFP3
GTF3C3
LMANL
ZNF37A
RNF10
LRRC58
TIMNM1G
PARP15
MNCOAT
VP55D1
ZKSCANS
AKAPZ
CASP7
PHF21A
ZNF683
GLT1D1
ZNF260
PLCXD2
ZNF&75
CDs4
ABCGL
CMTR2
LMNB1
MME
ST3GAL4
PIK3C2A
ANXAZ
XPO4
MS4A1
MF5D9

2.6214

60.966

1.82742
2.0987

5.00945
5.28874
1.95764
95.6395
2.54168
29.146

15.3848
7.49161
43.297

4.48581
2.74664
6.88222
50.5229
7.80505
106.483
1.51771
1.85444
3.42305
9.27377
5.67942
5.4673

514119
69.105

41.1696
3.72577
82.9477
2.32565
46.9337
4.84709

1.25727
126.883
0.87816
1.01023
2.41235
2.548597
0.944234
198.206
1.22684
14.0693
9.37279

13.62351

89.3827

217426

1.33137
3.33764
104.168
3.73021
2159.23
0.737412
0.501658
1.66756
4.51584
11.645
2.66751
105.146
141.162
83.9474
1.82828
168.923
1.1428
23.0699
2.38373

OK
OK
oK
OK
OK
OK
oK
OK
OK
OK
oK
OK
OK
OK
oK
OK
oK
OK
oK
oK
OK
OK
oK
OK
OK
OK
oK
OK
OK
OK
oK
OK
OK

ﬂ“_..cm.coawcn 0.0005
M..Om 742198 0.0004
‘.H.cu 725252 0.0003
ﬂ“_..omhumm&m 0.0006
ﬂ“_..cu.aul._.mw“ 0.0013
ﬂ“—.cm 3009650.00015
1.H.cu 189914 0.0006
ﬂ_..om 132214.0.001
ﬂ“_..cmomwmmm 0.0006
ﬂu.cmowhwwm 0.00105
Jp.gmmumm 3£0.00055
ﬂ“_..gwmmumn 0.001
‘“_..gm 72855'0.00075
ﬂu.g 0.00075
JH.QL.»“G 62¢ 0.0005
ﬂ“_..oah?__,m 620.00035
ﬂ_..gm 90279:0.0004
ﬂ“_.o.am“_.wcom 0.0015
M.EHWMMH_ :0.0012
ﬂ“_..g“_.mwm 3t0.0018
ﬂ“_..gcmm.uwmc.@o“_.mm
ﬂ“—.cw 75436£0.0018
1.H.cw 68842 0.00015
ﬂ_..cw 589512:0.00035
ﬂ“_..cwu 3348€0.00065
‘“_..cw 221973.0.00035
ﬂ_..cwgm.mwﬂ 0.0009
m..owumc_mmu :0.00075
ﬂ“_..cmwa“_.um 0.0011
ﬂ_..cmmcw”_.m@ 0.00095
JH.cNmom.u_.cm 0.00025
ﬂ“_..omam.u.m.ﬁ 0.00135
MH.GMw 8980z 0.0003

0.0229633
0.0205516
0.0174502
0.025191

0.0385032
0.0107503
0.025191

0.0331917
0.025191

0.0343448
0.0243646
0.0331917
0.0234141
0.0284141
0.0229633
0.0189337
0.0205516
0.0417772
0.03729%4
0.0468833
0.0427466
0.0468833
0.0107503
0.0189337
0.0267305
0.01859337
0.0313523
0.0284141
0.0352627
0.0321003
0.0157151
0.0437537
0.01745302

