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1 A_69_P030882 0,05 0,00 down 1,80 -1,80 -0,85 TAGLN3
transgelin 3 [Source:HGNC 
Symbol;Acc:29868] 
[ENSECAT00000010210]

GTTGGATTATTTATTTATTTATTTGC
CACAAATGTCCCTCCTCAACTTATAG
AACGCACC

2 A_69_P104046 0,05 0,00 down 1,20 -1,20 -0,26 REST

RE1-silencing transcription 
factor [Source:HGNC 
Symbol;Acc:9966] 
[ENSECAT00000024094]

TGTTCGAACTCACACAGGAGAACGC
CCATATAAATGTGAACTTTGTCCTTA
TTCAAGTTC

3 A_69_P095856 0,05 0,00 up 1,17 1,17 0,23 NDST2

 Equus caballus N-
deacetylase/N-sulfotransferase 
(heparan glucosaminyl) 2 
(NDST2), transcript variant X1, 
mRNA 
[ENSECAT00000019975]

AATCCAATGATTTCCCTCTTCATCCC
CAGCAGTGTATGTATTTATACCTGA
CTATGGGAG

4 A_69_P113376 0,04 0,00 down 1,28 -1,28 -0,36 SLC17A5

PREDICTED: Equus caballus 
solute carrier family 17 (acidic 
sugar transporter), member 5 
(SLC17A5), mRNA 
XM_001498010.3

GCATCTTAAGTGGTTTTCAAGCACA
CTTTGAAGGCATTTATGTGATTTAGA
ACTTGGTTT

5 A_69_P117885 0,03 0,00 down 6,21 -6,21 -2,63 DQB
PREDICTED: Equus caballus 
MHC class II DQ-beta chain 
(DQB), mRNA

AAGCCCATTGAAGCCATTTACCTGA
CCCTAGAGCTTTTATCATAATTAAAC
ATGATTATG

6 A_69_P107556 0,04 0,00 down 2,53 -2,53 -1,34 PEG3

Select seq 
ref|XM_014730920.1|
 PREDICTED: Equus caballus 
paternally expressed 3 (PEG3), 
transcript variant X9, mRNA 

TAGAAACTTTGAAGTTGCAGAAGCA
TAGAAGAGAAACTCGCCCATATTTT
CATCATCCAG

7 A_69_P050501 0,04 0,00 up 1,13 1,13 0,18 FARSB

phenylalanyl-tRNA synthetase, 
beta subunit [Source:HGNC 
Symbol;Acc:17800] 
[ENSECAT00000025155]

GGAACATCCATTTGTGCTTTAATGTT
TAATAAAGGAGAAACACTGTCTGGC
TCTGTGGGT



8 A_69_P103296 0,04 0,00 up 1,14 1,14 0,19 FOSL2

PREDICTED: Equus caballus 
FOS-like antigen 2 (FOSL2), 
transcript variant X3, mRNA 
[XM_005600107]

AAGAGAACACAACGAAAGATCCTAC
ACTGTTCCTCAAAAACTATTTTCTCT
GTGTGATTA

9 A_69_P071344 0,04 0,00 up 1,26 1,26 0,34 ANAPC1
5

anaphase promoting complex 
subunit 15 [Source:HGNC 
Symbol;Acc:24531] 
[ENSECAT00000022428]

ATGAGATGAATGACTACAATGAGTC
ACCTGATGATGGAGAGGTCAATGAG
GTGGACATGG

10 A_69_P108817 0,04 0,00 down 1,93 -1,93 -0,95 SUSD5
PREDICTED: Equus caballus 
sushi domain containing 5 
(SUSD5), mRNA

AATGTTTAATATTCATGAAAATTGGG
TGGGGGGATCCATTAACACAAAGCT
TCTGAGATA

11 A_69_P121564 0,04 0,00 up 1,33 1,33 0,42
ACACCGTATAATGCTATGGTTTCCC
CTCTTGCTGGAAAGATTCTTCTTGAA
AACCAGACT

12 A_69_P122693 0,04 0,00 down 1,73 -1,73 -0,79
CTTTCCATCTCTCAGACCCTGGCGC
TTTCTTAATCTCTATCCAATAAAATG
AAACCAAAA

13 A_69_P124671 0,05 0,00 up 1,19 1,19 0,25 PKIG

protein kinase (cAMP-
dependent, catalytic) inhibitor 
gamma [Source:HGNC 
Symbol;Acc:9019] 
[ENSECAT00000007863]

