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OZET

Seda Tiirkoglu Babakurban, Inverted Papillom ve Scc Olgularinda Gen
ifadelenme Profili, Baskent Universitesi Saghk Bilimleri Enstitiisii Tibbi
Biyoloji Anabilim dali Doktora Tezi, 2018

Bu ¢alisma sinonazal inverted papillom (IP) ile IP’un sinonazal skuamoz hiicreli
karsinoma (SCC) doniisiimiinde, riboniikleik asit (RNA) diizeyinde ifadelenmesi
degisen genleri belirlemeyi hedefledigimiz deneysel bir calismadir. Bagkent
Universitesi Tibbi Biyoloji, Tibbi Genetik, Kulak Burun Bogaz, Patoloji Anabilim
Dallar1 ve Dr. Abdurrahman Yurtaslan Ankara Onkoloji Egitim ve Arastirma
Hastanesi Patoloji ve Kulak Burun Bogaz Anabilim Dallar1 katkist ile yapildi. Son
bes yil icerisinde IP, sinonazal SCC ve konka hipertrofisi tanis1 konulmus, 18 yas
tizeri 16 hastanin (6 IP, 5 sinonazal SCC, 5 konka hipertrofisi) parafine gomiilmiis
dokusundan (FFPE) ticari kit ile RNA izolasyonu yapildi. Uygun ve yeterli miktarda
RNA kullanilarak mikroarray yontemi ile her ti¢ dokunun gen ekspresyon
profillerine yonelik tiim genoma ait bir bilgi elde edildi. Bu bilgi analiz programlari
kullanilarak ti¢ doku arasinda karsilastirildi. 1P ve sinonazal SCC dokulari
kiyaslandiginda ekspresyonu anlamli degisim gosteren su genler tespit edildi:
CYP3A7, KRT4, FA2H, BNIP3, MMP11, COL1Al, CCND2, IGF2BP3, SH3BGR,
SERPINB3. Sonug olarak, ifadelenmesi degisen CYP3A7, KRT4, FA2H, BNIP3,
MMP11, COL1A1, CCND2, IGF2BP3, SH3BGR, SERPINB3, THBS2 genleri ile
ilgili hem gen hem protein ifadelenmesi birlikte ¢aligilarak, sonuclarin teyit edilmesi

IP etyoloji ve karsinogenezi ile ilgili ileriki ¢aligmalara ufuk agacaktir.

Anahtar kelimeler: inverted papillom, sinonazal skuamoz hiicreli kanser,

mikroarray, karsinogenez, FFPE

Bu calisma Baskent Universitesi Tip ve Saglik Bilimi Arastirma Kurulu tarafindan

KA 16/101 proje numarasi ile onaylanmis ve desteklenmistir.
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ABSTRACT

Seda Tiirkoglu Babakurban, Gene Expression Profile in the Inverted
Papillomas and SCC Cases, Baskent University Institute of Health Sciences
Medical Biology Department PhD Thesis, 2018

This is an experimental study aiming to determine the genes whose expression
changes at the ribonucleic acid (RNA) level, in the sinonasal squamous cell
carcinoma (SCC) transformation of sinonasal inverted papilloma (IP). This study was
carried out with Baskent University Medical Biology, Medical Genetics,
Otorhinolaryngology, Pathology Departments and Dr. Abdurrahman Yurtaslan
Ankara Oncology Training and Research Hospital Pathology and
Otorhinolaryngology Departments contribution. RNA was isolated witih
commercially available kit from the paraffin embedded tissues (FFPEs) of 16
patients, over 18 years, diagnosed as IP, sinonasal SCC, and concha hypertrophy (6
IP, 5 sinonasal SCC, 5 concha hypertrophy) in the past five years. Using appropriate
and sufficient amounts of RNA, a microarray method was used to obtain information
of the gene expression profiles of all three tissues’s entire genome. This information
was compared using analysis programs among the three tissues. When comparing IP
and sinonasal SCC tissues, the following genes with significant expression changes
were identified: CYP3A7, KRT4, FA2H, BNIP3, MMP11, COL1Al1, CCND2,
IGF2BP3, SH3BGR, SERPINB3. As a result, both gene and protein expression
related to the altered expression of CYP3A7, KRT4, FA2H, BNIP3, MMP11,
COL1A1, CCND2, IGF2BP3, SH3BGR, SERPINB3 and THBS2 can be studied
together to confirm the results of future studies on IP etiology and carcinogenesis.

Key words: inverted papilloma, sinonasal squamous cell carcinoma, microarray,

carcinogenesis, FFPE

This study was approved and supported by Baskent University Medical and Health
Science Research Council with KA 16/101 project number.
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SIMGELER VE KISALTMALAR
AF: Atriyel fibrilasyon
AMOT: Angiomotin
Bcl-2: B-cell lymphoma 2
BNIP3: Homo sapiens BCL2/adenovirus E1B 19kDa interacting protein 3
CCND2: Homo sapiens cyclin D2
CDKZ1: Cyclin dependent kinase 1
CK14: Keratin, type | cytoskeletal 14
cm: Santimetre
COL1AL: Homo sapiens collagen, type I, alpha 1
COX-2: Cyclooxygenase-2
CTSS: Cathepsin S
CYP3AT: Homo sapiens cytochrome P450, family 3, subfamily A, polypeptide 7
DIPS-PCR:  Detection  of integrated  papillomavirus  sequences by
ligation-mediated-polymerase chain reaction
DLECL1: Deleted in lung and esophageal cancer protein 1
DM: Diabetes Mellitus
DSG-3: Desmoglein-3
Dvl-1: Segment polarity protein dishevelled homolog DVL-1
EGFR: Epidermal growth factor receptor
ELISA: Enzyme-linked immunosorbent assay
FA2H: Homo sapiens fatty acid 2-hydroxylase
FSCNZ1: Fascin
HT: Hipertansiyon
HL: Hiperlipidemi
HIF-1a: Hypoxia-inducible factor 1-a
HPV: Human papilloma virus
IHK: Immunohistokimya
IGF2BP3: Homo sapiens insulin-like growth factor 2 mRNA binding protein 3
IQGAP: 1Q motif containing GTPase activating protein 1



IP: Inverted papillom

K: Kontrol

KRT4: Homo sapiens keratin 4, type Il

InNcRNAs: Long non-coding RNAS

MMP-2: Matrix metallopeptidase-2

MSX-2: Homeobox protein MSX-2

MT2A: Metallothionein-2A

MVD: Mean vessel density

w: Mikron

ml: Mililitre

mm: Milimetre

ng: Nanogram

OPN: Osteopontin

PCNA: Proliferating cell nuclear antigen reverse transcription

PTP: permeability transition pore

PLUNC: Palate, lung, and nasal epithelium clone protein

PTEN: Phosphatidylinositol 3,4,5-trisphosphate 3-phosphatase and dual-specificity
protein phosphatase

pRb: Retinoblastoma protein

RIN: RNA integrity number

RNA: Riboniikleik asit

RBPs: RNA-binding proteins

RT-PCR: Reverse transcription polymerase chain reaction

RT-gPCR: Reverse transcription-quantitative polymerase chain reaction;
SCC: Skuamoz hiicreli karsinom

SERPINB3: Homo sapiens serpin peptidase inhibitor, clade B (ovalbumin), member
3

SH3BGRL2: Homo sapiens SH3 domain binding glutamate-rich protein like 2
SIP/SCC: Sinonasal inverted papilloma-associated squamous cell carcinoma
Smac: Second mitochondria-derived activator of caspase

SOX-2: Sex determining region Y-box 2



STAT: signal transducer and activator of transcription
STMNL1: Stathminl

SVO: Serebrovaskiiler olay

TFPI-2: Tissue factor pathway inhibitor-2

TMA: Tissue microarray

Treg: Regulatory T cells

Topoll-a: Topoisomerase II a

THBS2: Thrombospondin 2

VEGF: Vascular endothelial growth factor
WHO: World Health Organisation
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63306 004E-7 cingulin-like 1 923|G0:0008152|GO:
(CGNL1), transcript 0016459
variant 2, mMRNA
[NM_032866]
A 24 P2 | 0.03860737 1.5381 | 5.242877 Homo sapiens G0:0001942|G0O:0005 | 60485
87473 422E-5 salvador family WW 515|G0:0005634|GO:
domain containing 0005737|G0:0005829|
protein 1 (SAV1), G0:0030216|G0O:0035
mRNA [NM_021818] | 329|G0:0043065|GO:
0050680|GO:0060044|
G0:0060412|G0:0060
487|G0:0060575|GO:
2000036
A_23 P3 | 0.036864206 | 1.4686 | 6.9266515 Homo sapiens ankyrin | GO:0003674|GO:0005 | 25841
56616 935E-5 repeat and BTB (POZ) | 575|/G0:0005634|GO:
domain containing 2 0005654|G0:0046982|
(ABTB2), mRNA G0:0097237
[NM_145804]
A_23 P5 | 0.004434760 | 1.7668 | 73.07662 Homo sapiens G0:0001954|G0O:0005 | 56477
03072 7 369E-6 chemokine (C-C 576|G0:0005615|GO:
motif) ligand 28 0006935|G0:0006955|
(CCL28), transcript G0:0007204|G0O:0007
variant 1, mRNA 584|G0:0008009|GO:
[NM_148672] 0060326/G0O:0070062
A_23 P6 | 0.008977449 | 3.5766 | 9.835428 Homo sapiens G0:0005654|GO:0005 | 140606
413 5 73E-6 selenoprotein M 737|G0:0005783|GO:
(SELM), mRNA 0005794|G0:0048471
[NM_080430]
A_23 P1 | 6.6004664E-4 | 2.6296 | 54.243427 Homo sapiens G0:0000096/G0O:0004 | 875
66306 678E-7 cystathionine-beta- 122|G0:0005515|GO:
synthase (CBS), 0005634|G0:0005730|
transcript variant 1, G0:0005829|G0O:0006
mRNA [NM_000071] | 535|GO:0006563|GO:
0006565|G0:0019343|
G0:0019346|G0:0019
448|G0:0019899|GO:
0020037|G0:0030170]|
G0:0031625|G0:0034
641/G0:0042802|GO:
0042803|G0:0043231|
G0:0043418|G0:0044
281|G0:0046872|GO:
0050667|GO:0070814|
G0:0072341
A_24 P3 | 0.005152924 | 2.0529 | 7.886779 Homo sapiens CD302 | G0:0005902|GO:0005 | 9936
96702 578E-6 molecule (CD302), 938|G0:0006909|GO:
transcript variant 1, 0016020|G0O:0016021|
mRNA [NM_014880] | G0O:0030175|GO:0030
246
A 33_P3 | 0.001053349 | 4.1966 | 48.05813 Homo sapiens G0:0000139|G0:0004 | 11226
215768 7 123E-7 polypeptide N- 653|G0:0005794|GO:
acetylgalactosaminyltr | 0006493|G0:0016021|
ansferase 6 G0:0016266/G0O:0030
(GALNT6), mRNA 246|G0:0043687|GO:
[NM_007210] 0044267|GO:0046872|
G0:0048471
A_32_P1 | 3.959121E-4 15773 | 11.041177 Homo sapiens G0:0001666|G0O:0003 | 3778
92692 391E-7 potassium channel, 779]G0:0005249|GO:

calcium activated large
conductance subfamily
M alpha, member 1
(KCNMAL1), transcript
variant 1, mRNA

0005515|G0:0005886|
G0:0005901|G0:0006
813|G0:0006970|GO:

0007268|GO:0007596|
G0:0008076|G0:0015
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[NM_001014797]

269|G0:0016021|GO:
0016324|G0O:0030007|
G0:0034465|G0:0034
765|G0:0042391|GO:
0043065|G0:0045794]
G0:0046872|G0:0051
592|G0:0060072|GO:
0060073|G0O:0060083|
G0:0070062|G0:0071
805

A_24 P2 | 0.015248444 | 6.0750 | 5.203842 Homo sapiens G0:0002244|G0O:0003 | 168002
89260 T7E-6 dishevelled-binding 382|G0:0005080|GO:
antagonist of beta- 0005739|G0:0007162|
catenin 2 (DACT?2), G0:0008013|G0:0008
transcript variant 1, 134|G0:0043588|GO:
mRNA [NM_214462] | 0051018|GO:0070097|
G0:0072061|G0O:1900
108
A_33_P3 | 0.003401346 | 1.3551 | 362.20718 Homo sapiens proline- | GO:0003674|GO:0005 | 5542
258593 3 18E-6 rich protein BstNI 576/G0O:0008150
subfamily 1 (PRB1),
transcript variant 1,
mRNA [NM_005039]
A_33 P3 | 8.824758E-4 | 3.5158 | 16.762367 Homo sapiens distal- G0:0000790/GO:0000 | 1749
235147 4E-7 less homeobox 5 978|G0:0001077|GO:
(DLX5), mRNA 0001501|G0O:0001649|
[NM_005221] G0:0001958|G0:0005
737|G0:0006351|GO:
0007399|G0:0007411|
G0:0008283|G0:0030
326/G0:0030509|GO:
0030855|G0:0042472]
G0:0044212|G0:0045
669/G0:0045893|GO:
0048646|G0O:0050679|
G0:0060021|G0:0060
166/G0:0060325|GO:
0071773|G0:0071837|
G0:0090263
A_32_P1 | 0.041867036 1.6680 | 8.040149 Homo sapiens protein G0:0001501|G0O:0004 | 91461
12493 095E-5 kinase domain 672|G0:0004715|GO:
containing, 0005524|G0:0005576|
cytoplasmic G0:0005794|G0O:0015
(PKDCC), mRNA 031|G0:0018108|GO:
[NM_138370] 0030154|G0:0030282]
G0:0030501|G0:0032
332|G0:0035264|GO:
0042997|G0:0048286|
G0:0048566|G0O:0060
021
A_23 P5 | 0.007932124 | 3.1602 | 12.592767 Homo sapiens TOX G0:0003682|G0O:0005 | 27324
4681 085E-6 high mobility group 515|G0:0005634|GO:
box family member 3 0006338|GO:0006351|
(TOX3), transcript G0:0006915|G0:0034
variant 2, mMRNA 056|G0:0042803|GO:
[NM_001146188] 0043524|G0:0045893|
G0:0051219
A_23 P6 | 0.012277813 | 4.8915 | 4.882747 Homo sapiens LIM G0:0000122|G0:0003 | 29995
771 59E-6 and cysteine-rich 714|G0:0005615|GO:
domains 1 (LMCD1), 0005634|G0:0005737|
transcript variant 1, G0:0006351|G0O:0008
mRNA [NM_014583] | 270|GO:0010611|GO:
0031012|G0O:0070886
A_21 PO | 2.9440118E-6 | 1.1729 | 35.80801 cholinergic receptor, G0:0003056|G0:0004 | 1131
013981 131E-9 muscarinic 3 435|G0:0004872|GO:

[Source:HGNC
Symbol;Acc:HGNC:1
952]
[ENST00000481779]

0005515|G0O:0005886|
GO0:0005887|GO:0006
112/GO:0006464/GO:

0006939|G0O:0007165|
GO0:0007186/GO:0007
213/G0:0007399/GO:

0008144|G0:0008283|
G0:0016323|GO:0016
907|G0:0030054|GO:

0030425|G0:0032279)]

126



G0:0042166|G0:0043

679|G0:0044281|GO:
0045211|G0:0045987|
G0:0046541|G0:0050
796
A _33 P3 | 0.001259236 5.0168 | 5.389607 Homo sapiens NDRG G0:0001818|G0O:0003 | 57447
383233 2 TT4E-7 family member 2 674/G0O:0005515|GO:
(NDRG2), transcript 0005654|GO:0005737|
variant 11, mRNA G0:0005794|G0:0005
[NM_001282213] 813|G0:0005815|GO:
0005829|G0:0010574|
G0:0016055|G0:0021
762|G0:0030154|GO:
0030426|G0:0048471|
G0:0048662|G0O:0070
062|G0:0070373|GO:
0090361
A_33 P3 | 0.002007297 7.9972 11.32862 Homo sapiens leucine GO0:0005515|G0O:0005 | 389816
269844 2 E-7 rich repeat containing 737|G0:0005856|GO:
26 (LRRC26), MRNA | 0006811|GO:0008076|
[NM_001013653] G0:0015459|G0:0070
062
A 23 P1 | 0.001595533 6.3567 13.152274 Homo sapiens G0:0004735|G0O:0005 | 5831
30194 3 063E-7 pyrroline-5- 515|G0:0005739|GO:
carboxylate reductase 0005759|G0:0006561|
1 (PYCRL), transcript | G0O:0008652|G0O:0034
variant 1, mRNA 599|G0:0034641|GO:
[NM_006907] 0042802|G0:0044281|
G0:0051881|G0:0055
114|G0:0055129
A_23_P1 | 0.003291592 | 1.3113 | 3.7965317 Homo sapiens LON G0:0004176|GO:0005 | 79836
14414 2 913E-6 peptidase N-terminal 515|G0:0006508|GO:
domain and ring finger | 0008270
3 (LONRF3),
transcript variant 1,
mMRNA
[NM_001031855]
A_23 P4 | 1.1054413E-4 | 4.4041 | 22.122303 Homo sapiens solute G0:0005886|G0O:0006 | 64116
1424 49E-8 carrier family 39 (zinc | 829|G0:0016021|GO:
transporter), member 8 | 0031090|G0O:0046873|
(SLC39A8), transcript | GO:0055085|GO:0070
variant 1, mRNA 574
[NM_022154]
A_24 P1 | 0.039201498 | 1.5618 | 11.687408 Homo sapiens G0:0004866|G0O:0004 | 6590
90472 127E-5 secretory leukocyte 867|G0:0005515|GO:
peptidase inhibitor 0010951|G0:0019899|
(SLPI), mRNA G0:0031012|G0:0032
[NM_003064] 091]/G0:0045071|GO:
0070062
A 21 PO | 1.1635143E-4 | 4.6355 16.253708 BROAD Institute
012583 15E-8 lincRNA
(XLOC_I2_010636),
lincRNA
[TCONS_I2_0002048
4]
A_33 P3 | 0.021118896 | 8.4139 | 15.380346 Homo sapiens family 54855
314176 03E-6 with sequence
similarity 46, member
C (FAM46C), mRNA
[NM_017709]
A_33 P3 | 1.0542068E-5 | 4.2000 | 74.05354 Homo sapiens S100 G0:0000122|G0:0005 | 6271
409086 27E-9 calcium binding 509|G0:0005515|GO:
protein A1 (S100A1), 0005634|G0:0008016|
mRNA [NM_006271] | G0:0016529|G0O:0021
762|G0:0030018|GO:
0031430|G0:0035556|
G0:0042802|G0:0042
803|G0:0043005|GO:
0043234|G0:0044548|
G0:0048306|G0:0051
117
A_24 P4 | 0.017912824 7.1365 | 11.167254 Homo sapiens G0:0001516|G0:0004 | 5740
8723 83E-6 prostaglandin 12 497|G0:0005506|GO:

(prostacyclin) synthase
(PTGIS), mRNA

0005515|GO:0005615|
G0:0005634|G0:0005
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[NM_000961]

783|G0:0005789|GO:
0005901|G0:0006690]|
G0:0006766|G0O:0006
767|G0:0006769|GO:
0006805|G0:0008116]
G0:0016021|G0:0016
705|G0:0019369|GO:
0019371|GO:0019674]|
G0:0020037|G0:0032
088|G0:0035360|GO:
0044281|G0:0045019]
G0:0045766|G0O:0050
728|G0:0055114|GO:
0071347|GO:0071354]
G0:0071456|G0:0097
190/G0:1900119

A_21 PO | 0.022354037 | 8.9059 | 4.025926 2'3'-cyclic nucleotide | G0O:0000226|G0O:0003 | 1267
014015 9E-6 3' phosphodiesterase 723|G0:0004113|GO:
[Source:HGNC 0005615|GO:0005634|
Symbol;Acc:HGNC:2 | GO:0005654|GO:0005
158] 737|G0:0005741|GO:
[ENST00000592861] 0005743|GO:0005874|
G0:0005886|G0:0005
902|G0:0007268|GO:
0007409|GO:0007568|
G0:0008344|G0:0009
214|G0:0009636|GO:
0016020|G0:0021762|
G0:0030551|G0:0030
900|G0:0031143|GO:
0032496|G0:0035748|
G0:0035749|G0:0042
470|G0:0046902|GO:
0048471|G0:0048709|
G0:0070062
A_23 P1 | 0.003512628 | 1.3994 | 10.996689 Homo sapiens G0:0001525|G0O:0003 | 4162
62171 8 537E-6 melanoma cell 094|G0:0005615|GO:
adhesion molecule 0005634|G0:0005886|
(MCAM), mRNA G0:0005925|G0:0007
[NM_006500] 155|G0:0009653|GO:
0009897|G0:0016021|
G0:0030335|G0:0061
042
A_23 P9 | 0.001476113 | 5.8809 | 4.8998885 Homo sapiens Rho G0:0005089|G0:0005 | 55701
9661 9 32E-7 guanine nucleotide 737|G0:0032321
exchange factor (GEF)
40 (ARHGEF40),
transcript variant 1,
mRNA [NM_018071]
A_33 P3 | 4.858139E-4 1.9355 | 4.879266 Homo sapiens HID1 G0:0000138|GO:0005 | 283987
274935 134E-7 domain containing 515|G0:0005737|GO:
(HID1), mRNA 0005794|G0:0005797
[NM_030630] G0:0005881|G0O:0006
886/G0:0031001|GO:
0070062
A_33 P3 | 2.6211868E-7 | 1.0442 | 14.564913 Homo sapiens cell G0:0005509|G0O:0005 | 10669
227793 9757E- growth regulator with 576|G0:0006950|GO:
10 EF-hand domain 1 0007050|G0O:0007155|
(CGREF1), transcript G0:0008285|G0:0030
variant 1, mMRNA 308
[NM_006569]
A_22 PO | 4.4074306E-5 | 1.7559 10.192386 Homo sapiens 284215
0001371 485E-8 DLGAP1 antisense
RNA 5 (DLGAP1-
AS5), long non-coding
RNA [NR_036489]
A_23 P2 | 0.015829982 | 6.3067 | 3.762688 Homo sapiens G0:0004197|G0O:0005 | 8722
4433 66E-6 cathepsin F (CTSF), 764/G0:0006508|GO:
mRNA [NM_003793] | 0019886|G0:0031982|
G0:0043202|G0:0070
062
A_33_P3 | 0.013852017 55187 | 6.8285093 Homo sapiens coiled- 91050
225843 32E-6 coil domain containing

149 (CCDC149),
transcript variant 1,
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MRNA [NM_173463]

A 33 P3 | 0.026440894 | 1.0534 | 8.668004 Homo sapiens G0:0004114|G0O:0005 | 8654
378514 221E-5 phosphodiesterase 5A, | 575|G0:0005829|GO:
cGMP-specific 0007165|GO:0007596|
(PDES5A), transcript G0:0010613|G0O:0030
variant 1, mRNA 553|G0:0030823|GO:
[NM_001083] 0042130|G0:0043406|
G0:0046069|G0:0046
872|G0:0047555|GO:
0055118|G0O:0055119|
G0:0060282
A 19 PO | 2.0516894E-5 | 8.1740 | 7.615805 Homo sapiens long 286411
0320275 61E-9 intergenic non-protein
coding RNA 632
(LINC00632),
transcript variant 3,
long non-coding RNA
[NR_104228]
A_33_P3 | 0.005604256 | 2.2327 | 3.9700077 Homo sapiens serine G0:0004758|GO:0005 | 171546
307875 713E-6 palmitoyltransferase, 515|G0:0005789|GO:
small subunit A 0016021|G0O:0017059|
(SPTSSA), mRNA G0:0030148
[NM_138288]
A_24 P2 | 0.019141974 | 7.6262 | 12.061198 Homo sapiens delta- G0:0003674|GO:0005 | 8788
36251 845E-6 like 1 homolog 615|G0:0007219|GO:
(Drosophila) (DLK1), | 0007275|G0O:0009791|
mRNA [NM_003836] | G0:0009897|G0O:0010
468|G0:0016021|GO:
0030154|G0O:0045746|
G0:0048706
A 24 P1 | 1.9319153E-4 | 7.6968 | 23.765377 anoctamin 1, calcium G0:0005227|G0O:0005 | 55107
10831 T4E-8 activated chloride 229|G0:0005515|GO:
channel 0005737|G0O:0005886|
[Source:HGNC G0:0006812|G0O:0006
Symbol;Acc:HGNC:2 | 821|GO:0007275|GO:
1625] 0009897|G0:0016324|
[ENST00000316296] G0:0034220|G0:0034
707|G0:0042391|GO:
0042803|G0:0046982|
G0:0055085|G0:0070
062
A_33_P3 | 2.0567767E-4 | 8.1943 | 11.188832 Homo sapiens G0:0000165|G0O:0004 | 5596
307337 3E-8 mitogen-activated 707|G0:0005515|GO:
protein kinase 4 0005524|GO:0005634|
(MAPK4), transcript G0:0005737|G0O:0006
variant 1, mRNA 468|G0:0007049|GO:
[NM_002747] 0019901|G0O:0042803|
G0:0046982
A_33_P3 | 1.06386746E- | 4.2385 | 13.85893 Homo sapiens 284215
249696 4 157E-8 DLGAP1 antisense
RNA 5 (DLGAP1-
AS5), long non-coding
RNA [NR_036489]
A 24 P1 | 0.012604247 | 5.0216 | 9.766703 Homo sapiens early B- | G0O:0003677|GO:0003 | 1879
56501 12E-6 cell factor 1 (EBF1), 700|G0:0005634|GO:
transcript variant 2, 0006351|G0O:0007275|
mRNA [NM_024007] | GO:0045893|G0O:0046
872|G0:0046983|GO:
0070742
A_32_P8 | 0.006889601 | 2.7448 | 6.231587 Homo sapiens dynein, | G0:0003777|GO:0005 | 127602
7531 61E-6 axonemal, heavy chain | 524|G0:0005737|GO:
14 (DNAH14), 0005874|G0O:0005929|
transcript variant 2, G0:0007018|G0O:0008
mRNA 152|G0:0030286
[NM_001145154]
A_23 P1 | 0.03694046 1.4717 | 5.481202 Homo sapiens G0:0004872|G0:0005 | 23471
12135 315E-5 translocation 515|G0:0005783|GO:
associated membrane 0005789|G0:0006412|
protein 1 (TRAM1), G0:0006613|G0O:0006
mRNA [NM_014294] | 614/G0:0010467|GO:
0016021|G0:0016032]
G0:0044267
A 33 P3 | 0.04625105 1.8426 | 7.290011 Homo sapiens G0:0003876|G0O:0005 | 270
248152 714E-5 adenosine 829|G0:0006144|GO:
monophosphate 0010033|G0:0032036|
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deaminase 1
(AMPD1), transcript
variant 1, mMRNA
[NM_000036]

G0:0032264|G0:0043
101|G0:0044281|GO:
0046872|G0:0055086

A_22 PO | 0.005478501 | 2.1826 | 3.975232 Homo sapiens mMRNA,;
0018828 697E-6 cDNA
DKFZp686B17245
(from clone
DKFZp686B17245).
[BX648417]
A _33 P3 | 0.002282166 9.0922 | 38.71375 Homo sapiens iroquois | GO:0005634|G0O:0006 | 79192
336257 6 975E-7 homeobox 1 (IRX1), 355|G0:0043565|GO:
mRNA [NM_024337] | 0072086|G0O:0072272
A 33 P3 | 2.705135E-4 1.0777 | 23.81563 Homo sapiens claudin G0:0005198|G0:0005 | 100132463
218089 4305E- 24 (CLDN24), mRNA | 886|G0:0005923|GO:
7 [NM_001185149] 0016021
A 23 P1 | 0.020436056 8.1418 | 4.932134 Homo sapiens NDRG G0:0001947|G0O:0003 | 65009
40748 55E-6 family member 4 674|G0:0005737|GO:
(NDRG4), transcript 0005739|G0O:0005789|
variant 3, mMRNA G0:0005829|G0:0006
[NM_022910] 950|G0:0010642|GO:
0010976|G0:0014912]|
G0:0016049|G0:0016
323|G0:0030154|GO:
0035050|G0:0048662|
G0:0060038|G0:0070
374
A_33 P3 | 5.078119E-4 2.0231 | 9.410313 Homo sapiens family G0:0010468|G0:0030 | 55603
410599 55E-7 with sequence 193
similarity 46, member
A (FAM46A), mMRNA
[NM_017633]
A_33_P3 | 0.002876975 | 1.1462 | 10.888027 Homo sapiens G0:0000082|G0O:0000 | 3400
229370 6 054E-6 inhibitor of DNA 122|G0:0001085|GO:
binding 4, dominant 0003714|G0O:0005515|
negative helix-loop- G0:0005634|G0O:0005
helix protein (ID4), 737|G0:0006351|GO:
mRNA [NM_001546] | 0006357|GO:0007405]|
G0:0007623|G0:0008
284|G0:0021766|GO:
0021895|G0:0022010]|
G0:0034613|G0:0045
4441G0:0045599|GO:
0045665|GO:0045669|
G0:0045892|G0:0045
944|G0:0046983|GO:
0048712|G0:0048715
A_33_P3 | 0.020264434 | 8.0734 | 5.047447 Homo sapiens G0:0000187|GO:0001 | 4916
322814 8E-6 neurotrophic tyrosine 764|G0:0001933|GO:
kinase, receptor, type 0002039|G0:0004714|
3 (NTRK3), transcript | GO:0005030|G0:0005
variant 3, mRNA 515|G0:0005524|GO:
[NM_001007156] 0005737|G0:0005887|
G0:0007169|G0:0007
623|G0:0008284|GO:
0010628|G0:0018108|
G0:0019056/G0:0030
335|G0:0032148|GO:
0032856|G0:0033138|
G0:0042490|G0:0043
121|G0:0043235|GO:
0045471|GO:0046777|
G0:0046875|G0:0048
665/G0:0048678|GO:
0048691|G0:0048712]
G0:0050927|G0:0051
412|G0:0060548|GO:
0070306|G0:0071300]|
G0:0090102|G0:2000
251
A_32_P6 | 3.080789E-4 1.2274 | 24.70845 Homo sapiens brain G0:0005737|GO:0070 | 340542
9849 059E-7 expressed, X-linked 5 062

(BEX5), transcript
variant 1, mMRNA
[NM_001012978]
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A 33 P3 | 0.020455059 | 8.1494 | 7.6777515 Homo sapiens G0:0005578|GO:0005 | 92949
302015 25E-6 ADAMTS-like 1 788|G0:0006493|GO:
(ADAMTSL1), 0006508|G0:0008237|
transcript variant 4, G0:0008270|G0O:0036
mRNA 066/G0:0043687|GO:
[NM_001040272] 0044267
A_23 P7 | 0.023833765 | 9.4955 | 8.461154 Homo sapiens G0:0001780|GO:0004 | 5142
4278 24E-6 phosphodiesterase 4B, | 114/G0:0004115|GO:
CAMP-specific 0005634|G0:0005829|
(PDE4B), transcript G0:0005891|G0O:0006
variant d, mMRNA 198|G0:0030018|GO:
[NM_001037341] 0030552|G0:0030593|
G0:0032729|G0:0032
743|G0:0035690|GO:
0044325|G0:0046872|
G0:0048471|G0:0050
852|G0:0050900|GO:
0071222|G0:0071872|
G0:0086004
A_24 P1 | 0.031928703 | 1.2720 | 18.679783 Homo sapiens G0:0001503|G0:0001 | 91851
68925 599E-5 chordin-like 1 654|G0:0005576|GO:
(CHRDL1), transcript | 0030182|G0O:0030509|
variant 1, mRNA G0:0030514|G0O:0048
[NM_001143981] 749
A_33_P3 | 0.04129333 1.6451 | 12.32717 Homo sapiens G0:0005515|G0O:0005 | 157310
627001 526E-5 phosphatidylethanola 764|G0:0070062
mine-binding protein 4
(PEBP4), mRNA
[NM_144962]
A_33 P3 | 0.01633104 6.5063 | 171.66214 Homo sapiens G0:0004435|G0O:0005 | 1128
367860 905E-6 cholinergic receptor, 886/G0:0005887|GO:
muscarinic 1 0006464|G0:0007165|
(CHRML1), mRNA G0:0007186|G0:0007
[NM_000738] 205|G0:0007207|GO:
0007213|GO:0007274|
G0:0007399|G0:0008
144|G0:0008283|GO:
0008284|G0:0014069|
G0:0016020|G0O:0016
907|G0:0030054|GO:
0030425|G0:0032279)
G0:0040012|G0:0043
270|G0:0043679|GO:
0045211|GO:0046541|
G0:0050890|G0:0090
316
A_23 P3 | 6.154318E-4 | 2.4519 | 8.769255 Homo sapiens G0:0003676|GO:0004 | 122665
76124 196E-7 ribonuclease, RNase A | 522|G0:0005576
family, 8 (RNASES),
mRNA [NM_138331]
A 23 P1 | 1.17253425E- | 4.6714 | 8.1503525 Homo sapiens G0:0005576|G0O:0006 | 10218
14862 4 51E-8 angiopoietin-like 7 979
(ANGPTL7), mRNA
[NM_021146]
A_19 PO | 9.628954E-6 | 3.8362 | 9.4339 MCF.2 cell line G0:0005089|G0:0005 | 23263
0807752 367E-9 derived transforming 545|G0:0005615|GO:
sequence-like 0005829|G0:0005886|
[Source:HGNC G0:0007264|G0O:0007
Symbol;Acc:HGNC:1 | 266|G0:0030027|GO:
4576] 0032321|G0:0043065|
[ENST00000442625] G0:0045944|G0:0048
011|G0:0051056|GO:
0097190
A_21 PO | 0.001155000 4.6015 | 7.6041594 LNCipedia lincRNA
004521 9 97E-7 (Inc-C50rf27-1),
lincRNA [Inc-
C5orf27-1:2]
A 23 P8 | 1.06827785E- | 4.2560 | 9.905333 Homo sapiens zinc G0:0003677|GO:0003 | 8187
6731 4 87E-8 finger protein 239 700|G0:0003723|GO:
(ZNF239), transcript 0005634|GO:0006351|
variant 1, mMRNA G0:0006355|G0O:0046
[NM_005674] 872
A 23 P6 | 0.019311108 | 7.6936 | 7.3304615 Homo sapiens G0:0006182|G0O:0007 | 2981
3032 685E-6 guanylate cyclase 588|G0:0007589|GO:

activator 2B

0008048|G0:0031284]
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(uroguanylin) G0:0045776|G0O:0070
(GUCA2B), mRNA 062
[NM_007102]
A_24 P8 | 5224234E-4 | 2.0813 | 20.598246 Homo sapiens G0:0005227|G0:0005 | 55107
7036 683E-7 anoctamin 1, calcium 229|G0:0005515|GO:
activated chloride 0005737|G0O:0005886|
channel (ANO1), G0:0006812|G0:0006
transcript variant 1, 821|G0:0007275|GO:
mRNA [NM_018043] | 0009897/G0O:0016324]
G0:0034220|G0:0034
707|G0O:0042391|GO:
0042803|G0:0046982|
G0:0055085|G0:0070
062
A 33 P3 | 0.001634812 6.5131 | 9.507639 Homo sapiens G GO0:0003674|G0:0016 | 151556
399363 2 96E-7 protein-coupled 021|G0:0035556|GO:
receptor 155 0050890|G0:0055085|
(GPR155), transcript G0:0070062
variant 1, MRNA
[NM_001033045]
A 24 P1 | 1.3736382E-4 | 5.4726 12.3691 glycoprotein 2 G0:0002412|G0:0003 | 2813
90007 623E-8 (zymogen granule 823|G0:0016324|GO:
membrane) 0031225|G0:0070062
[Source:HGNC
Symbol;Acc:HGNC:4
441]
[ENST00000381362]
A_23 P6 | 0.0465156 1.8532 | 9.374075 Homo sapiens G0:0000226|G0:0001 | 27185
2967 111E-5 disrupted in 764|G0:0002052|GO:
schizophrenia 1 0005515|G0:0005739)
(DISC1), transcript G0:0005813|G0O:0005
variant L, mMRNA 874|G0:0010975|GO:
[NM_018662] 0014069|G0:0021799|
G0:0021846|G0:0030
054/G0:0030177|GO:
0031929|G0:0034613|
G0:0036064|G0:0045
211]|G0:0051560|GO:
0060070|GO:0090128|
G0:2000060
A_32_P1 | 0.003679226 | 1.4658 | 15.205881 Homo sapiens XK, G0:0016021 114786
34007 4 273E-6 Kell blood group
complex subunit-
related family,
member 4 (XKR4),
mRNA [NM_052898]
A_23 P2 | 9.842877E-7 3.9214 | 19.893139 Homo sapiens serine G0:0004866/G0O:0004 | 6690
14079 648E- peptidase inhibitor, 867|G0:0005515|GO:
10 Kazal type 1 0005615|G0:0010751|
(SPINK1), mRNA G0:0050732|G0O:0060
[NM_003122] 046|G0:0070062|GO:
0090281|G0:1900004|
G0:2001256
A_33_P3 | 0.002875846 1.1457 | 5.804193 Homo sapiens 101927100
384835 8 557E-6 uncharacterized
LOC101927100
(LOC101927100),
transcript variant 1,
long non-coding RNA
[NR_109874]
A 23 P3 | 7.133112E-4 2.8418 | 4.8673534 Homo sapiens G0:0000287|G0O:0004 | 22858
44988 T73E-7 intestinal cell (MAK- 674/G0:0004693|GO:
like) kinase (ICK), 0005515|G0:0005524|
transcript variant 2, G0:0005634|G0O:0005
mRNA [NM_016513] | 829|GO:0006468|GO:
0007165|G0:0007275|
G0:0035556|G0:0036
064/G0:0042073|GO:
0042384|G0:0051726
A 23 P6 | 6.7294255E-5 | 2.6810 | 26.418758 Homo sapiens G0:0000086|GO:0000 | 23236
099 461E-8 phospholipase C, beta | 790|G0:0004435|GO:
1 (phosphoinositide- 0004871|G0O:0005096|
specific) (PLCBL), G0:0005509|G0:0005
transcript variant 1, 516|G0:0005521|GO:

MRNA [NM_015192]

0005546|G0:0005634]
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G0:0005737|G0O:0005
829|G0:0007165|GO:
0007213|G0:0007215]|
G0:0007268|G0O:0007
613|G0:0008152|GO:
0008277|G0:0016042|
G0:0016607|G0O:0019
899|G0:0021987|GO:
0031965|G0:0032735]|
G0:0035556|G0:0035
722|G0:0035723|GO:
0040019|G0:0042803]
G0:0043547|G0O:0043
647|G0:0044281|GO:
0045444|G0:0045663|
G0:0045892|G0:0045
893|G0:0046330|GO:
0046488|G0:0048009|
G0:0048639|G0:0060
466|G0:0070062|GO:
0070498|G0:0080154]
G0:1900087|G0O:2000

344|G0:2000438|GO:
2000560
A_22 PO | 0.03576756 1.4250 | 7.9576397 Q6DQW2_MANSE
0011747 023E-5 (Q6DQW?2) CAPA,
partial (7%)
[THC2514262]
A_23_P1 | 0.027615769 | 1.1002 | 45.227768 Homo sapiens G0:0005615|G0:0046 | 10648
27781 298E-5 secretoglobin, family 982
1D, member 1
(SCGB1D1), mRNA
[NM_006552]
A _33_P3 | 0.006988957 2.7844 | 12.551011 Homo sapiens low G0:0016021 401944
260125 45E-6 density lipoprotein
receptor class A
domain containing 2
(LDLRAD2), mRNA
[NM_001013693]
A_24 P1 | 0.002908577 | 1.1587 | 10.068023 Homo sapiens TLR4 G0:0001530|G0:0002 | 9865
83664 4 958E-6 interactor with 718|G0:0006954|GO:
leucine-rich repeats 0034142|G0:0045087|
(TRIL), mMRNA G0:0046696
[NM_014817]
A_33 P3 | 0.013962592 | 55627 | 3.3652306 Homo sapiens Yipl G0:0016021|GO:0030 | 78992
273364 856E-6 domain family, 133
member 2 (YIPF2),
mRNA [NM_024029]
A 23 P1 | 0.002271024 | 9.0479 | 7.689398 Homo sapiens sacsin G0:0005634|G0O:0005 | 26278
28663 5 07E-7 molecular chaperone 737|G0:0005739|GO:
(SACS), transcript 0006457|G0O:0030424|
variant 1, mRNA G0:0030425|G0:0030
[NM_014363] 544|G0:0051087|GO:
0070628|G0:0070852|
G0:0090084
A 23 P1 | 0.024041215 9.5781 12.490174 Homo sapiens G0:0003676/GO:0004 | 5167
56880 73E-6 ectonucleotide 528|G0:0004551|GO:
pyrophosphatase/phos | 0005044|GO:0005158|
phodiesterase 1 G0:0005509|G0:0005
(ENPP1), mRNA 515|G0:0005524|GO:
[NM_006208] 0005615|GO:0005765|
G0:0005886|G0O:0005
887|G0:0006091|GO:

0006200|GO:0006766|
GO0:0006767|GO:0006
771]GO:0006796|GO:
0006898|GO:0006955|
G0:0008270|GO:0009
143/GO:0009986|GO:
0016021|G0:0016323|
G0:0030247|GO:0030
279|G0:0030308|GO:
0030500|GO:0030505|
G0:0030643/GO:0030
730/G0:0031214|GO:
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0031953|G0:0032869|

G0:0035529|G0:0042
803|G0:0044281|GO:
0045599|G0:0045719|
G0:0046325|G0:0046
627|G0:0046849|GO:
0047429|G0:0050427|
G0:0050656|G0O:0090
305
A_23 P1 | 0.013958959 | 55613 | 15.453606 Homo sapiens G0:0005102|G0O:0005 | 9068
26706 38E-6 angiopoietin-like 1 615|G0:0007169|GO:
(ANGPTL1), mRNA 0070062
[NM_004673]
A_23 P3 | 0.004825636 | 1.9225 | 4.8639345 Homo sapiens protein | G0O:0004722|GO:0005 | 5507
5414 7 645E-6 phosphatase 1, 515|G0:0005829|GO:
regulatory subunit 3C 0005975|G0:0005978|
(PPP1R3C), mRNA G0:0006006|G0O:0009
[NM_005398] 405|G0:0016311|GO:
0019903|G0:0044281
A_24 P4 | 0.003242193 | 1.2917 | 6.2382584 Homo sapiens G G0:0004930|G0:0005 | 57211
11749 7 106E-6 protein-coupled 886/G0:0007186|GO:
receptor 126 0016021
(GPR126), transcript
variant al, mMRNA
[NM_020455]
A_23 P2 | 0.047397144 | 1.8883 | 31.044441 Homo sapiens G0:0005509|G0O:0005 | 10590
51412 324E-5 secretagogin, EF-hand | 576|G0:0005737|GO:
calcium binding 0008150|G0O:0030658
protein (SCGN),
mRNA [NM_006998]
A_33 P3 | 2.4673425E-6 | 9.8300 | 17.458733 Homo sapiens distal- G0:0001501|G0O:0003 | 1750
242883 5E-10 less homeobox 6 700|G0:0005634|GO:
(DLX6), mRNA 0006355|G0:0007399|
[NM_005222] G0:0030326|G0:0030
855|G0:0042472|GO:
0043565|G0:0048646|
G0:0050679|G0O:0060
021]G0:0060322
A_32_P1 | 1.589862E-5 6.3341 | 9.968514 Homo sapiens G0:0005737|GO:0005 | 118611
91441 12E-9 chromosome 10 open 813|G0:0007095|GO:
reading frame 90 0009411|G0:0010212|
(C100rf90), mMRNA G0:0015629|G0:0030
[NM_001004298] 308|G0:0042826|GO:
0050821
A 23 P2 | 6.3395215E-5 | 2.5257 | 13.414315 Homo sapiens histatin | G0:0005515|G0O:0005 | 3347
12945 057E-8 3 (HTN3), mRNA 576/G0:0031214|GO:
[NM_000200] 0031640|G0:0042742|
G0:0046872|G0:0050
832
A_23 P2 | 0.012046946 | 4.7995 | 15.186949 Homo sapiens ST3 G0:0000139|G0O:0005 | 10402
50800 8E-6 beta-galactoside alpha- | 975|/G0:0006464|GO:
2,3-sialyltransferase 6 0006488|G0O:0006664|
(ST3GALS), transcript | G0O:0009311|GO:0009
variant 1, mRNA 405|G0:0016021|GO:
[NM_006100] 0018146|G0:0018279|
G0:0030173|G0:0030
203|G0:0042339|GO:
0043687|G0O:0044267|
G0:0044281|G0O:0052
798|G0:0070062|GO:
0071354
A_23 P5 | 0.01367139 5.4467 | 11.595809 Homo sapiens G0:0005198|G0O:0005 | 6407
968 687E-6 semenogelin 11 615|G0:0005634|GO:
(SEMG2), mRNA 0019953|G0:0030141|
[NM_003008] G0:0070062
A_33_P3 | 0.024679087 | 9.8323 | 27.311745 Homo sapiens G0:0005764|G0:0005 | 57535
265222 05E-6 KIAA1324 765|G0:0005770|GO:
(KIAA1324), 0005802|G0O:0005887|
transcript variant 1, G0:0009267|G0:0016
mRNA [NM_020775] | 236|G0:0031902|GO:
0044090|GO:0070062|
G0:2000786|G0:2001
240
A_21 PO | 0.028884683 1.1507 | 4.971764 Homo sapiens long 440556
001091 842E-5 intergenic non-protein

134



coding RNA 982
(LINC00982),
transcript variant 1,
long non-coding RNA
[NR_015440]

A _33 P3 | 0.001368202 5.4510 | 5.975941 Homo sapiens G0:0016021 255349
233784 4 053E-7 transmembrane protein
211 (TMEM211),
MRNA
[NM_001001663]
A 22 PO | 0.001440315 5.7383 | 4.3728876 LNCipedia lincRNA
0020124 9 1E-7 (Inc-CRIPT-1),
lincRNA [Inc-CRIPT-
1:2]
A 23 P1 | 0.015561768 6.1999 12.4881735 | Homo sapiens G0:0001660|G0:0004 | 5733
03328 076E-6 prostaglandin E 879|G0:0004957|GO:
receptor 3 (subtype 0005635|G0O:0005886|
EP3) (PTGER3), G0:0005887|GO:0006
transcript variant 4, 351|G0:0007186|GO:
mRNA [NM_198714] | 0007188/G0O:0007200|
G0:0007204|G0:0008
219|G0:0015701|GO:
0016021|G0O:0030522|
G0:0031622|G0:0032
496|G0:0035810
A_33 P3 | 1.8918561E-5 | 7.5372 | 6.2480536 Homo sapiens G0:0005515|G0:0005 | 50512
266780 76E-9 podocalyxin-like 2 539|G0:0005887|GO:
(PODXL2), mMRNA 0050901
[NM_015720]
A_33_P3 | 0.015018097 | 5.9833 | 28.196083 Homo sapiens cell G0:0005886|G0:0005 | 57863
421923 055E-6 adhesion molecule 3 911|G0:0007156|GO:
(CADMB3), transcript 0007157|G0O:0008104
variant 1, mRNA G0:0016021|G0O:0034
[NM_021189] 329|G0:0034332|GO:
0042803|G0:0045216
A_33_P3 | 5.1008437E-6 | 2.0322 | 20.024717 Homo sapiens G0:0003674/GO:0008 | 389336
392052 086E-9 chromosome 5 open 150|G0:0070062
reading frame 46
(C50rf46), mRNA
[NM_206966]
A_23 P3 | 0.033006974 | 1.3150 | 7.3350773 Homo sapiens G0:0005789|G0:0006 | 81537
47048 189E-5 sphingosine-1- 665|G0:0006668|GO:
phosphate phosphatase | 0006670|GO:0016021|
1 (SGPP1), mRNA G0:0016311|G0:0030
[NM_030791] 148|G0:0042392|GO:
0044281|G0:0097191|
G0:0097193
A_32_P5 | 0.033457734 1.3329 | 48.112274 Homo sapiens KN G0:0005737 163782
1237 T74E-5 motif and ankyrin
repeat domains 4
(KANK4), mRNA
[NM_181712]
A_33 P3 | 3.1889136E-5 | 1.2704 | 11.946586 Homo sapiens protein | G0O:0005515|GO:0007 | 55607
286937 835E-8 phosphatase 1, 015|G0:0019722|GO:
regulatory subunit 9A 0030054|G0:0030175|
(PPP1R9A), transcript | GO:0030426|GO:0030
variant 5, mMRNA 864|G0:0031175|GO:
[NM_001166163] 0043197|G0:0045202
G0:0051015
A_23 P3 | 0.021193992 | 8.4438 | 2.189148 Homo sapiens G0:0000139|G0:0005 | 57222
33218 22E-6 endoplasmic 515|G0:0005789|GO:
reticulum-golgi 0005793|G0:0006888|
intermediate G0:0016020|G0O:0016
compartment (ERGIC) | 021|GO:0033116
1 (ERGIC1), mRNA
[NM_001031711]
A_21 PO | 0.002667002 1.0625 | 4.085144 Homo sapiens small 677828
000357 506E-6 nucleolar RNA,
H/ACA box 47
(SNORAA47), small
nucleolar RNA
[NR_003014]
A 23 P3 | 5439395E-4 | 2.1670 | 61.932274 Homo sapiens S100 G0:0000122|GO:0005 | 6271
83227 895E-7 calcium binding 509|G0:0005515|GO:

protein Al (S100A1),

0005634|G0:0008016]|
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mRNA [NM_006271] | G0O:0016529|G0:0021
762|G0:0030018|GO:
0031430|G0:0035556|
G0:0042802|G0:0042
803|G0:0043005|GO:
0043234|G0:0044548|
G0:0048306|G0:0051
117
A_23 P3 | 0.022135358 | 8.8188 | 12.120446 Homo sapiens TBC1 G0:0005097|G0:0005 | 57465
91637 68E-6 domain family, 515|G0:0005737|GO:
member 24 0031175|G0O:0031594|
(TBC1D24), transcript | G0:0032851|G0:0043
variant 2, nMRNA 195
[NM_020705]
A_32_P1 | 0.005232789 | 2.0847 | 11.277826 Homo sapiens erb-b2 G0:0001755|G0:0001 | 2066
83765 6 767E-6 receptor tyrosine 934|G0:0004713|GO:
kinase 4 (ERBB4), 0004714|G0O:0004716|
transcript variant JM- G0:0005154|G0:0005
a/CVT-1, mRNA 515|G0:0005524|GO:
[NM_005235] 0005576|GO:0005634|
G0:0005654|G0:0005
739|G0:0005759|GO:
0005829|G0:0005886|
G0:0006351|G0:0007
165|G0:0007169|GO:
0007173|GO:0007399)
G0:0007507|G0O:0007
595|G0:0008283|GO:
0008284|G0:0008285|
G0:0008543|G0:0009
880/G0:0016021|GO:
0016323|G0:0016477|
G0:0018108|G0:0021
551/G0:0021889|GO:
0023014|G0O:0030334|
G0:0038095|G0:0042
523|G0:0042803|GO:
0043066|G0:0043235|
G0:0043552|G0:0043
653|G0:0044212|GO:
0045087|G0:0045165|
G0:0045893|G0:0046
777|G0O:0048011|GO:
0048015|G0:0060045|
G0:0060644|G0O:0060
749|G0:0061026|GO:
0070374|G0:2000366
A_32 P4 | 1.1320362E-4 | 45101 | 11.789531 Homo sapiens G0:0001931|GO:0005 | 8395
65742 043E-8 phosphatidylinositol- 515|G0:0005524|GO:
4-phosphate 5-kinase, 0005829|G0:0006644|
type I, beta G0:0006661|G0:0012
(PIP5K1B), transcript | 505|G0:0016020|GO:
variant 2, mMRNA 0016308|G0:0044281|
[NM_003558] G0:0046854
A_23 P3 | 0.03920265 1.5618 | 4.6087127 Homo sapiens G0:0003674/GO:0008 | 3268
11640 585E-5 ArfGAP with FG 060/G0:0008150|GO:
repeats 2 (AGFG2), 0008270|G0O:0016020]|
mRNA [NM_006076] | GO:0032312|G0O:0043
547
A_23 P9 | 0.046571065 | 1.8554 | 7.2332563 Homo sapiens G0:0005509|G0:0005 | 57088
1910 209E-5 phospholipid 515|G0:0005886|GO:
scramblase 4 0016021|GO:0017121|
(PLSCRA4), transcript G0:0017124|G0:0017
variant 2, mMRNA 128|G0:0019899|GO:
[NM_020353] 0042609|G0:0070062|
G0:0071222
A_23_P6 | 9.36611E-4 3.7315 | 37.61621 Homo sapiens GO0:0005576|G0O:0005 | 6947
4372 178E-7 transcobalamin | 615|G0:0006766|GO:
(vitamin B12 binding 0006767|GO:0006824|
protein, R binder G0:0009235|G0:0015
family) (TCN1), 889/G0:0031419|GO:
mRNA [NM_001062] | 0044281
A_23_P1 | 0.049195804 1.9599 | 5.252092 Homo sapiens PQ loop | G0:0016021 130814
31375 922E-5 repeat containing 3

(PQLC3), transcript
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variant 1, mRNA
[NM_152391]

A 23 P7
6538

2.9506147E-4

1.1755
437E-7

26.959223

Homo sapiens
tescalcin (TESC),
transcript variant 1,
MRNA [NM_017899]

G0:0000287|G0:0001
726|G0:0004860|GO:
0005509|G0:0005515]|
G0:0005634|G0:0005
654|G0:0005737|GO:
0005886|G0:0006469|
G0:0008285|G0:0008
584|G0:0010628|GO:
0019212|G0:0030027|
G0:0030219|G0:0030
854|G0:0032417|GO:
0032587|G0:0033628|
G0:0042803|G0:0045
654|G0:0045893|GO:
0050821|G0:0051604]
G0:0071300|G0:0072
661

54997

A 23 P2
09689

0.022782318

9.0766
21E-6

6.5110283

Homo sapiens Rho-
associated, coiled-coil
containing protein
kinase 2 (ROCK2),
mRNA [NM_004850]

G0:0000910|GO:0001
843|G0:0004674/GO:
0005198|GO:0005515|
G0:0005524/GO:0005
634/G0:0005813|GO:
0005829|GO:0005886|
GO0:0006468/GO:0006
939|G0:0007266|GO:
0007411|GO:0008625|
G0:0010825/GO:0016
525/G0:0017048|GO:
0030036|GO:0030155|
G0:0031616/GO:0032
956/G0:0042752|GO:
0045616|G0O:0046872|
G0:0048010|GO:0048
013/G0:0048511/GO:
0048813|G0:0051298|
G0:0051492|GO:0051
893/G0:2000114|GO:
2000145

9475

A_23 P9
7112

0.002370727
2

9.4451
28E-7

18.742474

Homo sapiens selectin
E (SELE), mRNA
[NM_000450]

G0:0002092/GO:0002
523|G0:0002687|GO:
0004888|GO:0005515|
G0:0005615|GO:0005
886/G0:0005901/GO:
0005905|GO:0006954]
G0:0007157|GO:0007
159|G0:0007202|GO:
0007596/G0:0016021]|
G0:0019722/GO:0030
029|G0:0030863|GO:
0032496|G0:0033691]|
G0:0034612/GO:0043
274|G0:0045121|GO:
0048471|G0:0050727|
G0:0050900/GO:0050
901/G0:0070492|GO:
0070555

6401

A 23 P2
53692

2.3210337E-6

9.2471
464E-
10

15.3101635

Homo sapiens G
protein-coupled
receptor 64 (GPR64),
transcript variant 1,
mMRNA
[NM_001079858]

G0:0004930|G0:0005
887/G0:0007186|GO:
0007283|G0:0009986|
G0:0016021|G0:0016
324]G0:0070062

10149

A_23_P1
03588

2.2318388E-6

8.8917
88E-10

36.00912

Homo sapiens 3-
hydroxy-3-
methylglutaryl-CoA
synthase 2
(mitochondrial)
(HMGCS2), transcript
variant 1, mMRNA
[NM_005518]

G0:0004421|GO:0005
739/G0O:0005743|GO:
0005759|GO:0006695|
G0:0008299|GO:0044
255/G0:0044281/GO:
0046950|G0O:0046951

3158

A 33 _P3
215113

0.018096957

7.2099
433E-6

4.735291

Homo sapiens leucine
zipper, down-regulated
in cancer 1 (LDOC1),

G0:0005515|G0:0005
634/G0:0005730|GO:
0008285

23641
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MRNA [NM_012317]