PHD finger protein 6 [Source:HGNC Symbol;Acc:HGNC:1 ENSG00000 290
leukotriene A4 hydrolase [Source:HGNC Symbol;Acc:HC ENSGO0000 291
patched 1 [Source:HGNC Symbol;AcctHGNC:9585] ENSGO0000 292
ZFP3 zinc finger protein [Source:HGNC Symbol;Acc:HGN ENSG00000 293
general transcription factor IIC subunit 3 [Source:HGNCENSG00000 294
lectin, mannose binding 1 [Source:HGNC Symbol;Acc:HENSGO0000 295
zinc finger protein 374 [Source:HGMNC Symbol;Acc:HGNCENSG00000 296
ring finger protein 10 [Source:HGNC Symbol;Acc:HGNC: ENSG00000 297
leucine rich repeat containing 58 [Source:HGNC Symbol ENSGO0000 298
translocase of inner mitochondrial membrane 10 [Sourc ENSG00000 299
poly(ADP-ribose) polymerase family member 15 [Sourc ENSG00000 300
nuclear receptor coactivator 7 [Source:HGNC Symbol;Ac ENSG00000 301
VPS9 domain containing 1 [Source:HGNC Symbol;Acc:HI ENSGO0000 302
zinc finger with KRAB and SCAN domains 8 [Source:HGh ENSGO0000 303
A-kinase anchoring protein 2 [Source:HGNC Symbol; Acc ENSGO0000 304
caspase 7 [Source:HGNC Symbol;Acc:HGNC:1508] ENSGO0000 305
PHD finger protein 21A [Source:HGMC Symbol; Acc:HGNI ENSG00000 306
zinc finger protein 683 [Source:HGNC Symbol;Acc:HGMC ENSGO0000 307
glycosyltransferase 1 domain containing 1 [Source:HGN ENSG00000 308
zinc finger protein 260 [Source:HGNC Symbol; Acc:HGNC ENSG00000 303
phosphatidylinositol specific phospholipase C X domair ENSG00000. 310
zinc finger protein 675 [Source:HGNC Symbol;Acc:HGMC ENSGO00000 311
CD84 molecule [Source:HGNC Symbol;Acc:HGNC:1704] ENSGO0000 312
ATP binding cassette subfamily G member 1 [Source:HG ENSG00000 313
cap methyltransferase 2 [Source:HGNC Symbol;Acc:HGP ENSGO0000 314
lamin B1 [Source:HGNC Symbol;Acc:HGNC:6637] ENSGO0000 315
membrane metalloendopeptidase [Source:HGNC Symb ENSG00000 316
ST3 beta-galactoside alpha-2,3-sialyltransferase 4 [Sour ENSG00000 317
phosphatidylinositol-4-phosphate 3-kinase catalytic sul ENSG00000 318
annexin A3 [Source:HGNC Symbol;Acc:HGNC:541] ENSG00000 319
exportin 4 [Source:HGNC Symbol;Acc:HGNC:17796] ENSGO0000 320
membrane spanning 4-domains Al [Source:HGNC Symk ENSG00000 321
major facilitator superfamily domain containing 9 [Sour ENSG00000 322
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ENSGO0000156531 290 intracellular, intracellular orgz ion binding
ENSG00000111144 291 ion involved in i intr lar, intracellul
ENSGO0000185920 292 ion, transport i ion binding
ENSG00000180787 293 intracellular, intracellular orgz ion binding
ENSG00000119041 294 intr lar, intracellular organelle, intr part
4695 295 ion, transport i ion binding
ENSGO0000075407 296 intracellular, intracellular orgz ion binding
ENSG00000022840 297 intracellular, intracellular orgz ian binding
ENSGO0000163428 298
4809 299 ion, transport  intracellular, intracellular orgz ion binding
ENSG00000173200 300 intracellular, intracellular orgz ion binding
ENSG00000111912 301 i intracellular organelle, ints part
75399 302 ion, transport
ENSG00000198315 303 intracellular, intracellular orge ion binding
ENSG00000241978 304
ENSGO0000165806 305 i intracellular organedle, inty part
ENSGO0000135365 306 intracellular, intracellular orge ion binding
ENSG00000176083 307 ion involved in i intracellular, intracellular orgz ion binding
ENSG00000151948 308 intracellular, intracellular part
ENSG00000254004 309 intracellular, intracellular orgz ion binding
ENSG00000240851 310 intr lar, intracellular organelle, intr part
372 311 of immune system process  intracellular, intracellular orgz ion binding
ENSGO0000066294 312 cell activation, cell activation involved in immune response, 1t of locali y
79 313 ization, transport i intracellular orgzion binding
ENSGO0000180917 314 i , intracellular organelle, intr part
ENSG00000113368 315 intr lar, intracellular organelle, intr part
ENSG00000196549 316 i i n binding
ENSGO0000110080 317 i intracellular organelle, int part
1405 318 i intr lar, intracellular orge ion binding
ENSG00000138772 318 ion involved in i i ion binding
ENSGO0000132953 320 ation, transport _int: lar, rganelle, i part
ENSG00000156738 321 t i intracellular organelle, inty part
953 322 ion, transport

wolved in immune respanse, leukocyte degranulation, leu

[0107]
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hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens
hsapiens