ATGCAACAGGCATGATGGAGGTCGA
GTCCTCCTACTCGGACTTCATCTCC
TGTGACCGGA

14 A_69_P123391 0,05 0,00 down 1,92 -1,92 -0,94
TSA: Equus caballus 
contig26079.EqcaPBMC mRNA 
sequence. [JL640016]

GTATGTATTTACTTCAGGTTGACTTG
TGTCCTTATAAACTCTTACTCGGATG
ATTTGAAC

15 A_69_P041061 0,04 0,00 down 1,10 -1,10 -0,13 ARGLU1
PREDICTED: Equus caballus 
arginine and glutamate rich 1 
(ARGLU1), mRNA 

CCACTGACTTCAGAGTTATACTCTG
TTTATTACATCATAATGCTGGTTCTG
CTGACTTTT

16 A_69_P012236 0,05 0,00 down 1,53 -1,53 -0,61 PLXDC2

plexin domain containing 2 
[Source:HGNC 
Symbol;Acc:21013] 
[ENSECAT00000018697]

TATGCTGAGGTTGAACCAGTGGGAG
AGAAAGAAGGTTTCATTGTATCAGA
GCAATGCTAA



17 A_69_P077187 0,03 0,00 down 1,88 -1,88 -0,91 GBP6

guanylate binding protein 
family, member 6 
[Source:HGNC 
Symbol;Acc:25395] 
[ENSECAT00000013954]

GATACTCCCTGGGTTGCAAAAATCT
TGGACAGATTTGGCAATGAGGTCAC
TTCAGTATTA

18 A_69_P034276 0,04 0,00 up 1,54 1,54 0,63 CA4

carbonic anhydrase IV 
[Source:HGNC 
Symbol;Acc:1375] 
[ENSECAT00000024391]

ATTCTCCCAGAAGCTGTACTACGAC
AATGAGCAGAAACTGAGTATGACGG
AAAACGTCAG

19 A_69_P055531 0,04 0,00 down 3,01 -3,01 -1,59 LRTM1

leucine-rich repeats and 
transmembrane domains 1 
[Source:HGNC 
Symbol;Acc:25023] 
[ENSECAT00000011435]

ATTTTAGGCCAGAAGAAAGTGTCTG
AGTAGGGCTAGTGTGTTCACTGTTA
CTGCCTCAAT

20 A_69_P102122 0,04 0,00 down 2,16 -2,16 -1,11 CYTIP

PREDICTED: Equus asinus 
cytohesin 1 interacting protein 
(CYTIP), transcript variant X1, 
mRNA 

CCATTAAAGTTCATGATTTCTCTGTT
CTGGTGATACAGCTGCTCTTTGCCT
ATATTCTAG

21 A_69_P038318 0,04 0,00 down 1,22 -1,22 -0,28 DRB
Equus caballus MHC class II 
DR-beta chain (DRB), mRNA 
[NM_001142811]

ATGCACCTGAACTCACCTCTGCCCA
CATTTCTTTATAAAGTTTTTCTCAAAT
AAACATGG

22 A_69_P086096 0,04 0,00 down 1,50 -1,50 -0,59 COL8A2

collagen, type VIII, alpha 2 
[Source:HGNC 
Symbol;Acc:2216] 
[ENSECAT00000013270]

TGAGTACATCCACTCCTCCTTTTCAG
GATTCTTGCTCTGCCCCACATAACC
CGCGGGGGA

23 A_69_P017336 0,04 0,00 up 1,31 1,31 0,39 KDELR2

KDEL (Lys-Asp-Glu-Leu) 
endoplasmic reticulum protein 
retention receptor 2 
[Source:HGNC 
Symbol;Acc:6305] 
[ENSECAT00000006623]

CGTGTCTACAATGAAATTGTACTCCT
TGACGGCTGGTAGATTATATATTCTT
CCATCTAT



24 A_69_P065073 0,04 0,00 up 1,38 1,38 0,46 POP5

processing of precursor 5, 
ribonuclease P/MRP subunit (S. 
cerevisiae) [Source:HGNC 
Symbol;Acc:17689] 
[ENSECAT00000010367]

ATGTCAGAAGTTCCTGATTCAGTAC
AACCGGAGACAGCTGTTGATCTTGT
TGCAACACTG

25 A_69_P013386 0,05 0,00 down 1,52 -1,52 -0,61 TMEM38
B

transmembrane protein 38B 
[Source:HGNC 
Symbol;Acc:25535] 
[ENSECAT00000014020]