A_33_P3
291816

2.0408774E-4

8.1309
86E-8

20.446894

Homo sapiens claudin
22 (CLDN22), mRNA
[NM_001111319]

G0:0005198|G0O:0005
886/G0:0005923|GO:
0016021|G0:0016338|
G0:0034329|G0:0042
802|G0:0045216|GO:
0070830

53842

A 23 Pl
21676

0.031700447

1.2629
66E-5

13.567908

Homo sapiens CXXC
finger protein 4
(CXXC4), mMRNA
[NM_025212]

G0:0003677|GO:0005
737]G0:0007352|GO:
0008270|G0:0016023|
G0:0016055|G0O:0030
165|G0:0030178|GO:
0031410

80319

A 23 P8
913

6.1124747E-6

2.4352
49E-9

151.2547

Homo sapiens
carbonic anhydrase 11
(CA2), transcript
variant 1, mRNA
[NM_000067]

G0:0001822|GO:0002
009|GO:0004089|GO:
0005515|GO:0005615|
GO0:0005737|GO:0005
829|G0:0005886|GO:
0005902|G0:0006730|
G0:0008270|GO:0009
268|G0:0010043|GO:
0015701|G0:0016323|
G0:0030424/GO:0032
230/G0:0032849|GO:
0038166|G0O:0042475|
G0:0043209|GO:0043
627/G0:0044070/GO:
0044281|G0:0045177|
G0:0045672|GO:0045
780/G0O:0046903|GO:
0051453|G0:0070062|
G0:0071498|G0:2001
150/G0:2001225

760

A 23 P3
71410

0.008195436

3.2651
14E-6

6.06515

Homo sapiens protein
kinase, CAMP-
dependent, catalytic,
beta (PRKACB),
transcript variant 3,
mRNA [NM_207578]

G0:0000287|GO:0001
843|G0:0003091|GO:
0004691|G0:0005515|
G0:0005524/GO:0005
654|G0O:0005813|GO:
0005829|G0:0005886|
G0:0005952/GO:0005
975|G0O:0006006|GO:
0006094/G0O:0006112]
G0:0006468|GO:0006
833|G0O:0007165|GO:
0007173|G0O:0007188|
G0:0007202|GO:0007
268|G0:0007596|GO:
0008543|G0:0009405|
G0:0019433/GO:0031
625|G0:0034199|GO:
0035556/G0O:0044281]|
G0:0045087|GO:0048
011]GO:0048471|GO:
0050796|G0O:0051447|
G0:0055085/GO:0070
062|GO:0070613|GO:
0071377

5567

A 23 P1
37797

1.13427835E-
4

4.5190
372E-8

13.369871

Homo sapiens
ryanodine receptor 2
(cardiac) (RYR?2),
mRNA [NM_001035]

GO0:0001666/GO:0002
027/G0O:0003143|GO:
0003220|G0:0003300|
G0:0005218/GO:0005
219/G0:0005262|GO:
0005509|G0:0005513|
GO0:0005515|GO:0005
516/G0:0005790|GO:
0005886|GO:0006816|
GO:0006874/G0O:0010
460|G0:0010881|GO:
0014701/GO:0014808]
G0:0015278/GO:0016
020{G0:0016529/GO:
0019722|G0:0019899)
G0:0030018/GO:0030
509|G0:0031000|GO:
0033017|GO:0034220|

6262
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47982|G0:0051092|G

0:0051289|G0:00700
62|G0:0070814|GO:0
080146/G0:2001234
A_33_P3 | 0.002690546 | 1.0719 | 764.94653 Homo sapiens proline- | GO:0005576|G0O:0008 | 5544
256334 7 309E-6 rich protein BstNI 150|G0:0050829
subfamily 3 (PRB3),
mMRNA [NM_006249]
A 33 P3 | 0.003674534 1.4639 | 3.7408564 Homo sapiens solute GO0:0005351|G0O:0005 | 26503
265270 4 579E-6 carrier family 17 737|G0O:0005765|GO:
(acidic sugar 0005886|G0O:0005887|
transporter), member 5 | GO:0006488|GO:0006
(SLC17A5), mRNA 811/G0:0006820|GO:
[NM_012434] 0006865|G0:0015136|
G0:0015739|G0:0015
992|G0:0016020|GO:
0018279|G0:0030054|
G0:0030672|G0:0043
687|G0:0044267|GO:
0055085
A_23 P3 | 0.04459005 1.7764 | 5.763773 Homo sapiens GO0:0003677|GO:0005 | 80816
81746 96E-5 additional sex combs 634/G0:0006351|GO:
like transcriptional 0006355|G0:0046872
regulator 3 (ASXL3),
mRNA [NM_030632]
A_33 P3 | 0.019967645 | 7.9552 | 7746.263 Homo sapiens proline- | GO:0003674|G0O:0005 | 5545
217776 37E-6 rich protein BstNI 576|/G0:0008150
subfamily 4 (PRB4),
transcript variant 1,
mRNA [NM_002723]
A_32_P3 | 0.004592737 | 1.8297 | 9.407091 fidgetin G0:0005524|G0:0005 | 55137
4003 6 T6E-6 [Source:HGNC 634|G0:0005737|GO:
Symbol;Acc:HGNC:1 | 0005815|GO:0005874|
3285] G0:0007067|GO:0008
[ENST00000333129] 022|G0:0008152|GO:
0008568|G0:0010569|
G0:0016363|G0:0031
122|G0:0051301
A 21 PO | 2.3521516E-6 | 9.3711 | 24.517822 Homo sapiens tumor 400128
007914 22E-10 suppressor candidate 8
(non-protein coding)
(TUSC8), long non-
coding RNA
[NR_104174]
A_33 P3 | 0.04138609 1.6488 | 7.328814 Homo sapiens sodium | G0:0001518|G0O:0005 | 55800
402404 482E-5 channel, voltage gated, | 248|G0:0005886|GO:
type 111 beta subunit 0006814|GO:0007399|
(SCN3B), transcript G0:0010460|G0O:0010
variant 1, mRNA 765|G0:0016021|GO:
[NM_018400] 0017080|G0:0019233]
G0:0030018|G0:0035
725|G0:0044325|GO:
0051899|G0:0060048|
G0:0060371|GO:0060
373|G0:0072659|GO:
0086002|GO:0086005|
G0:0086006|G0O:0086
010/G0:0086012|GO:
0086014|GO:0086070]|
G0:0086091|G0:2000
649
A 23 P1 | 0.003923593 | 1.5631 | 321.33328 Homo sapiens G0:0001895|G0:0003 | 124220
18203 846E-6 zymogen granule 674|G0O:0005615|GO:
protein 16B (ZG16B), | 0030246|G0:0070062
mRNA [NM_145252]
A_24 P9 | 0.001509580 6.0142 | 10.752563 Homo sapiens v-myc G0:0000785|G0O:0001 | 4613
4402 6 656E-7 avian 502|G0:0002053|GO:

myelocytomatosis
viral oncogene
neuroblastoma derived
homolog (MYCN),
transcript variant 2,
mRNA [NM_005378]

0003677|GO:0003700]|
G0:0005515|G0:0005
634/G0:0006357|GO:

0010942|G0O:0030324|
G0:0042733|G0:0045
944|G0:0046983|GO:

0048704|G0:0048712]|
G0:0048754|G0:2000
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378

A 21 PO | 6.177751E-4 | 2.4612 | 8.268076 Homo sapiens small 767588
000407 552E-7 nucleolar RNA, C/D
box 114-10
(SNORD114-10),
small nucleolar RNA
[NR_003203]
A_24 P2 | 0.002236729 | 8.9112 | 8.477842 Homo sapiens SRY G0:0000981|G0:0001 | 6660
7234 T1E-7 (sex determining 701|G0:0003700|GO:
region Y)-box 5 0005515|G0:0006366|
(SOX5), transcript G0:0021953|G0:0032
variant 2, mMRNA 332|G0:0044212|GO:
[NM_152989] 0045165|G0:0045892|
G0:0045944|G0:0046
982|G0:0048709|GO:
0051216|G0O:0060164|
G0:0061036|G0:0071
560/G0:2000741
A_33_P3 | 8.770532E-7 3.4942 | 12.772572 Homo sapiens G0:0001558|G0:0005 | 10718
229412 357E- neuregulin 3 (NRG3), 102|G0:0005576|GO:
10 transcript variant 1, 0005615|G0O:0005887|
mRNA G0:0007171|G0O:0007
[NM_001010848] 389|G0:0008083|GO:
0030297|G0:0030971|
G0:0035556|G0:0048
513]|G0:0060596
A_23 P1 | 2.020999E-5 | 8.0517 | 56.850086 Homo sapiens G0:0003674|GO:0005 | 4250
61940 895E-9 secretoglobin, family 575|G0:0008150
2A, member 2
(SCGB2A2), mRNA
[NM_002411]
A_23 P6 | 2.9968145E-5 | 1.1939 | 160.08923 Homo sapiens lacritin G0:0001948|G0O:0001 | 90070
4825 5E-8 (LACRT), mRNA 968|G0:0005518|GO:
[NM_033277] 0005576|GO:0005615|
G0:0008083|G0:0008
284|G0:0019722|GO:
0030141|G0:0033173]
G0:0034067|G0:0043
237|G0:0047485|GO:
0050679|G0:0050731|
G0:0051047|G0:0051
281|G0:0051533|GO:
0070075
A_24 P4 | 0.029693395 | 1.1830 | 6.9038687 Homo sapiens G0:0001569|G0:0001 | 6387
12156 038E-5 chemokine (C-X-C 666/G0:0001667|GO:
motif) ligand 12 0001764|G0:0001938|
(CXCL12), transcript G0:0005102|G0:0005
variant 2, mMRNA 576/G0:0005615|GO:
[NM_000609] 0006874|GO:0006935|
G0:0006955|G0:0007
155|G0:0007165|GO:
0007186|G0:0007281|
G0:0008009|G0:0008
015|G0:0008045|GO:
0008064|G0O:0008083|
G0:0008344|G0:0008
354|G0:0009314|GO:
0009408|G0:0009612|
G0:0009615|G0:0009
897/G0:0022029|GO:
0031100|G0O:0033603|
G0:0042098|G0:0042
379|G0:0043434|GO:
0045236|G0:0045785|
G0:0048842|G0:0050
930/G0:0060326|GO:
0070062|GO:0070098|
G0:0090026|G0:0090
280/G0:2000107|GO:
2000406
A 23 P1 | 0.008673207 | 3.4554 | 11.497032 Homo sapiens myosin | G0:0001725|G0O:0003 | 4638
43817 61E-6 light chain kinase 779|G0:0004683|GO:
(MYLK), transcript 0004687|G0O:0005515|
variant 1, mMRNA G0:0005516|G0O:0005
[NM_053025] 524|G0:0005737|GO:
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0005829|G0:0005911]

G0:0006468|G0O:0006
936|G0:0006939|GO:
0007015|G0:0014820]|
G0:0030027|G0:0030
335|G0:0032060|GO:
0032154|G0:0046872|
G0:0051928|G0:0060
414|G0:0070062|GO:
0071476|G0O:0090303
A_23_P7 | 0.001695076 | 6.7532 | 303.43848 Homo sapiens proline | G0O:0001895/G0O:0005 | 11272
6291 7 94E-7 rich 4 (lacrimal) 615|G0:0007601
(PRR4), transcript
variant 2, nMRNA
[NM_007244]
A_23 P3 | 0.024123302 | 9.6108 | 9.3633 Homo sapiens G0:0005509|G0:0005 | 83543
92384 77E-6 allograft inflammatory | 737|G0:0005884|GO:
factor 1-like (AIFLL), | 0005925|G0:0015629)
transcript variant 3, G0:0032587|G0O:0051
mRNA 015|G0:0070062
[NM_001185095]
A_23 P8 | 0.002321338 | 9.2483 | 20.50532 Homo sapiens G0:0001985|G0:0001 | 148
938 3 594E-7 adrenoceptor alpha 1A | 994|G0:0001996|GO:
(ADRAL1A), transcript | 0001997|G0:0003084|
variant 4, mMRNA G0:0004937|G0O:0005
[NM_033304] 634/G0:0005886|GO:
0005887|GO:0006915|
G0:0006939|G0:0007
165|G0:0007186|GO:
0007200|G0O:0007202]|
G0:0007204|G0:0007
267|G0:0007512|GO:
0007568|GO:0008285|
G0:0009725|G0:0016
049|G0:0030018|GO:
0030315|G0:0031965|
G0:0032230|G0:0035
024|G0:0035265|GO:
0035556/G0:0042493|
G0:0043410|G0:0045
760/G0:0045907|GO:
0045987|G0:0046982]
G0:0060073|G0O:0060
402|G0:0060452|GO:
0070374|G0:0071875|
G0:0090037|G0:0097
195
A_23 P3 | 0.003095615 | 1.2333 | 17.918243 Homo sapiens G0:0005509|G0O:0005 | 28513
8735 4 129E-6 cadherin 19, type 2 886/G0:0007156|GO:
(CDH19), transcript 0016021
variant 1, mMRNA
[NM_021153]
A_23 P2 | 0.003741443 | 1.4906 | 15.588755 Homo sapiens solute G0:0005254|G0:0005 | 115019
01248 4 149E-6 carrier family 26 886|G0:0006811|GO:
(anion exchanger), 0006820|G0O:0006821|
member 9 (SLC26A9), | GO:0006885|G0O:0008
transcript variant 1, 271]|G0:0009986|GO:
mRNA [NM_052934] | 0010628|G0O:0015106|
G0:0015301|G0:0015
701/G0:0016021|GO:
0016324|G0:0051117|
G0:0055085|G0:0070
062
A_21 PO | 0.006487142 | 2.5845 | 9.040976 LNCipedia lincRNA
002251 8 19E-6 (Inc-ATOHS-2),
lincRNA [Inc-
ATOH8-2:1]
A 23 P3 | 0.039884098 | 1.5890 | 7.189033 Homo sapiens G0:0001503|GO:0003 | 2824
78416 078E-5 glycoprotein M6B 674/G0:0005886|GO:

(GPM6B), transcript
variant 2, mMRNA
[NM_001001996]

0007399|G0O:0015031]|
G0:0016021/GO:0030
154/G0:0030501/GO:
0032956|G0:0045121]|
G0:0051612|GO:0051
893|G0:0085029|GO:
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2000009

A 33 P3 | 0.028032104 | 1.1168 | 4.082615 Homo sapiens solute G0:0005351|GO:0005 | 26503
416321 168E-5 carrier family 17 737|G0:0005765|GO:
(acidic sugar 0005886|G0:0005887|
transporter), member 5 | GO:0006488|G0:0006
(SLC17A5), mRNA 811|G0:0006820|GO:
[NM_012434] 0006865|G0:0015136|
G0:0015739|G0:0015
992|G0:0016020|GO:
0018279|G0O:0030054|
G0:0030672|G0:0043
687|G0:0044267|GO:
0055085
A_21 PO | 0.02756076 1.0980 | 3.707353 MT-ND4 pseudogene
013000 382E-5 12 [Source:HGNC
Symbol;Acc:HGNC:4
2199]
[ENST00000498999]
A_23 P9 | 0.017819813 | 7.0995 | 3.104929 Homo sapiens G0:0003674|GO:0005 | 55074
4204 266E-6 oxidation resistance 1 575|G0:0005730|GO:
(OXR1), transcript 0005739|G0O:0006979|
variant 2, mMRNA G0:0007628|G0O:0016
[NM_181354] 491|G0:0043524|GO:
0055114|G0:0071447
A_23_P1 | 0.012546874 | 4.9987 | 6.7991996 Homo sapiens ST3 G0:0000139|G0:0001 | 8869
36573 543E-6 beta-galactoside alpha- | 574|G0:0004513|GO:
2,3-sialyltransferase 5 0005887|G0O:0005975|
(ST3GALS5), transcript | GO:0006488|GO:0006
variant 1, mRNA 688|G0:0008373|GO:
[NM_003896] 0016021|G0:0018279|
G0:0030173|G0:0043
687|G0:0044267|GO:
0047291
A_33 P3 | 0.015027683 | 5.9871 | 4.2021737 Homo sapiens calcium | G0:0005245|G0O:0005 | 785
221989 25E-6 channel, voltage- 515|G0:0005829|GO:
dependent, beta 4 0005886|G0:0005891|
subunit (CACNB4), G0:0006810|G0O:0006
transcript variant 1, 874|G0:0007214|GO:
mRNA 0007268|GO:0007411|
[NM_001005747] G0:0007528|G0:0007
628|G0:0008331|GO:
0009898|G0:0014051|
G0:0019227|G0:0019
901/G0:0035249|GO:
0045202|G0:0046058|
G0:0048536|G0:0048
538/G0:0048541|GO:
0048747|G0:0050852|
G0:0050908|G0:0051
899|G0:0070588
A_23 P3 | 8.0110907E-4 | 3.1916 | 12.10716 Homo sapiens G0:0005125|G0:0005 | 29949
5092 696E-7 interleukin 19 (1L19), 576/G0:0005615|GO:
transcript variant 1, 0006915|G0:0006954|
mRNA [NM_153758] | GO:0006955|G0O:0007
165|G0:0042226|GO:
0046427|GO:0072593|
G0:2001237|G0:2001
244
A_23 P4 | 0.013603628 | 5.4197 | 10.540948 Homo sapiens Kazal- G0:0001503|G0:0001 | 81621
21011 72E-6 type serine peptidase 558|G0:0005520|GO:
inhibitor domain 1 0005614|G0:0007275|
(KAZALD1), mRNA G0:0030154|G0:0030
[NM_030929] 198
A 33 P3 | 2.138881E-5 | 8.5214 | 41.914986 Homo sapiens G0:0001666|GO:0002 | 1803
287223 39E-9 dipeptidyl-peptidase 4 | 020|GO:0004252|GO:

(DPP4), mRNA
[NM_001935]

0005102|GO:0005515|
GO0:0005765/GO:0005
886/G0:0005925|GO:

0006508|GO:0008236|
G0:0008239/GO:0008
284/G0O:0009986/GO:

0010716]G0:0016020|
G0:0016021/GO:0016
324/G0:0030027|GO:

0030139|G0:0031258|
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G0:0031295|G0:0033