hsapiens

Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success
Success

Success

TSEN34
GRAMDIA
ARMCL
INPP4B
GPRIN3
NHLRC2
MYBPC3
HCAR2
CCDC71L
TXN
RUBCNL
MNLRPG
PLINS
GADD4SA
CLca
MFN2

111.118
90.4241
2.94305
2.25775
4.35744
1.5428

5.20951
123.912
399729
124.067
32.6902
25.6417
27.2057
12.3443
3.67604
22.6438

225.823
183.435
1.45402
1.11652
2.15573
0.962269
10.515
250.074
80.6453
249.923
65.7998
51.5502
54.6326
24.7726
1.83422
45.3281

OK
OK
OK
OK
OK
OK
oK
OK
OK
OK
OK
OK
OK
OK
oK
OK

"1.02309989,0.0015
"1.02096151:0.0015
" 1.0172649:0.0014
"1.015876620.001
"1.01530430.0004
"1.0136252:0.0008
"1.01322926:0.00065
"1.0130291610.00185
"1.01256821,0.0013
"1.01036424!0.0004
"1.00922499:0.00125
"1.00748611:0.00115
"1.00585212:0.0009
1004900261 0.00035
"1.002985770.00135
"1.00128960: 0.0009

0.0417772
0.0417772
0.0407049
0.0331517
0.0205516
0.0291314
0.0267905
0.0480744
0.0383032
0.0205516
0.0380135
0.036044

0.0313523
0.0189337
0.0398693
0.0313523

tRNA splicing endonuclease subunit 34 [Source:HGNC S ENSG00000 323
GRAM n.oSm.: containing 1A [Source:HGNC Symbol;Acc ENSGO0000 324
armadillo repeat containing 1 [Source:HGNC Symbol;Ac ENSG00000 325
inositol polyphosphate-4-phosphatase type 11 B [Source ENSG00000 326
GPRIN family member 3 [Source:HGNC Symbol;Acc:HGM ENSGO0000 327
NHL repeat containing 2 [Source:HGNC Symbol;AcciHGN ENSGO0000 328
myosin binding protein C, cardiac [Source:HGNC Symbo ENSG00000 329
hydroxycarboxylic acid receptor 2 [Source:HGMC Symbc EMSG0O0000 330
coiled-coil domain containing 71 like [Source:HGNC Syn ENSG00000 331
thioredoxin [Source:HGMNC Symbol;Acc:HGNC:12435]  ENSGO0000 332
rubicon like autophagy enhancer [Source:HGNC Symbol ENSGO0000 333
MLR family pyrin domain containing 6 [Source:HGNC Syr EMSG00000 334
perilipin 5 [Source:HGNC Symbol;Acc:HGNC:33196] ENSGO0000 335
growth arrest and DNA damage inducible alpha [Source ENSG00000 336
chloride intracellular channel 4 [Source:HGNC Symbol;£ ENSG00000 337
mitofusin 2 [Source:HGNC Symbol;Acc:HGNC:16877] ENSGO0000 338

[0108]
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ENSGO0000170852
ENSG00000089351
ENSG00000104442
ENSGO0000109452
ENSG00000185477
ENSGO0000136865
ENSG00000134571
ENSGO0000182782
ENSGO0000253276
ENSG00000136810
ENSG00000102445
ENSGO0000174885
ENSG00000214456
ENSGO0000116717
ENSG00000169504
ENSGO0000116688

323
324
325
326
327
328
329
330
EE
332
333
334
335
336
337
338

establishment of localization, transport

establishment of localization, exocytosis, regulated exocytosis, secretion, secretion by cell, transport
establishment of localization, transport

establishment of localization, secretion, secretion by cell, transport

establishment of localization, transport

establishment of localization, secretion, transport

establishment of localization, transport
establishment of localization, transport

[0109]
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X 27
CI group (n=11) Controls (n=3) P value
Maternal age (years) 33.0(32.0-34.0) 35.0 (32.0-40.0) 022
Gestational age at blood collection 21.4 (18.5-24.3) 164 (15.2-20.4) 0.04
{(weeks)
Gestational age at delivery (weeks) 37.5(25.3-38.0) 38.2 (38.1-39.8) <0.01
Nulliparous. n (%) 3(27.3) 2(40.0) 1.00
Cervieal dilation, n (%)
=3em 4(36.4) -
<3cm 7 (63.6) -

[0110] CT: Cervical insufficiency.
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