CAAAGCCTACAGCTGATGCTTCAGA
TAAAATGAAAAAGAAACATGCTAAGA
AGACTGAGT

26 A_69_P000971 0,04 0,00 up 1,34 1,34 0,42 C-SKI Equus caballus SKI (C-SKI), 
mRNA [NM_001081818]

TGGACACCAAGGAAGCCAAAGAGAA
GTTCCTGCACGAGGTGGTGAAGAT
GCGTGTGAAGC

27 A_69_P008071 0,05 0,00 down 1,35 -1,35 -0,43 GPR126

G protein-coupled receptor 126 
[Source:HGNC 
Symbol;Acc:13841] 
[ENSECAT00000016130]

CAGACAACTTCTATAAAAATATTATC
ATGTCAGACTCCTTCAGCCACAGCA
CAAAGTTTT

28 A_69_P034666 0,05 0,00 up 1,17 1,17 0,22 TMEM97

transmembrane protein 97 
[Source:HGNC 
Symbol;Acc:28106] 
[ENSECAT00000012907]

CTGCTTTTCATGTTGTGGAGCCCCC
ACTACAAGTATGAGGAGAAAAGAAA
GAAAAAATGA

29 A_69_P119107 0,05 0,00 down 2,12 -2,12 -1,09 MYF5

myogenic factor 5 
[Source:HGNC 
Symbol;Acc:7565] 
[ENSECAT00000021416]

ATGTGCTATGAACTAAAAATCTAGTC
TAGATCAGTTCTGCCAGGAGGGCCT
ATTACACAG

30 A_69_P011041 0,03 0,00 up 1,10 1,10 0,14 DPF2

D4, zinc and double PHD 
fingers family 2 [Source:HGNC 
Symbol;Acc:9964] 
[ENSECAT00000003581]

ATGCCTGTGACATTTGTGGAAAACG
TTATAAAAACCGACCAGGGCTCAGC
TACCACTATG

31 A_69_P034866 0,05 0,00 down 1,54 -1,54 -0,62 SSH2

slingshot protein phosphatase 2 
[Source:HGNC 
Symbol;Acc:30580] 
[ENSECAT00000015910]

AGACTGAAAAAAGCAAATGATAAAAA
ACGGACAACCAACCCCTTCTATAAT
ACCATGTGA



32 A_69_P041901 0,04 0,00 down 1,37 -1,37 -0,46 TANC1

tetratricopeptide repeat, ankyrin 
repeat and coiled-coil 
containing 1 [Source:HGNC 
Symbol;Acc:29364] 
[ENSECAT00000019966]

AGCCCACAGGAGTCACCTTCCTTCA
GCAAAACCAAAACGATCATTCATAG
AGTCAAACGT

33 A_69_P038366 0,04 0,00 down 2,31 -2,31 -1,21 LOC1000
60996

PREDICTED: Equus caballus 
HLA class II histocompatibility 
antigen, DM beta chain 
(LOC100060996), transcript 
variant X1, mRNA 

TCATTCCTGGGAACATTCTGTAACAA
AGTTATTGTCCAAGCCTGTTTGTAG
GGTGAATGT

34 A_69_P012239 0,04 0,00 down 1,51 -1,51 -0,60 PLXDC2

plexin domain containing 2 
[Source:HGNC 
Symbol;Acc:21013] 
[ENSECAT00000018697]

TGCCTATGCTGAGGTTGAACCAGTG
GGAGAGAAAGAAGGTTTCATTGTAT
CAGAGCAATG

35 A_69_P059191 0,05 0,00 down 1,35 -1,35 -0,43 AAK1

AP2 associated kinase 1 
[Source:HGNC 
Symbol;Acc:19679] 
[ENSECAT00000006573]

GAAAAACTAATTGAGGGACTCAAAT
CTCCTGACACTTCTCTTCTGCTCCCT
GACCTCTTG

36 A_69_P050086 0,04 0,00 down 1,17 -1,17 -0,23 REPS1

RALBP1 associated Eps 
domain containing 1 
[Source:HGNC 
Symbol;Acc:15578] 
[ENSECAT00000017544]

CCGTTAACTGTGAACATGCCCATTT
TTAAGCGGTGTTGAGTTCAAGTCAA
TTTGGAGACC

37 A_69_P085918 0,04 0,00 down 1,35 -1,35 -0,43 MACF1

microtubule-actin crosslinking 
factor 1 [Source:HGNC 
Symbol;Acc:13664] 
[ENSECAT00000017611]