632|G0:0042110|GO:
0042802|G0:0042803|
G0:0043542|G0:0045
121|G0:0046581|GO:
0070062|G0O:0071438
A_32_P1 | 0.002370111 | 9.4426 | 9.880514 Homo sapiens G0:0016021 100113407
78966 2 TAE-7 transmembrane protein
170B (TMEM170B),
mRNA
[NM_001100829]
A_23 P9 | 0.009442527 | 3.7619 | 1875.6348 Homo sapiens G0:0070062 352999
3602 627E-6 chromosome 6 open
reading frame 58
(C60rf58), mMRNA
[NM_001010905]
A_23 P1 | 3.8020797E-5 | 1.5147 | 128.93456 Homo sapiens protein | GO:0001975|/GO:0004 | 84152
29835 728E-8 phosphatase 1, 860|G0:0004864|GO:
regulatory (inhibitor) 0004865|G0:0005634|
subunit 1B G0:0005737|G0:0005
(PPP1R1B), transcript | 829|G0:0006351|GO:
variant 1, mMRNA 0006469|GO:0007165|
[NM_032192] G0:0007621|G0:0008
542|G0:0008599|GO:
0031748|G0:0031749|
G0:0031750|G0:0031
751|G0:0031752|GO:
0035556|G0:0043025|
G0:0043086|G0:0050
790
A_23 P4 | 0.04837737 1.9273 | 3.7915018 Homo sapiens ring G0:0004842|G0O:0005 | 55819
1734 852E-5 finger protein 130 634|G0:0005654|GO:
(RNF130), transcript 0005737|GO:0006915|
variant 1, mRNA G0:0008270|G0O:0012
[NM_018434] 501/G0:0016021|GO:
0016567|G0O:0016874
A_23 P2 | 0.004389094 | 1.7486 | 13.281987 Homo sapiens G0:0001758|G0:0002 | 220
05959 431E-6 aldehyde 072|G0:0002138|GO:
dehydrogenase 1 0004029(aldehyde
family, member A3 dehydrogenase (NAD)
(ALDH1A3), activity)|GO:0004030(
transcript variant 1, aldehyde
mRNA [NM_000693] | dehydrogenase
[NAD(P)+]
activity)|GO:0005737|
G0:0005829|G0:0007
626/G0:0021768|GO:
0042472|G0:0042572|
G0:0042573|G0:0042
574|G0:0042803|GO:
0043065|G0:0048048|
G0:0050885|G0:0055
114|G0:0060013|GO:
0060166|GO:0060324|
G0:0070062|G0:0070
324]|G0:0070403
A_33 P3 | 5.2871965E-6 | 2.1064 | 12.88858 Homo sapiens G0:0005737|GO:0005 | 118611
284132 528E-9 chromosome 10 open 813|G0:0007095|GO:
reading frame 90 0009411|G0:0010212|
(C100rf90), mMRNA G0:0015629|G0:0030
[NM_001004298] 308|G0:0042826|GO:
0050821
A_22 PO | 0.003975699 | 1.5839 | 19.092793 17d9 Human retina
0000015 | 7 441E-6 cDNA randomly
primed sublibrary
Homo sapiens cDNA,
MRNA sequence
[W25978]
A_23_P1 | 0.02088254 8.3197 | 5.858853 Homo sapiens tumor G0:0001942|G0:0005 | 55504
40057 365E-6 necrosis factor 031|G0:0006915|GO:

receptor superfamily,
member 19
(TNFRSF19),
transcript variant 1,
mRNA [NM_018647]

0007254|G0:0016021|
G0:0033209|G0:0043
123
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A 23 P2 | 0.033106256 | 1.3189 | 10.302893 Homo sapiens G0:0003229|G0:0005 | 7373
16361 T44E-5 collagen, type XIV, 201/G0:0005518|GO:
alpha 1 (COL14A1), 0005576|GO:0005578|
mRNA [NM_021110] | G0O:0005581|G0O:0005
596/G0:0005614|GO:
0005615|G0O:0005788|
G0:0016337|G0:0022
617|G0:0030198|GO:
0030199|G0O:0030574|
G0:0030674/G0:0031
012|G0:0048873|GO:
0061050|G0O:0070062
A_24 P4 | 0.036356006 | 1.4484 | 3.5929108 Homo sapiens G0:0004722|G0:0004 | 9107
19211 464E-5 myotubularin related 725|G0:0005635|GO:
protein 6 (MTMRS), 0005737|GO:0005829
mRNA [NM_004685] | GO:0006470|GO:0006
644/G0:0006661|GO:
0015269|G0:0035335|
G0:0044281|G0:0071
805
A_23 P3 | 0.001305505 5.2012 | 8.194265 Homo sapiens C1q GO0:0005515|G0O:0005 | 114897
956 5 17E-7 and tumor necrosis 518|G0:0005581|GO:
factor related protein 1 | 0005615|G0O:0005887|
(C1QTNF1), transcript | GO:0007204|G0O:0010
variant 4, mMRNA 544|G0:0010628|GO:
[NM_198594] 0010906|G0:0043410]|
G0:0051260|G0:0051
897/G0:0070208|GO:
0090331|G0:2000860
A_33 P3 | 0.03778811 1.5055 | 18.603567 Homo sapiens 285382
254811 025E-5 chromosome 3 open
reading frame 70
(C30rf70), MRNA
[NM_001025266]
A_33_P3 | 0.011121318 4.4308 | 9.359928 ALU7_HUMAN
342792 04E-6 (P39194) Alu
subfamily SQ
sequence
contamination warning
entry, partial (9%)
[THC2685534]
A_23 P3 | 0.016366452 | 6.5204 | 8.001662 Homo sapiens DNA- G0:0005737|GO:0009 | 115265
02672 99E-6 damage-inducible 968
transcript 4-like,
mRNA (cDNA clone
MGC:9960
IMAGE:3877854),
complete cds.
[BC013592]
A 22 PO | 2.6075233E-4 | 1.0388 11.507121 Homo sapiens 100996348
0003190 54E-7 uncharacterized
LOC100996348
(LOC100996348),
transcript variant 4,
long non-coding RNA
[NR_121633]
A_33 P3 | 0.034354284 | 1.3686 | 9.137876 Homo sapiens CD5 G0:0004872|G0O:0004 | 921
298990 966E-5 molecule (CD5), 888|G0:0005044|GO:
mRNA [NM_014207] | 0005515|GO:0005886|
G0:0005887|G0O:0006
898|G0:0008037|GO:
0008283|G0O:0009897|
G0:0031295|G0:0097
190
A 23 P1 | 0.00370132 1.4746 13.126026 Homo sapiens G0:0051260 65987
62165 295E-6 potassium channel
tetramerization
domain containing 14
(KCTD14), transcript
variant 1, mRNA
[NM_023930]
A_21 PO | 6.667566E-6 | 2.6564 | 15.068265 LNCipedia lincRNA
008253 009E-9 (Inc-TSC22D1-1),

lincRNA [Inc-
TSC22D1-1:5]
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A 33 P3 | 0.003525774 | 1.4046 | 10.39951 Homo sapiens G0:0004435|G0:0004 | 5332
260634 5 91E-6 phospholipase C, beta | 629/G0:0004871|GO:
4 (PLCB4), transcript | 0005509|GO:0005634|
variant 3, mMRNA G0:0005790|G0O:0005
[NM_001172646] 829|G0:0014069|GO:
0016042|G0O:0030425|
G0:0035556|G0:0043
647|GO:0044281
A 23 P2 | 0.04182612 1.6663 | 7.9205203 Homo sapiens Z-DNA | G0:0003677|GO:0003 | 81030
59141 793E-5 binding protein 1 692|G0:0003723|GO:
(ZBP1), transcript 0003726|G0:0005515|
variant 1, mRNA G0:0005634|G0:0005
[NM_030776] 737|G0O:0005829|GO:
0008150|G0:0008152]|
G0:0032481|G0:0045
087|G0:0060340
A_21 PO | 1.8508426E-6 | 7.3738 | 21.893312 Q7Z7B2_HUMAN
014164 75E-10 (Q7Z7B2) Testis-
specific protein TPX1
¢ isoform, partial (6%)
[THC2620873]
A_21 PO | 0.003227791 | 1.2859 | 47.03392 LNCipedia lincRNA
009357 3 726E-6 (Inc-SLC39A11-3),
lincRNA [Inc-
SLC39A11-3:4]
A_33 P3 | 2.2931097E-5 | 9.1358 | 15.59561 Homo sapiens G0:0003779|GO:0005 | 9026
269924 96E-9 huntingtin interacting 515|G0:0005737|GO:
protein 1 related 0005856|G0O:0005905|
(HIP1R), transcript G0:0006898|G0:0030
variant 3, nRNA 036/G0:0030136|GO:
[NM_001303099] 0030665|GO:0030674|
G0:0035091|G0:0043
231]G0:0048471
A 23 P9 | 6.4872514E-4 | 2.5845 | 7.5460052 Homo sapiens zinc G0:0001933|G0O:0003 | 84327
3032 623E-7 finger, BED-type 677]G0:0005829|GO:
containing 3 (ZBED3), | 0016020|GO:0016055|
mRNA [NM_032367] | GO:0045944|G0O:0046
872|G0:0050821|GO:
0090263
A_24 P2 | 1.3793246E-7 | 5.4953 | 22.090292 Homo sapiens G0:0000226|G0:0001 | 4137
24488 174E- microtubule-associated | 764|G0O:0005200|GO:
11 protein tau (MAPT), 0005515|G0:0005829|
transcript variant 1, G0:0005874|G0O:0005
mRNA [NM_016835] | 875|G0:0005886|GO:
0005930|G0:0006915|
G0:0006921|G0:0007
628|G0:0008017|GO:
0008088|G0:0010506|
G0:0017124|G0:0019
899|G0:0019901|GO:
0030424|G0:0030426|
G0:0031113|G0:0031
116|G0:0032387|GO:
0034185|G0:0034399|
G0:0045298|G0:0045
773|G0:0047497|GO:
0048675|G0:0048699)|
G0:0060632|G0:0071
813
A_23 P3 | 0.005208925 | 2.0752 | 4.195302 mitochondrially 4537
60209 689E-6 encoded NADH
dehydrogenase 3
[Source:HGNC
Symbol;Acc:HGNC:7
458]
[ENST00000361227]
A_32_P1 | 3.6151844E-4 | 1.4403 | 12.031343 Homo sapiens G0:0003676|G0O:0004 | 5167
92376 125E-7 ectonucleotide 528|G0:0004551|GO:

pyrophosphatase/phos
phodiesterase 1
(ENPP1), mRNA
[NM_006208]

0005044|G0O:0005158|
GO0:0005509|GO:0005
515/G0:0005524/GO:

0005615|GO:0005765|
GO0:0005886/GO:0005
887|G0:0006091/GO:

0006200|GO:0006766|
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G0:0006767|GO:0006
771|G0:0006796|GO:
0006898|GO:0006955|
G0:0008270|GO:0009
143|G0:0009986|GO:
0016021|G0:0016323]
G0:0030247|G0O:0030
279|G0:0030308|GO:
0030500|G0O:0030505]|
G0:0030643|G0:0030
730|G0:0031214|GO:
0031953|G0:0032869|
G0:0035529|G0:0042
803|G0:0044281|GO:
0045599|G0:0045719|
G0:0046325|G0:0046
627|G0:0046849|GO:
0047429|G0:0050427|
G0:0050656|G0O:0090
305

A 22 PO | 0.049607016 1.9763 8.003584 wu35b02.x1
0016588 751E-5 Soares_Dieckgraefe_c
olon_NHCD Homo
sapiens cDNA clone
IMAGE:2521995 3',
MRNA sequence
[A1990958]
A_24 P2 | 0.004521668 | 1.8014 | 4.649557 Homo sapiens SH3 G0:0005654|G0:0017 | 83699
09171 614E-6 domain binding 124|G0:0070062
glutamate-rich protein
like 2 (SH3BGRL2),
mRNA [NM_031469]
A 22 PO | 4.8515113E-4 | 1.9328 20.459435 LNCipedia lincRNA
0012451 73E-7 (Inc-PRPF18-6),
lincRNA [Inc-
PRPF18-6:1]
A_33_P3 | 2.0774055E-4 | 8.2765 | 22.592981 Homo sapiens G0:0005886|G0:0016 | 9848
280521 16E-8 microfibrillar- 021
associated protein 3-
like (MFAP3L),
transcript variant 1,
mRNA [NM_021647]
A_23 P1 | 4.8363637E-4 | 1.9268 | 8.34542 Homo sapiens CKLF- | GO:0005125|GO:0005 | 116173
06042 381E-7 like MARVEL 615/G0:0006935|GO:
transmembrane 0016021|G0O:0045662
domain containing 5
(CMTMD), transcript
variant 3, mMRNA
[NM_001037288]
A_23_P9 | 0.010710293 4.2670 | 6.4221764 Homo sapiens stress- G0:0001501|G0O:0005 | 27230
1919 49E-6 associated 783|G0:0005789|GO:
endoplasmic reticulum | 0005840|GO:0005881|
protein 1 (SERP1), G0:0006006|GO:0006
mRNA [NM_014445] | 464|G0O:0006486|GO:
0006950|GO:0006987|
G0:0007009|G0O:0009
791/G0:0010259|GO:
0015031|G0:0016021|
G0:0030968|G0O:0032
024]|G0:0044267|GO:
0045727|G0:0046622|
G0:0048644|G0O:0060
124
A_23 P3 | 0.006863768 | 2.7345 | 5.6967487 Homo sapiens G0:0001786|G0:0005 | 57158
94395 69E-6 junctophilin 2 (JPH2), | 515|G0:0005546|GO:

transcript variant 1,
mRNA [NM_020433]

0005547|GO:0005886|
G0:0010314/G0O:0014
701/G0:0015278|GO:

0016021|G0O:0030018|
G0:0030314/GO:0032
266/G0:0055024|GO:

0055074|G0O:0060314]
GO0:0060316/GO:0060
402|G0:0070273|GO:

0070300/G0:0070588|
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G0:0080025

A 33 P3 | 0.029076602 | 1.1584 | 12.989213 Homo sapiens G0:0005737|GO:0005 | 55283
238335 304E-5 mucolipin 3, mMRNA 886|G0:0007626|GO:
(cDNA clone 0016021|G0O:0034220]|
MGC:71509 G0:0042491|G0:0055
IMAGE:30340464), 085|G0:0070588
complete cds.
[BC060765]
A 23 P4 | 0.03535072 1.4083 6.9843116 Homo sapiens G0:0000122|G0O:0004 | 5138
01106 953E-5 phosphodiesterase 2A, | 112|G0:0004118|GO:
cGMP-stimulated 0005262|G0O:0005515|
(PDE2A), transcript G0:0005634|G0:0005
variant 1, mRNA 737|G0:0005759|GO:
[NM_002599] 0005783|GO:0005794|
G0:0005829|G0:0005
886/G0:0006198|GO:
0006626|GO:0007596|
G0:0008144|G0:0008
152|G0:0019933|GO:
0019934|G0:0030224|
G0:0030424|G0:0030
425|G0:0030552|GO:
0030553|G0:0030818|
G0:0030823|G0:0030
911/G0:0033159|GO:
0035690|G0:0036006|
G0:0042734|G0:0042
803|G0:0043116|GO:
0043117|G0O:0046069|
G0:0046872|G0:0048
471|G0:0050729|GO:
0061028|GO:0070588|
G0:0071260|G0:0071
321|G0:0071560|GO:
0097011
A_23 P4 | 0.010950652 | 4.3628 | 18.535948 Homo sapiens G0:0000139|G0:0001 | 9435
0847 097E-6 carbohydrate (N- 517|G0:0005802|GO:
acetylglucosamine-6- 0005975|G0O:0006044|
O) sulfotransferase 2 G0:0006790|G0O:0006
(CHST2), mRNA 954|G0:0007275|GO:
[NM_004267] 0008146|G0O:0009405|
G0:0016021|G0:0018
146/G0:0030203|GO:
0031228|G0:0042339|
G0:0044281
A_21 PO | 1.2053688E-5 | 4.8022 | 70.82507 LNCipedia lincRNA
005438 66E-9 (Inc-RP11-
1220K2.2.1-1),
lincRNA [Inc-RP11-
1220K2.2.1-1:2]
A 23 P1 | 0.001012994 | 4.0358 | 13.158642 Homo sapiens serpin G0:0004867|G0O:0005 | 5274
66929 6 35E-7 peptidase inhibitor, 615|G0:0007417|GO:
clade I (neuroserpin), 0007422|G0O:0010951|
member 1 G0:0030155|G0:0070
(SERPINIL), transcript | 062
variant 1, mMRNA
[NM_005025]
A_33 P3 | 0.01432157 5.7058 | 5.6667647 Homo sapiens G0:0004360(glutamin | 2673
243153 05E-6 glutamine--fructose-6- | e-fructose-6-phosphate
phosphate transaminase
transaminase 1 (isomerizing)
(GFPT1), transcript activity)|GO:0005829|
variant 1, mRNA G0:0006002|G0O:0006
[NM_001244710] 042|G0:0006048|GO:
0006112|GO:0006488|
G0:0006541|G0O:0006
987|G0:0009744|GO:
0016051|GO:0016597|
G0:0018279|G0:0030
246|G0:0030968|GO:
0032869|G0:0032922|
G0:0043687|G0O:0044
267|G0:0045719|GO:
0051289|G0O:0070062
A_23 P1 | 0.029772785 1.1861 | 16.965132 Homo sapiens iroquois | GO:0005634/GO:0006 | 153572
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56025 667E-5 homeobox 2 (IRX2), 355|G0:0043565|GO:
transcript variant 1, 0072086|G0:0072272
mRNA [NM_033267]
A_33_P3 | 0.043893762 | 1.7487 | 10.799039 Homo sapiens G0:0001660|G0O:0004 | 5733
265744 555E-5 prostaglandin E 879|G0:0004957|GO:
receptor 3 (subtype 0005635|G0O:0005886|
EP3) (PTGERS), G0:0005887|G0O:0006
transcript variant 5, 351|G0:0007186|GO:
mRNA [NM_198715] | 0007188|G0O:0007200|
G0:0007204|G0:0008
219|G0:0015701|GO:
0016021|G0:0030522|
G0:0031622|G0:0032
496|G0:0035810
A 33 P3 | 6.3566536E-6 | 2.5325 | 20.841356 Homo sapiens prostate 25859
215744 313E-9 androgen-regulated
transcript 1 (non-
protein coding)
(PART1), transcript
variant 2, long non-
coding RNA
[NR_028508]
A_33 P3 | 7.814903E-4 | 3.1135 | 3.6326983 Homo sapiens NDRG | GO:0001818|GO:0003 | 57447
334515 07E-7 family member 2 674|G0:0005515|GO:
(NDRG2), transcript 0005654|G0:0005737|
variant 11, mMRNA G0:0005794|G0:0005
[NM_001282213] 813|G0:0005815|GO:
0005829|G0:0010574|
G0:0016055|G0:0021
762|G0:0030154|GO:
0030426|G0:0048471|
G0:0048662|G0:0070
062|G0:0070373|GO:
0090361
A_32_P1 | 0.04400773 1.7532 | 4.934297 Homo sapiens G0:0007275 222166
00439 96E-5 maturin, neural
progenitor
differentiation
regulator homolog
(Xenopus) (MTURN),
mRNA [NM_152793]
A_33_P3 | 0.004913235 1.9574 | 1671.3284 Homo sapiens proline- | GO:0003674|GO:0005 | 5542
332625 5 643E-6 rich protein BstNI 576/G0:0008150
subfamily 1 (PRB1),
transcript variant 3,
mMRNA [NM_199354]
A_23 P1 | 1.6269027E-7 | 6.4816 | 33.04431 Homo sapiens SRY G0:0000978|GO:0000 | 6663
43694 84E-11 (sex determining 980|G0:0001190|GO:
region Y)-box 10 0001701|GO:0001755|
(SOX10), mMRNA G0:0002052|G0:0003
[NM_006941] 682|G0:0003705|GO:
0003713|G0:0005515|
G0:0005634|G0O:0006
357|G0:0006366|GO:
0007422|G0:0008134|
G0:0009653|G0:0014
015|G0:0030318|GO:
0031315|G0:0042802]|
G0:0043066|G0:0045
892|G0:0045944|GO:
0048469|G0:0048484|
G0:0048546|G0:0048
589/G0:0048709|GO:
0090090
A_24 P3 | 0.003097301 | 1.2339 | 9.225854 Homo sapiens G0:0004930|G0:0005 | 27199
9195 6 847E-6 oxoglutarate (alpha- 886/G0:0007186|GO:
ketoglutarate) receptor | 0016021
1 (OXGR1), mRNA
[NM_080818]
A_21 PO | 2.363039E-8 | 9.4144 | 45.118477 LNCipedia lincRNA
007006 98E-12 (Inc-DYDC1-3),
lincRNA [Inc-
DYDC1-3:1]
A 23 P3 | 1.5565443E-5 | 6.2013 | 15.010457 Homo sapiens glycine- | G0O:0005739|G0O:0008 | 92292
70666 72E-9 N-acyltransferase-like | 152|G0:0047946|GO:
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1 (GLYATL1), 0047961
transcript variant 1,
mRNA [NM_080661]
A_23 P5 | 0.03135616 1.2492 | 8.896779 Homo sapiens platelet | G0O:0000139|GO:0005 | 56034
8396 494E-5 derived growth factor 161|G0:0005515|GO:
C (PDGFC), transcript | 0005576/G0O:0005615|
variant 1, mRNA G0:0005634|G0O:0005
[NM_016205] 737|G0O:0005788|GO:
0005886|G0O:0007171|
G0:0007417|G0O:0008
083|G0:0009790|GO:
0009887|G0O:0009986|
G0:0042803|G0:0045
740|G0O:0048008|GO:
0048146|G0:0050730|
G0:0051781|G0:0070
062|G0:0071230
A 22 PO | 0.028713081 1.1439 10.724671 Homo sapiens StAR- GO0:0005096|G0O:0005 | 90627
0015495 474E-5 related lipid transfer 515|G0:0005811|GO:
(START) domain 0005829|G0O:0007264|
containing 13 G0:0008289|G0:0031
(STARD13), transcript | 966/G0:0043547|GO:
variant 4, mMRNA 0051056
[NM_001243476]
A_23 P3 | 0.023174211 | 9.2327 | 6.7739434 Homo sapiens sterile G0:0000075|G0O:0000 | 51776
18300 54E-6 alpha motif and 077|G0:0000186|GO:
leucine zipper 0000287|G0O:0004674|
containing kinase G0:0004709|G0O:0005
AZK (ZAK), 515|G0:0005524|GO:
transcript variant 2, 0005634|G0:0005737|
mRNA [NM_133646] | GO:0006468|GO:0006
950|G0:0007010|GO:
0007050|G0O:0007257|
G0:0008219|G0:0008
283|G0:0009314|GO:
0030154|G0O:0035556|
G0:0043065
A_23 P5 | 0.033330012 | 1.3278 | 816.65936 Homo sapiens G0:0005576|G0O:0005 | 54959
8228 889E-5 odontogenic, 634|G0:0005737|GO:
ameloblast asssociated | 0031214|G0:0042475|
(ODAM), mRNA G0:0043205
[NM_017855]
A_23 P1 | 6.38222E-4 2.5427 | 10.446236 Homo sapiens G0:0000166|G0O:0001 | 10891
8447 17E-7 peroxisome 104|G0O:0001659|GO:

proliferator-activated
receptor gamma,
coactivator 1 alpha
(PPARGC1A), mRNA
[NM_013261]

0001678|GO:0003677|
G0:0003713|G0:0003
723|G0:0005515|GO:
0005634|GO:0005654]
G0:0005665|G0O:0005
829|G0:0006012|GO:
0006094|G0:0006355|
G0:0006367|GO:0006
397|G0:0006461|GO:
0006996|G0O:0007005]|
G0:0007586|G0O:0007
623|G0:0008134|GO:
0008209|G0:0008380]|
G0:0009409|G0:0010
822|G0:0014850|GO:
0016605|G0:0016922|
G0:0019395|G0:0022
904/G0:0030374|GO:
0030521|G0O:0031490]|
G0:0031625|G0:0032
922|G0:0034599|GO:
0035066|GO:0042594|
G0:0042752|G0:0043
201/G0:0043524|GO:
0043565|G0:0045333|
G0:0045722|G0:0045
820/G0:0045893|GO:
0045944|G0:0046321|
G0:0048661|G0:0050
681/G0:0050821|GO:
0050873|G0:0051091]
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G0:0051552|G0:0071
250|G0:0071356|GO:
0071398|GO:0071456|
G0:0071871|G0:0071
873|G0:0097067|GO:
2000272|G0:2000310]|
G0:2000507|G0:2001
171

A 23 P7
1270

4.003674E-5

1.5950
892E-8

86.26809

Homo sapiens alpha-2-
glycoprotein 1, zinc-
binding (AZGP1),
mRNA [NM_001185]

G0:0001580|G0:0001
895|G0:0001916|GO:
0001948|G0:0002474]|
G0:0003823|G0:0004
540|G0:0005576|GO:
0005615|G0O:0005634]
G0:0005886|G0O:0006
955|G0:0007155|GO:
0008285|G0:0008320]|
G0:0019882|G0:0042
605|G0:0042612|GO:
0070062|G0O:0071806

563

A 24 P5
3595

0.003850903
4

1.5342
245E-6

16.571518

Homo sapiens GNAS
complex locus
(GNAS), transcript
variant 4, mMRNA
[NM_016592]

G0:0001726/GO:0001
894|G0:0001958|GO:
0003091|G0:0003674]
G0:0003924/GO:0004
016/G0:0004871/GO:
0005159|GO:0005515|
G0:0005525/GO:0005
576/G0:0005634/GO:
0005737|G0O:0005829)
GO0:0005834/GO:0005
886/G0:0006112/GO:
0006171|G0O:0006184|
GO0:0006306/GO:0006
833|G0:0007189|GO:
0007190/G0O:0007191|
GO0:0007565/GO:0007
596/G0:0007606|GO:
0007608|GO:0009306|
G0:0016020/GO:0030
133/G0:0030425|GO:
0030819|G0:0031224|
G0:0031683/GO:0031
698|G0:0031748|GO:
0031852|G0:0032320|
G0:0032588/GO:0035
116/G0:0035255|GO:
0035264|G0O:0040015|
G0:0040032|GO:0042
493|G0:0043950/GO:
0044281|GO:0045669)|
G0:0045672|GO:0046
872|G0:0046907|GO:
0048471|G0O:0048589)
G0:0048701/GO:0050
796/G0:0050890|GO:
0051216|G0:0051430|
G0:0055085/GO:0060
348|G0:0060789|GO:
0070062|G0:0070527|
G0:0071107|GO:0071
377|G0:0071380|GO:
0071514|G0:0071870|
G0:0071880

2778

A _32_P6
9368

0.007125582
5

2.8388
TT4E-6

9.159385

Homo sapiens
inhibitor of DNA
binding 2, dominant
negative helix-loop-
helix protein (ID2),
mRNA [NM_002166]

G0:0000122/GO:0000
785|G0:0001656|GO:
0001779|GO:0003149)
G0:0003166/GO:0005
515|G0:0005634/GO:
0005654|G0O:0005737|
G0:0005813|GO:0005
829|G0:0006351/GO:
0007275/GO:0010628)
G0:0010629/GO:0014
003|G0:0015630|GO:
0019216]G0:0021772|

3398
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G0:0032922|G0:0033
598|G0:0042752|GO:
0043153|G0:0043234|
G0:0043353|G0:0043
392|G0:0043433|GO:
0044325|G0:0045475|
G0:0045578|G0O:0045
600|G0:0045648|GO:
0045651|GO:0045665|
G0:0045668|G0:0045
777|G0:0045892|GO:
0045893|G0:0046983|
G0:0048469|G0:0048
541|G0:0048557|GO:
0048661|G0O:0048663|
G0:0048711|G0:0048
715|G0:0060612|GO:
0060749|G0:0061030]|
G0:0061031|G0:0071
158|G0:0071285|GO:
0071931|GO:0090398|
G0:2000045|G0:2000
178

A _23_P1 | 0.002048328 | 8.1606 | 263.95538 Homo sapiens proline- | GO:0005576|GO:0008 | 5544
16890 3 71E-7 rich protein BstNI 150|G0:0050829
subfamily 3 (PRB3),
mRNA [NM_006249]
A_33 P3 | 0.026551476 1.0578 | 2606.6143 Homo sapiens proline- | G0O:0003674|G0O:0005 | 5545
216150 277E-5 rich protein BstNI 576/G0:0008150
subfamily 4 (PRB4),
transcript variant 1,
mRNA [NM_002723]
A _33_P3 | 0.006205669 | 2.4723 | 8.878728 Homo sapiens G0:0016021 120406
335661 781E-6 neurexophilin and PC-
esterase domain
family, member 2
(NXPE2), mRNA
[NM_182495]
A _23_P2 | 0.008769937 | 3.4939 | 15.6165 Homo sapiens G0:0000086|GO:0000 | 95681
15070 987E-6 centrosomal protein 278|G0:0005515|GO:
41kDa (CEP41), 0005813|G0:0005814|
transcript variant 1, G0:0005829|G0O:0006
mRNA [NM_018718] | 996/G0:0015031|GO:
0016020|G0:0018095]|
G0:0036064|G0:0042
384|G0:0072372
A_23 P3 | 5.0577455E-6 | 2.0150 | 20.398531 Homo sapiens antigen | GO:0001558|GO:0005 | 4241
86320 381E-9 p97 (melanoma 506/G0:0005515|GO:
associated) identified 0005887|G0:0006879|
by monoclonal G0:0008199|G0O:0009
antibodies 133.2 and 986/G0:0010756|GO:
96.5 (MFI2), transcript | 0042127|GO:0046658|
variant 2, mMRNA G0:0070062|G0O:0090
[NM_033316] 091|G0:0097286|GO:
1900025
A 24 P1 | 0.002450665 | 9.7636 | 10.8062725 | Homo sapiens G0:0005509|GO:0005 | 286097
94688 05E-7 mitochondrial calcium | 739|G0:0016021
uptake family,
member 3 (MICU3),
mRNA [NM_181723]
A_33 P3 | 0.028606212 1.1396 | 7.1355367 Homo sapiens insulin G0:0005515|G0O:0005 | 3638
219090 897E-5 induced gene 1 783|G0:0005789|GO:
(INSIG1), transcript 0006641|G0O:0006695|
variant 1, mRNA G0:0008152|G0:0008
[NM_005542] 283|G0:0010894|GO:
0032933|G0:0032937|
G0:0042472|G0:0042
474/G0:0044281|GO:
0045599|G0:0045717|
G0:0060021|G0O:0060
363
A_23 P6 | 0.007666659 | 3.0544 | 10.149987 Homo sapiens G0:0001601|GO:0001 | 4886
9699 5 46E-6 neuropeptide Y 602|G0:0003151|GO:

receptor Y1 (NPY1R),
mRNA [NM_000909]

0004983|G0:0005515|
G0:0005886|G0:0005
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887|G0:0006006|GO:

0007187|G0O:0007193]
G0:0007218|G0:0007
626/G0:0007631|GO:
0008217|G0:0019233]
G0:0040014
A_33_P3 | 0.018509518 | 7.3743 | 11.463921 Homo sapiens G0:0004366|G0O:0005 | 150763
415551 104E-6 glycerol-3-phosphate 739|G0:0005741|GO:
acyltransferase 2, 0006072|G0O:0006644|
mitochondrial G0:0006654|G0O:0016
(GPAT2), mRNA 021/G0:0016024|GO:
[NM_207328] 0019432|G0:0044281|
G0:0046474
A_21 PO | 4.1694216E-6 | 1.6611 | 11.630082 DHAA_BRAJA
005813 241E-9 (P59337) Haloalkane
dehalogenase , partial
(6%) [THC2715664]
A 23 P3 | 0.016904635 6.7349 | 20.551811 Homo sapiens myosin G0:0000145|G0:0001 | 25924
26760 147E-6 VIIA and Rab 750/G0:0003779|GO:
interacting protein 0005515|G0O:0006886|
(MYRIP), transcript G0:0008270|G0:0015
variant 1, mRNA 629|G0:0017137|GO:
[NM_015460] 0030133|G0:0031045|
G0:0032024|G0:0042
470|G0:0045202|GO:
0048471|G0:0051018
A 23 P2 | 0.002120387 8.4477 11.011717 Homo sapiens flavin G0:0004499|G0O:0005 | 2330
33 3 58E-7 containing 789|G0:0008150|GO:
monooxygenase 5 0016021|G0O:0050660|
(FMO5), transcript G0:0050661|GO:0055
variant 1, mMRNA 114
[NM_001461]
A_23 P5 | 0.012392973 | 4.9374 | 9.052627 Homo sapiens G0:0000122|GO:0000 | 29842
301 394E-6 transcription factor 902|G0:0002070|GO:
CP2-like 1 0003700|GO:0003714]
(TFCP2L1), mRNA G0:0005634|G0O:0005
[NM_014553] 737|G0:0006351|GO:
0006357|GO:0006694|
G0:0007028|G0:0007
431|G0:0007565|GO:
0008340|G0:0016020]|
G0:0043565|G0:0045
927
A 23 P2 | 0.003169940 1.2629 | 24.891766 Homo sapiens antigen | GO:0001558|GO:0005 | 4241
12042 3 245E-6 p97 (melanoma 506/G0:0005515|GO:
associated) identified 0005887|G0:0006879|
by monoclonal G0:0008199|G0O:0009
antibodies 133.2 and 986/G0:0010756|GO:
96.5 (MFI2), transcript | 0042127|GO:0046658|
variant 1, mRNA G0:0070062|G0O:0090
[NM_005929] 091/G0:0097286|GO:
1900025
A_33 P3 | 0.001422294 | 5.6665 | 9.657728 Homo sapiens lipase G0:0005789|G0O:0006 | 64788
883985 1 1E-7 maturation factor 1 888|G0:0009306|GO:
(LMF1), transcript 0016021|G0O:0033578|
variant 4, non-coding G0:0034382|G0:0051
RNA [NR_036442] 006|G0:0051604|GO:
0090181|G0:0090207
A 23 P3 | 1.8185431E-6 | 7.2451 | 12.8869505 | Homo sapiens family GO0:0005576|G0:0016 | 25817
04489 917E- with sequence 021
10 similarity 19
(chemokine (C-C
motif)-like), member
A5 (FAM19A5),
transcript variant 2,
mRNA [NM_015381]
A_22_P0 | 0.009919779 | 3.9521 | 9.378336 Homo sapiens, clone
0005677 033E-6 IMAGE:4431109,
mRNA. [BC015455]
A 24 P3 | 5.277049E-5 | 2.1024 | 6.6585565 Homo sapiens solute G0:0005886|G0O:0008 | 151473
42829 1E-8 carrier family 16, 028|G0:0015293|GO:
member 14 0015718|G0:0016021|
(SLC16A14), mRNA G0:0034220
[NM_152527]
A_21 PO | 0.016957799 | 6.7560 | 16.885244 LNCipedia lincRNA
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007252 954E-6 (Inc-TMEM135-2),
lincRNA [Inc-
TMEM135-2:1]
A_33_P3 | 3.5264733E-7 | 1.4049 | 15.624371 Homo sapiens G0:0001558|G0:0005 | 10718
229417 695E- neuregulin 3 (NRG3), | 102|GO:0005576|GO:
10 transcript variant 1, 0005615|G0O:0005887|
mRNA G0:0007171|G0O:0007
[NM_001010848] 389/G0:0008083|GO:
0030297|G0O:0030971|
G0:0035556|G0:0048
513|G0:0060596
A_33 P3 | 0.014597033 5.8155 | 4.784517 Homo sapiens GO0:0005515|G0O:0005 | 79876
235390 51E-6 ubiquitin-like modifier | 524|G0:0005634|GO:
activating enzyme 5 0005737|G0:0005829|
(UBAJ), transcript G0:0033146|G0:0034
variant 1, mRNA 976|G0:0043231|GO:
[NM_024818] 0046872|G0:0071566|
G0:0071569
A_22 PO | 0.014487358 | 5.7718 | 10.138494 Homo sapiens CNTFR 415056
0005289 557E-6 antisense RNA 1
(CNTFR-ASL1), long
non-coding RNA
[NR_024369]
A _33_P3 | 0.024823066 | 9.8896 | 6.8836184 Homo sapiens LP3317
222852 68E-6 mRNA, complete cds.
[AY203941]
A_24 P4 | 0.002884371 1.1491 | 12.434678 Homo sapiens integral | G0:0001540|G0O:0005 | 81618
02690 518E-6 membrane protein 2C 515|G0:0005524|GO:
(ITM2C), transcript 0005764|GO:0005765|
variant 1, mRNA G0:0005794|G0O:0005
[NM_030926] 886/G0:0010977|GO:
0016021|G0:0030182|
G0:0048471|G0:0070
062|G0:2001238
A 23 P8 | 0.041271035 1.6442 | 7.3431063 Homo sapiens protein G0:0004872|G0O:0005 | 10544
0040 644E-5 C receptor, endothelial | 515/G0:0005576|GO:
(PROCR), mRNA 0005813|G0O:0005886|
[NM_006404] G0:0005887|G0O:0005
925|G0:0006955|GO:
0007596|G0:0009986|
G0:0019882|G0:0050
819|G0:0050900|GO:
0070062
A 24 P7 | 1.4177543E-5 | 5.6484 | 7.1771493 Homo sapiens FRAS1 G0:0005604|G0O:0005 | 166752
38168 235E-9 related extracellular 615|G0:0007154|GO:
matrix 3 (FREM3), 0007155|G0:0016021|
mRNA G0:0031012|G0:0046
[NM_001168235] 872
A 32 _P3 | 2.3645087E-7 | 9.4203 | 27.026304 Homo sapiens protein GO0:0005515|G0:0007 | 55607
8623 534E- phosphatase 1, 015|G0:0019722|GO:
11 regulatory subunit 9A | 0030054|GO:0030175|
(PPP1RYA), transcript | GO:0030426|GO:0030
variant 4, mMRNA 864|G0:0031175|GO:
[NM_017650] 0043197|G0:0045202|
G0:0051015
A_23 P2 | 0.004520599 | 1.8010 | 20.75289 Homo sapiens solute G0:0005375|G0O:0005 | 1318
17109 3 355E-6 carrier family 31 770|G0:0005887|GO:
(copper transporter), 0006825|G0O:0006878|
member 2 (SLC31A2), | G0O:0035434|G0O:0055
mRNA [NM_001860] | 037
A 23 P8 | 0.018774489 7.4798 | 7.6199417 Homo sapiens LIM G0:0003779|G0O:0008 | 22998
3403 76E-6 and calponin 270|G0:0031032
homology domains 1
(LIMCHZ1), transcript
variant 1, mRNA
[NM_014988]
A_32_P2 | 1.10717825E- | 4.4110 | 10.340776 Homo sapiens family G0:0003677|GO:0016 | 165215
02759 4 69E-8 with sequence 021
similarity 171,
member B
(FAM171B), mRNA
[NM_177454]
A 23 P2 | 0.018746497 | 7.4687 | 4.7501097 Homo sapiens SEC63 | G0:0001889|G0O:0004 | 11231
14977 24E-6 homolog (S. 872|G0:0005515|GO:

cerevisiae) (SEC63),

0005783|G0O:0005789|
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mRNA [NM_007214]

G0:0006612|G0O:0006
614|G0:0006620|GO:
0006807|GO:0008565|
G0:0010259|G0:0016
020|G0:0016021|GO:
0031204/G0:0072001

A_33_P3 | 0.023746604 | 9.4607 | 4.532752 Homo sapiens 348801
215739 985E-6 leukemia NUP98
fusion partner 1
(LNP1), mRNA
[NM_001085451]
A_23 P7 | 0.015622737 | 6.2241 | 6.616947 Homo sapiens G0:0016021 9823
3747 98E-6 armadillo repeat
containing, X-linked 2
(ARMCX2), transcript
variant 2, nMRNA
[NM_014782]
A_33 P3 | 1.8584868E-5 | 7.4043 | 28.193604 ribosomal protein L31
590279 3E-9 pseudogene 57
[Source:HGNC
Symbol;Acc:HGNC:3
5703]
[ENST00000461109]
A_33_P3 | 0.003666703 | 1.4608 | 8.932987 Homo sapiens protein | G0O:0000287|G0O:0001 | 5567
772996 378E-6 kinase, CAMP- 843|G0:0003091|GO:
dependent, catalytic, 0004691|G0O:0005515|
beta (PRKACB), G0:0005524|G0:0005
transcript variant 7, 654/G0:0005813|GO:
mRNA 0005829|G0:0005886|
[NM_001242860] G0:0005952|G0:0005
975|G0:0006006|GO:
0006094|GO:0006112]|
G0:0006468|G0O:0006
833|G0:0007165|GO:
0007173|GO:0007188|
G0:0007202|G0:0007
268|G0:0007596|GO:
0008543|G0:0009405]|
G0:0019433|G0:0031
625|G0:0034199|GO:
0035556|G0:0044281|
G0:0045087|G0:0048
011/G0:0048471|GO:
0050796|G0:0051447|
G0:0055085|G0:0070
062|G0:0070613|GO:
0071377
A_21 PO | 5.292911E-6 2.1087 | 7.5393963 Homo sapiens ANO1 100009613
014645 294E-9 antisense RNA 2 (head
to head) (ANO1-AS2),
long non-coding RNA
[NR_103835]
A_24 P3 | 9.111797E-4 | 3.6301 | 7.8424735 Homo sapiens G0:0003254|G0:0005 | 2257
34300 98E-7 fibroblast growth 104|G0:0005615|GO:
factor 12 (FGF12), 0005634|GO:0007165|
transcript variant 2, G0:0007254|G0O:0007
mRNA [NM_004113] | 267|GO:0007268|GO:
0007399|G0:0007507|
G0:0008083|G0:0008
201|G0:0008344|GO:
0008543|G0:0010765|
G0:0017080|G0:0044
325|G0:0050905|GO:
0086002|G0:2000649|
G0:2001258
A_33_P3 | 0.002896554 1.1540 | 22.444593 Homo sapiens alpha-2- 646282
252839 056E-6 glycoprotein 1, zinc-
binding pseudogene 1
(AZGP1P1), non-
coding RNA
[NR_036679]
A_23_P1 | 0.04787572 1.9073 | 5.6948867 Homo sapiens choline | GO:0004103|GO:0004 | 1119
24742 992E-5 kinase alpha (CHKA), | 104|G0:0004305|GO:

transcript variant 1,
mRNA [NM_001277]

0004871|GO:0005524|
G0:0005829|G0:0006
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629|G0:0006644|GO:

0006646|GO:0006656|
G0:0006657|G0O:0006
869/G0:0007165|GO:
0008144|G0:0016310]|
G0:0019695|G0:0033
265|G0:0042803|GO:
0044281|G0:0046474
A 24 P1 | 0.020359444 8.1113 18.588472 Homo sapiens G0:0001666|G0O:0003 | 3778
56490 32E-6 potassium channel, 779|G0:0005249|GO:
calcium activated large | 0005515|GO:0005886|
conductance subfamily | G0O:0005901|GO:0006
M alpha, member 1 813|G0:0006970|GO:
(KCNMAL), transcript | 0007268|GO:0007596|
variant 2, mMRNA G0:0008076|G0O:0015
[NM_002247] 269/G0:0016021|GO:
0016324|G0:0030007|
G0:0034465|G0:0034
765|G0:0042391|GO:
0043065|G0:0045794|
G0:0046872|G0:0051
592|G0:0060072|GO:
0060073|GO:0060083|
G0:0070062|G0:0071
805
A_23_P1 | 3.374277E-7 1.3443 | 14.821042 Homo sapiens G0:0000186|G0O:0001 | 1950
55979 335E- epidermal growth 525|G0:0002576|GO:
10 factor (EGF), 0005154|G0:0005509|
transcript variant 1, G0:0005515|G0O:0005
mRNA [NM_001963] | 576|GO:0005615|GO:
0005765|G0O:0005886|
G0:0006260|G0:0007
165|G0:0007171|GO:
0007173|G0O:0007262|
G0:0007596|G0:0008
083]|G0:0008284|GO:
0008543|G0:0010800]|
G0:0016021|G0:0018
108|G0:0021940|GO:
0030168|G0:0030297|
G0:0031093|G0:0035
413]|G0:0038095|GO:
0042059|G0:0042327|
G0:0043388|G0:0043
406]G0:0045087|GO:
0045741|G0:0045840|
G0:0045893|G0:0048
011|G0:0048015|GO:
0048754|G0:0051048|
G0:0060749|G0:0070
062|G0:0070371|GO:
0090279|G0:0090370|
G0:1900127|G0:2000
008|G0O:2000060
A 23 P4 | 3.6048333E-4 | 1.4361 | 3.9101756 mitochondrially 4536
31853 886E-7 encoded NADH
dehydrogenase 2
[Source:HGNC
Symbol;Acc:HGNC:7
456]
[ENST00000361453]
A_23 P2 | 0.00219799 8.7569 | 11.346427 Homo sapiens SEC11 | GO:0005789|GO:0006 | 90701
08009 32E-7 homolog C (S. 412|G0:0006465|GO:
cerevisiae) (SEC11C), | 0006508|GO:0006614|
mRNA [NM_033280] | G0O:0008236|G0O:0010
467|G0:0016021|GO:
0044267|G0O:0050796
A 24 P4 | 7557844E-5 | 3.0110 | 17.660622 | alpha-2-glycoprotein 646282
9267 932E-8 1, zinc-binding
pseudogene 1
[Source:HGNC
Symbol;Acc:HGNC:9
11]
[ENST00000411909]
A 33 P3 | 0.04945052 1.9701 | 6.017509 Homo sapiens G0:0005518|G0:0005 | 8515
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263432 403E-5 integrin, alpha 10 886/G0:0007160|GO:
(ITGA10), transcript 0007229|G0O:0007411|
variant 1, mRNA G0:0007596|G0:0008
[NM_003637] 305/G0:0030198|GO:

0034680]G0:0046872

A 21 PO | 8.52087E-6 3.3947 | 10.901675 transmembrane

012305 691E-9 phosphatase with
tensin homology
pseudogene 1
[Source:HGNC
Symbol;Acc:HGNC:4
3648]

[ENST00000426585]

A_23 P1 | 9.5689093E-4 | 3.8123 | 7.536617 Homo sapiens G0:0005886|G0:0016 | 57413

26540 144E-7 transmembrane and 021
immunoglobulin
domain containing 3
(TMIGD3), transcript
variant 1, MRNA
[NM_020683]

A 32 P2 | 0.044179846 1.7601 | 2.6078925 Homo sapiens G0:0000977|GO:0000 | 2296

05110 533E-5 forkhead box C1 981/G0:0001228|GO:
(FOXC1), mRNA 0001501|GO:0001503|
[NM_001453] G0:0001541|G0:0001

654/G0:0001657|GO:
0001701|GO:0001756]
G0:0001945|G0:0001
974/G0:0003677|GO:
0003700|GO:0003705|
G0:0005515|G0:0005
634/G0:0005654|GO:
0005720|G0O:0005737|
G0:0006355|G0:0006
366/G0:0007219|GO:
0007420|G0O:0007507|
G0:0008134|G0:0008
301/G0:0008354|GO:
0014032|G0:0030199)
G0:0030203|G0:0032
808|G0:0035050|GO:
0042475|G0:0043010]|
G0:0043565|G0:0044
212|G0:0045893|GO:
0045930|G0:0045944|
G0:0046620|G0:0048
010/G0:0048341|GO:
0048844|G0:0050880|
G0:0055010|G0:0060
038

A_33 P3 | 0.04912204 1.9570 | 4.168405 Homo sapiens G0:0003723|G0:0005 | 27250

212092 534E-5 programmed cell death | 515|G0:0005634|GO:
4 (neoplastic 0005654|G0:0005737|
transformation G0:0005829|G0:0006
inhibitor) (PDCD4), 915|G0:0007569|GO:
transcript variant 2, 0043508|G0:0045786|
mRNA [NM_145341] | G0:0045892

A 24 P9 | 1.2361743E-7 | 4.9249 | 32.08761 Homo sapiens G0:0000086|GO:0000 | 23236

41643 97E-11 phospholipase C, beta | 790/G0:0004435|GO:
1 (phosphoinositide- 0004871|GO:0005096|
specific) (PLCBL), G0:0005509|G0:0005
transcript variant 2, 516|G0:0005521|GO:

MRNA [NM_182734]

0005546|GO:0005634|
G0:0005737|G0O:0005
829|G0:0007165|GO:

0007213|G0O:0007215]|
G0:0007268|G0:0007
613|G0:0008152|GO:

0008277|GO:0016042|
G0:0016607|G0O:0019
899/G0:0021987|GO:

0031965|G0:0032735|
G0:0035556|G0:0035
722|G0:0035723|GO:

0040019|G0O:0042803|
G0:0043547|G0:0043
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647|G0:0044281|GO:

0045444|G0:0045663|
G0:0045892|G0:0045
893|G0:0046330|GO:
0046488|G0:0048009|
G0:0048639|G0:0060
466|G0:0070062|GO:
0070498|G0:0080154|
G0:1900087|G0:2000
344|G0:2000438|GO:
2000560
A_23 P7 | 0.009169818 | 3.6533 | 8.830521 Homo sapiens nitric G0:0003677|GO:0005 | 115677
9360 138E-6 oxide synthase 515|G0:0005634|GO:
trafficking 0005856|G0O:0005886|
(NOSTRIN), transcript | GO:0006897|G0O:0007
variant 1, mRNA 165|G0:0030666|GO:
[NM_052946] 0044281|G0:0045892|
G0:0046209|G0:0050
999
A_23 P2 | 0.03297382 1.3136 | 6.1723514 Homo sapiens G0:0001726|G0:0005 | 5420
15060 98E-5 podocalyxin-like 515|G0:0005615|GO:
(PODXL), transcript 0005737|GO:0005886|
variant 1, mRNA G0:0005887|G0O:0007
[NM_001018111] 155|G0:0007162|GO:
0016324|G0:0016477|
G0:0022408|G0:0030
027]G0:0030175|GO:
0030335|G0:0031528|
G0:0032534|G0:0033
634/G0:0036057|GO:
0044297|G0:0045121|
G0:0050900|G0:0070
062|G0:0072015|GO:
0072175
A_22 PO | 9.994287E-4 | 3.9817 | 8.10531 Homo sapiens 101927862
0023623 877E-7 uncharacterized
LOC101927862
(CTB-178M22.2),
long non-coding RNA
[NR_109894]
A_32_P1 | 5.8371743E-6 | 2.3255 | 122.06136 Homo sapiens G0:0005615|G0O:0016 | 7180
73662 675E-9 cysteine-rich secretory | 337
protein 2 (CRISP2),
transcript variant 1,
mRNA [NM_003296]
A_23_P1 | 9.934127E-4 3.9578 | 55.11734 Homo sapiens GO0:0005615 10647
50555 197E-7 secretoglobin, family
1D, member 2
(SCGB1D2), mMRNA
[NM_006551]
A_22 PO | 5.3288568E-5 | 2.1230 | 11.553126 LNCipedia lincRNA
0011995 505E-8 (Inc-PLCB4-2),
lincRNA [Inc-PLCB4-
2:2]
A_23_P9 | 0.02462456 9.8105 | 5.646746 Homo sapiens HtrA G0:0001558|G0O:0004 | 5654
7990 82E-6 serine peptidase 1 252|G0:0005520|GO:
(HTRAL), mRNA 0005615|G0:0005829|
[NM_002775] G0:0006508|G0O:0008
236|G0:0030512|GO:
0030514|G0:0031012]|
G0:0050679|G0O:0050
687|G0:0070062|GO:
0097187
A_33_P3 | 0.02895907 1.1537 | 6.536856 Homo sapiens G0:0001503|G0O:0003 | 2824
218649 478E-5 glycoprotein M6B 674|G0:0005886|GO:
(GPM6B), transcript 0007399|G0:0015031|
variant 1, mRNA G0:0016021|G0:0030
[NM_001001995] 154|G0:0030501|GO:
0032956|G0:0045121|
G0:0051612|G0:0051
893|G0:0085029|GO:
2000009
A 23 P2 | 0.021012437 | 8.3714 | 6.1189127 Homo sapiens G0:0000139|G0O:0001 | 22862
5503 89E-6 fibronectin type 111 669]G0:0005794|GO:

domain containing 3A

0005829|G0:0007286|
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(FNDC3A), transcript | G0O:0009566|G0:0012
variant 1, mMRNA 506/G0:0016020|GO:
[NM_001079673] 0016021|GO:0016337|
G0:0060009
A_33_P3 | 6.238746E-7 2.4855 | 22225111 Homo sapiens folate G0:0004180|G0O:0005 | 2346
332337 562E- hydrolase (prostate- 737|G0:0005887|GO:
10 specific membrane 0006508|G0O:0006760|
antigen) 1 (FOLH1), G0:0008233|G0:0008
transcript variant 4, 237|G0:0016020|GO:
mRNA 0016805|G0:0046872|
[NM_001193472] G0:0070062
A_22 PO | 0.020748127 | 8.2661 | 2.7985272 LNCipedia lincRNA
0016609 86E-6 (Inc-TOLLIP-1),
lincRNA [Inc-
TOLLIP-1:1]
A_23 P2 | 41766439E-4 | 1.6640 | 7.177791 Homo sapiens small G0:0005634|GO:0005 | 23676
53542 016E-7 muscle protein, X- 927|G0:0006941|GO:
linked (SMPX), 0031430|G0:0043034
transcript variant 1,
mRNA [NM_014332]
A_33 P3 | 0.018116677 | 7.2178 | 5.446615 Homo sapiens tet G0:0001826|G0:0005 | 80312
295550 E-6 methylcytosine 506/G0:0005634|GO:
dioxygenase 1 (TET1), | 0006351|GO:0006493|
mRNA [NM_030625] | G0O:0008270|GO:0010
467|G0:0016568|GO:
0019827|G0:0035511|
G0:0040029|G0:0043
566|G0:0044030|GO:
0045944|G0:0070579|
G0:0080111|G0:0090
310
A_24 P6 | 9.4998295E-6 | 3.7847 | 63.29463 Homo sapiens G0:0003700|G0:0006 | 730130
95306 925E-9 transmembrane protein | 355|G0:0016021|GO:
229A (TMEM229A), 0042025
mRNA
[NM_001136002]
A 33 P3 | 2.590092E-7 1.0319 | 17.503042 Homo sapiens 93432
265239 092E- maltase-glucoamylase
10 (alpha-glucosidase)
(LOC93432), mRNA
[NM_001293626]
A 22 PO | 4.270874E-5 1.7015 | 22.610565 Homo sapiens 102723517
0014814 434E-8 uncharacterized
LOC102723517
(LOC102723517),
long non-coding RNA
[NR_110877]
A_33_P3 | 0.013591537 | 5.4149 | 3.5833633 Homo sapiens G0:0005515|G0:0005 | 11264
387365 55E-6 peroxisomal 777)G0O:0005778|GO:
membrane protein 4, 0008150|G0:0016021
24kDa (PXMP4),
transcript variant 1,
mRNA [NM_007238]
A_33_P3 | 0.005333294 2.1248 | 7.412851 Homo sapiens 388813
346067 184E-6 uncharacterized
protein
ENSP00000383407-
like (LOC388813),
mRNA
[NM_001256579]
A_33 P3 | 4.7479357E-4 | 1.8916 | 34.436665 protein kinase domain | G0:0001501|GO:0004 | 91461
393013 079E-7 containing, 672|G0:0004715|GO:
cytoplasmic 0005524|G0:0005576|
[Source:HGNC G0:0005794|G0:0015
Symbol;Acc:HGNC:2 | 031|G0:0018108|GO:
5123] 0030154|G0:0030282|
[ENST00000485578] G0:0030501|G0:0032
332|G0:0035264|GO:
0042997|G0:0048286|
G0:0048566|G0O:0060
021
A_32_P4 | 0.03523029 1.4035 | 17.396725 Homo sapiens G0:0002576|G0:0004 | 2153
1604 9725E- coagulation factor V 252|G0:0005507|GO:
5 (proaccelerin, labile 0005515|G0O:0005576|

factor) (F5), mMRNA

G0:0005615|G0:0005
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[NM_000130] 783|G0:0005794|GO:
0005886|GO:0006508|
G0:0007596|G0:0008
015/G0:0016020|GO:
0030168|G0:0031093]
G0:0031982
A_33_P3 | 0.002968282 | 1.1825 | 31.67936 Homo sapiens G0:0005887|GO:0019 | 400746
211198 7 828E-6 noncompact myelin 911|G0:0031643|GO:
associated protein 0032290|G0:0033270|
(NCMAP), mRNA G0:0043220
[NM_001010980]
A 32 P1 | 3.8745036E-4 | 1.5436 | 6.876711 Homo sapiens G0:0001666|G0O:0003 | 3778
81222 27E-7 potassium channel, 779|G0:0005249|GO:
calcium activated large | 0005515|GO:0005886|
conductance subfamily | GO:0005901|GO:0006
M alpha, member 1 813|G0:0006970|GO:
(KCNMAL), transcript | 0007268|GO:0007596|
variant 2, mMRNA G0:0008076|G0:0015
[NM_002247] 269/G0:0016021|GO:
0016324|G0:0030007|
G0:0034465|G0:0034
765|G0:0042391|GO:
0043065|G0:0045794|
G0:0046872|G0:0051
592|G0:0060072|GO:
0060073|GO:0060083|
G0:0070062|G0:0071
805
A 21 PO | 0.029121215 1.1602 12.797526 Homo sapiens G0:0000226|G0O:0001 | 4137
014031 077E-5 microtubule-associated | 764|G0O:0005200|GO:
protein tau (MAPT), 0005515|G0:0005829|
transcript variant 6, G0:0005874|G0O:0005
mRNA 875|G0:0005886|GO:
[NM_001123066] 0005930|G0:0006915|
G0:0006921|G0:0007
628|G0:0008017|GO:
0008088|G0:0010506|
G0:0017124|G0:0019
899/G0:0019901|GO:
0030424|G0:0030426|
G0:0031113|G0:0031
116|G0:0032387|GO:
0034185|G0:0034399)|
G0:0045298|G0:0045
773|G0:0047497|GO:
0048675|G0:0048699)|
G0:0060632|G0:0071
813
A_23 P1 | 0.03768314 1.5013 | 11.818362 Homo sapiens cystatin | G0O:0001580|G0O:0004 | 1469
12859 204E-5 SN (CST1), mRNA 869|G0:0005615|GO:
[NM_001898] 0010951
A 23 P4 | 4.2750486E-4 | 1.7032 | 18.527624 Homo sapiens family G0:0003677|GO:0016 | 165215
23427 066E-7 with sequence 021
similarity 171,
member B
(FAM171B), mRNA
[NM_177454]
A_33 P3 | 0.039438322 | 15712 | 10.69938 Homo sapiens cDNA 100128668
415653 48E-5 FLJ46166 fis, clone
TEST14002889.
[AK128046]
A_33 P3 | 0.023379477 | 9.3145 | 4.398689 Homo sapiens cytidine | GO:0004127|GO:0004 | 129607
401826 33E-6 monophosphate 550|G0:0004798|GO:
(UMP-CMP) kinase 2, | 0005524|G0O:0005654|
mitochondrial G0:0005739|G0O:0005
(CMPK?2), transcript 829|G0:0006165|GO:
variant 1, mMRNA 0006227|GO:0006233|
[NM_207315] G0:0006235|G0:0009
142|G0:0033862|GO:
0071222
A 33 P3 | 8.185223E-4 | 3.2610 | 10.813025 Homo sapiens selectin | GO:0002092|G0O:0002 | 6401
421053 45E-7 E (SELE), mMRNA 523|G0:0002687|GO:

[NM_000450]

0004888|GO:0005515|
G0:0005615|G0:0005
886/G0:0005901|GO:
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0005905|G0:0006954]

G0:0007157|G0O:0007
159|G0:0007202|GO:
0007596|G0:0016021|
G0:0019722|G0:0030
029|G0:0030863|GO:
0032496|G0:0033691|
G0:0034612|G0:0043
274|G0:0045121|GO:
0048471|G0O:0050727|
G0:0050900|G0:0050
901|G0:0070492|GO:
0070555
A_23_P3 | 0.007442718 | 2.9652 | 7.5622067 Homo sapiens tumor G0:0001503|G0:0002 | 8792
90518 263E-6 necrosis factor 250|G0:0002548|GO:
receptor superfamily, 0004872|G0:0004888|
member 11a, NFKB G0:0005031|G0O:0005
activator 515|G0:0007165|GO:
(TNFRSF11A), 0007267|GO:0008284|
transcript variant 1, G0:0009314|G0O:0009
mRNA [NM_003839] | 897|G0:0016021|GO:
0019955|G0:0030316|
G0:0032496|G0:0033
209|G0:0034097|GO:
0034612|G0:0043507|
G0:0046872|G0:0048
535|G0:0051091|GO:
0051092|G0:0060086|
G0:0060749|G0:0070
555|G0:0071812|GO:
0071847|G0O:0071848
A_24 P3 | 0.033443067 1.3323 | 16.129667 Homo sapiens sorbin G0:0001725|G0O:0003 | 10580
17907 931E-5 and SH3 domain 779|G0:0005070|GO:
containing 1 0005158|G0:0005515|
(SORBSL), transcript G0:0005634|G0O:0005
variant 3, mMRNA 654|G0:0005737|GO:
[NM_001034954] 0005813|G0:0005829|
G0:0005886|G0:0005
899/G0:0005913|GO:
0005915|G0:0005924|
G0:0005925|G0:0006
936/G0:0007160|GO:
0008092|G0:0008286|
G0:0009967|G0:0015
758|G0:0016363|GO:
0019901|G0:0032869|
G0:0043149|G0:0045
121|G0:0045725|GO:
0046326|G0:0046889|
G0:0048041|G0:0090
004
A_22 PO | 5.5865177E-5 | 2.2257 | 9.09527 Homo sapiens DLX6 285987
0005249 042E-8 antisense RNA 1
(DLX6-AS1), long
non-coding RNA
[NR_015448]
A_22 PO | 1.7793366E-4 | 7.0889 | 5.553724 Homo sapiens 101927070
0002818 904E-8 uncharacterized
LOC101927070
(LOC101927070),
long non-coding RNA
[NR_126337]
A_23 P1 | 0.027310435 1.0880 | 42.272152 Homo sapiens solute G0:0001656/G0O:0005 | 6523
7826 652E-5 carrier family 5 412|G0:0005515|GO:
(sodium/glucose 0005886|G0O:0005887|
cotransporter), G0:0005911|GO:0005
member 1 (SLC5A1), 975|G0:0006814|GO:
transcript variant 1, 0008645|G0:0009405|
mRNA [NM_000343] | G0:0015758|G0O:0016
324|G0:0031526|GO:
0044281|G0:0050892|
G0:0055085|G0:0070
062
A 24 P5 | 0.011101157 44227 | 3.8608906 mitochondrially 4519
51842 72E-6 encoded cytochrome b
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[Source:HGNC
Symbol;Acc:HGNC:7

427]
[ENST00000361789]
A_24 P2 | 0.022784907 | 9.0776 | 7.100884 Homo sapiens G0:0001666|G0O:0002 | 1410
06776 52E-6 crystallin, alpha B 088|G0:0005212|GO:
(CRYAB), transcript 0005515|GO:0005634|
variant 1, mRNA G0:0005737|G0O:0005
[NM_001885] 739|G0:0005794|GO:
0005829|G0:0005886|
G0:0006457|G0O:0006
936|G0:0007021|GO:
0007517|GO:0007568|
G0:0008017|G0:0009
986|G0:0010941|GO:
0015630|G0:0030018|
G0:0030308|G0:0031
109|G0:0032355|GO:
0032387|G0:0032432|
G0:0042542|G0:0042
802|G0:0042803|GO:
0043066|G0:0043154|
G0:0046872|G0:0051
082|G0:0051260|GO:
0051403|G0O:0060561|
G0:0070062|G0:0071
480|G0:2000378
A_23 P1 | 0.001348682 | 5.3732 | 1922.3091 Homo sapiens mucin G0:0005515|G0O:0005 | 4589
21614 7 38E-7 7, secreted (MUC?7), 796|G0:0006493|GO:
transcript variant 3, 0016266|G0O:0043687|
mRNA [NM_152291] | GO:0044267|GO:0070
062
A_32_P1 | 1.1876269E-5 | 4.7315 | 23.406258 Homo sapiens long 202299
28209 813E-9 intergenic non-protein
coding RNA 1554
(LINC01554), long
non-coding RNA
[NR_026936]
A 21 PO | 6.6766E-4 2.66E- | 29.455362 Homo sapiens 644838
001791 7 uncharacterized
LOC644838
(LOC644838), long
non-coding RNA
[NR_038844]
A_33 P3 | 0.013078755 | 5.2106 | 6.12414 Homo sapiens low G0:0001702|GO:0001 | 4040
306948 593E-6 density lipoprotein 843|G0:0001933|GO:

receptor-related
protein 6 (LRP6),
mRNA [NM_002336]

0001947|GO:0002053)
G0:0003344/GO:0005
041|G0:0005102|GO:
0005109|GO:0005515|
G0:0005576/GO:0005
769|G0:0005783|GO:
0005794|G0:0005886|
G0:0005901/GO:0006
469|G0:0007204|GO:
0007268|G0O:0009880)|
G0:0009952/GO:0009
986/G0:0014029|GO:
0014033|G0:0016021]
G0:0016055/GO:0016
337/G0:0017147|GO:
0019210|GO:0019534|
G0:0021587|GO:0021
794|G0:0021795|GO:
0021861/G0:0021874|
G0:0021943|G0:0021
987|G0:0030278|GO:
0030326|G0:0030901]|
G0:0030917|GO:0031
410/G0:0031901/GO:
0034185/G0:0034392)
G0:0035115/GO:0035
116/G0:0035261/GO:
0042074|GO:0042475|
G0:0042733|GO:0042
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802|G0:0042803|GO:

0042813|G0:0043025|
G0:0043065|G0:0043
235|G0:0043434|GO:
0044332|G0:0044335|
G0:0044340|G0:0045
202|G0:0045598|GO:
0045599|G0:0045778|
G0:0045780|G0:0045
787|G0O:0045893|GO:
0045944|G0:0046849
A 24 P2 | 0.016510826 6.5780 2.5988667 Homo sapiens tubulin G0:0005096|G0O:0005 | 6904
75873 18E-6 folding cofactor D 515|G0:0005737|GO:
(TBCD), mRNA 0005874|G0:0005912|
[NM_005993] G0:0005923|G0O:0006
457|G0:0007023|GO:
0010812|G0:0016328|
G0:0031115|G0:0034
333|G0:0043547|GO:
0044267|G0O:0048487|
G0:0051084|G0:0051
087/G0:0055085|GO:
0070830
A_32_P9 | 0.002769779 1.1034 | 7.818183 Homo sapiens protein G0:0003682|G0:0004 | 5563
4160 4 978E-6 kinase, AMP- 672|G0:0004674|GO:
activated, alpha 2 0004679|G0O:0004712|
catalytic subunit G0:0005515|G0:0005
(PRKAA2), mRNA 524|G0:0005654|GO:
[NM_006252] 0005829|G0:0006112]|
G0:0006351|G0:0006
355|G0:0006468|GO:
0006633|GO:0006695|
G0:0006853|G0:0006
914|G0:0006950|GO:
0006996|GO:0007005|
G0:0007050|G0:0007
165|G0:0008286|GO:
0008610|G0:0010508|
G0:0016055|G0:0031
669/G0:0032007|GO:
0035174|G0O:0035404|
G0:0042149|G0:0042
304/G0:0042593|GO:
0042752|G0:0043066|
G0:0044255|G0:0044
281|G0:0045821|GO:
0046872|G0:0047322(
[hydroxymethylglutary
I-CoA reductase
(NADPH)] kinase
activity)|GO:0048511|
G0:0050405|G0:0055
089|G0:0061024|GO:
2000505
A_24 P6 | 0.008007792 | 3.1903 | 26.446495 Homo sapiens G0:0005788|G0:0030 | 23127
2505 553E-6 collagen beta(1- 198|G0:0050211
O)galactosyltransferas
e 2 (COLGALT?2),
transcript variant 1,
mRNA [NM_015101]
A_23 P2 | 0.023574943 | 9.3924 | 9.835275 Homo sapiens G0:0000139|G0:0006 | 11320
8507 07E-6 mannosyl (alpha-1,3-)- | 491|GO:0008454|GO:
glycoprotein beta-1,4- | 0016021|G0:0018279|
N- G0:0043687|G0O:0044
acetylglucosaminyltra | 267|G0:0046872|GO:
nsferase, isozyme A 0070062
(MGAT4A), transcript
variant 1, mRNA
[NM_012214]
A_33 P3 | 0.038890447 | 1.5494 | 8.073723 Homo sapiens G0:0005525|G0:0033 | 6345
346073 203E-5 sarcalumenin (SRL), 018
mMRNA
[NM_001098814]
A 23 P1 | 0.024700712 9.8409 14.406277 Homo sapiens G0:0005509|GO:0005 | 8404
13351 21E-6 SPARC-like 1 (hevin) | 578|G0:0005615|GO:
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(SPARCLY), transcript | 0007165|GO:0070062
variant 2, nRNA
[NM_004684]
A_23 P3 | 0.02227525 8.8746 | 32.539913 Homo sapiens DIRAS | G0:0003924|GO:0005 | 148252
86942 02E-6 family, GTP-binding 525|G0:0005886|GO:
RAS-like 1 (DIRASL), | 0006184|GO:0007264|
mRNA [NM_145173] | GO:0043406|G0O:0051
019
A 22 PO | 1.1911113E-4 | 4.7454 14.759609 MR3-FN0206-
0010442 634E-8 020201-006-h05
FNO0206 Homo sapiens
cDNA, mRNA
sequence [B1046002]
A 22 PO | 0.020153044 8.0291 | 6.1821136 LNCipedia lincRNA
0001885 01E-6 (Inc-B3GAT2-2),
lincRNA [Inc-
B3GAT2-2:5]
A 22 PO | 0.022736277 9.0582 | 6.246277 LNCipedia lincRNA
0008928 T8E-6 (Inc-KRR1-1),
lincRNA [Inc-KRR1-
1:1]
A_33_P3 | 0.012285429 | 4.8945 | 22.521355 Homo sapiens G0:0001660|G0O:0004 | 5733
265739 93E-6 prostaglandin E 879|G0:0004957|GO:
receptor 3 (subtype 0005635|G0:0005886|
EP3) (PTGERS), G0:0005887|G0:0006
transcript variant 9, 351|G0:0007186|GO:
mRNA [NM_198719] | 0007188|G0O:0007200|
G0:0007204|G0:0008
219|G0:0015701|GO:
0016021|G0:0030522]|
G0:0031622|G0:0032
496|G0:0035810
A_23_P4 | 0.001007352 | 4.0133 | 14.291938 Homo sapiens G0:0003056|G0:0004 | 1131
01472 3 557E-7 cholinergic receptor, 435|G0:0004872|GO:
muscarinic 3 0005515|G0:0005886|
(CHRMS3), mRNA G0:0005887|G0O:0006
[NM_000740] 112|G0:0006464|GO:
0006939|G0:0007165|
G0:0007186|G0:0007
213|G0:0007399|GO:
0008144|G0:0008283|
G0:0016323|G0:0016
907|G0:0030054|GO:
0030425|G0:0032279)
G0:0042166|G0:0043
679|G0:0044281|GO:
0045211|G0:0045987|
G0:0046541|G0:0050
796
A_32_P3 | 0.013089654 | 5.2150 | 7.956371 Homo sapiens ADAM | GO:0001654|GO:0004 | 170692
4844 017E-6 metallopeptidase with | 222|G0:0005578|GO:
thrombospondin type 1 | 0006508/GO:0008270|
motif, 18 G0:0090331
(ADAMTS18), mRNA
[NM_199355]
A_23 P1 | 0.001670204 | 6.6542 | 9.497733 Homo sapiens sodium | G0:0001518|G0O:0005 | 6332
02331 6 015E-7 channel, voltage gated, | 248|G0:0005886|GO:
type VIl alpha subunit | 0006814|GO:0006936|
(SCN7A), transcript G0:0019228|G0:0034
variant 1, mRNA 765|G0:0035725|GO:
[NM_002976] 0055078|G0:0086010
A_23 P1 | 2.9332805E-4 | 1.1686 | 12.330552 Homo sapiens G0:0000155|G0O:0000 | 131096
70636 377E-7 potassium channel, 160(two-component
voltage gated eag signal transduction
related subfamily H, system
member 8 (KCNHS8), (phosphorelay))|GO:0
mRNA [NM_144633] | 005249|G0:0005886|
G0:0005887|G0O:0007
268|G0:0023014|GO:
0034765|G0:0042391|
G0:0071805
A_23_P3 | 0.011455875 45640 | 3.9737465 Homo sapiens La GO0:0005634 55132
53744 936E-6 ribonucleoprotein

domain family,
member 1B
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(LARP1B), transcript
variant 3, mMRNA
[NM_032239]

A_23 P9 | 0.0418916 1.6689 | 10.499699 Homo sapiens sushi- G0:0001845|G0:0005 | 8406
6383 88E-5 repeat containing 776|G0:0005783|GO:
protein, X-linked 0006914|G0O:0007155|
(SRPX), transcript G0:0009986|G0O:0016
variant 1, mRNA 020|G0:0034976|GO:
[NM_006307] 0060244/G0:2001241
A_23 P5 | 0.023908691 | 9.5253 | 5.449625 Homo sapiens G0:0003674/GO:0005 | 9709
4846 75E-6 homocysteine- 783|G0:0005789|GO:
inducible, endoplasmic | 0006511|GO:0006986|
reticulum stress- G0:0006987|G0O:0016
inducible, ubiquitin- 020|G0:0030968|GO:
like domain member 1 | 0031396|G0:0032092|
(HERPUD1), G0:0032469|G0:0034
transcript variant 1, 704|G0:0034976|GO:
mRNA [NM_014685] | 0043154/G0O:0044267|
G0:0044325|G0:2001
243
A 23 P2 | 0.03035821 1.2094 | 4.315451 Homo sapiens nuclear G0:0000122|G0O:0000 | 4781
16448 904E-5 factor 1/B (NFIB), 978|G0:0000981|GO:
transcript variant 3, 0001077|G0O:0001106|
mRNA [NM_005596] | G0:0002062|GO:0003
677/G0:0003690|GO:
0005634|GO:0005654]
G0:0005730|G0:0006
260/G0:0006366|GO:
0010001|G0:0021740|
G0:0021960|G0:0030
902|G0:0043392|GO:
0044300|G0:0045944|
G0:0060486|G0:0060
509|G0:0060510|GO:
0061141|GO:0071679)
G0:2000791|G0O:2000
795
A_33_P3 | 0.0386094 1.5382 | 5.988838 Homo sapiens G0:0001666|G0O:0003 | 3778
413325 231E-5 potassium channel, 779|G0:0005249|GO:
calcium activated large | 0005515|GO:0005886|
conductance subfamily | GO:0005901|GO:0006
M alpha, member 1 813|G0:0006970|GO:
(KCNMAL), transcript | 0007268|GO:0007596|
variant 7, mMRNA G0:0008076|G0:0015
[NM_001271520] 269|G0:0016021|GO:
0016324|G0:0030007|
G0:0034465|G0:0034
765|G0:0042391|GO:
0043065|G0:0045794|
G0:0046872|G0O:0051
592|G0:0060072|GO:
0060073|GO:0060083|
G0:0070062|G0O:0071
805
A_23 P6 | 0.006749028 | 2.6888 | 8.730312 Homo sapiens DEP G0:0005515|G0:0005 | 64798
0166 3 558E-6 domain containing 622|G0:0006469|GO:

MTOR-interacting
protein (DEPTOR),
transcript variant 1,
mRNA [NM_022783]

0032007|GO:0035556|
G0:0045792|G0:2001
236
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