GCGGTGCAGGGTTGTAAACCTGCTT
TATCTTTTAGGATTATTCCTAAATGC
ATCTTCTTT

38 A_69_P058226 0,03 0,00 down 1,74 -1,74 -0,80 KCNIP3

Kv channel interacting protein 
3, calsenilin [Source:HGNC 
Symbol;Acc:15523] 
[ENSECAT00000019724]

ACCTGTCAGAAGGATGAAAACATCA
TGAGCTCCATGCAGCTGTTCGAGAA
TGTCATCTAG

39 A_69_P091441 0,05 0,00 down 1,94 -1,94 -0,96 ITGB1BP
2

integrin beta 1 binding protein 
(melusin) 2 [Source:HGNC 
Symbol;Acc:6154] 
[ENSECAT00000016364]

GAGGCTGAAGGAGGGGAGAACAAA
AGTGTCCAAACTATGCTGTTTTTTCC
CTTAAATAAA



40 A_69_P042716 0,05 0,00 down 1,21 -1,21 -0,28 NABP1

nucleic acid binding protein 1 
[Source:HGNC 
Symbol;Acc:26232] 
[ENSECAT00000017708]

AATCAAACAGTCATGACCACAATAA
GTAATGGCAGGGACCCTCGGAGAG
CCTTTAAAAGA

41 A_69_P001166 0,05 0,00 down 1,68 -1,68 -0,75 ANG
Equus caballus angiogenin, 
ribonuclease, RNase A family, 5 
(ANG), mRNA [NM_001081899]

AGAAGCATTGTCATTGCCTGTGAAA
ACGGCTTGCCTGTCCACTTTGATGA
GTCCTTTTTC

42 A_69_P085917 0,04 0,00 down 1,33 -1,33 -0,41 MACF1

microtubule-actin crosslinking 
factor 1 [Source:HGNC 
Symbol;Acc:13664] 
[ENSECAT00000017611]

CGGTGCAGGGTTGTAAACCTGCTTT
ATCTTTTAGGATTATTCCTAAATGCA
TCTTCTTTA

43 A_69_P023981 0,05 0,00 down 1,24 -1,24 -0,31 NKX2-2

NK2 homeobox 2 
[Source:HGNC 
Symbol;Acc:7835] 
[ENSECAT00000020059]

AGTCTCTGCAGCACATGCAGTACAA
CGCCCAGTACAGCTCGGCCAGCAC
CCCCCAGTATC

44 A_69_P086176 0,05 0,00 up 1,39 1,39 0,48 ZMYM6N
B

ZMYM6 neighbor 
[Source:HGNC 
Symbol;Acc:40021] 
[ENSECAT00000019530]

TAACTTGCTTTTGACCCTGCTCATGA
TGGGGGCTCTCTTCACTTTGGTATC
TCTGAAAGA

45 A_69_P005416 0,03 0,00 up 1,22 1,22 0,28 ARG2
arginase 2 [Source:HGNC 
Symbol;Acc:664] 
[ENSECAT00000017770]

AAATACACAATACAGGGTTGCTGTC
AGCACTGGATCTTGTTGAAGTCAAT
CCTTGGGTGG

46 A_69_P106902 0,04 0,00 down 1,86 -1,86 -0,89 TGFB2

Select seq 
ref|XM_005608026.2|
 PREDICTED: Equus caballus 
transforming growth factor beta 
2 (TGFB2), transcript variant 
X3, mRNA 

CAAGCAAGTCTGCATTGAGATAAAG
ACCCTAAAAACACATGCTTTGTACCA
GCTGCCTAA

47 A_69_P013540 0,04 0,00 down 1,65 -1,65 -0,73 KIAA195
8

KIAA1958 [Source:HGNC 
Symbol;Acc:23427] 
[ENSECAT00000008002]

ACTTAGCCAAGAAGGTCAAGCTGGA
AAACTGTGAGAACTTCACCTTCGTC
TCGTTTACTC



48 A_69_P114566 0,04 0,00 up 1,23 1,23 0,29 FAM134A

PREDICTED: Equus caballus 
family with sequence similarity 
134 member A (FAM134A), 
partial mRNA 

CAGTGTGATATGTTTAGTGAGACTT
AGCATGTGTGAATAAAGTGTATGCA
GGAGGAAAAA

49 A_69_P114667 0,05 0,00 down 1,69 -1,69 -0,76 CPE
PREDICTED: Equus 
przewalskii carboxypeptidase E 
(CPE), mRNA

TCTGATTCTATGGCTCTTATGCATCA
GTTGTGGACATGGACTTTAAATAAAT
ATACACAC

50 A_69_P067026 0,04 0,00 up 1,36 1,36 0,45 SERPINB
8

serpin peptidase inhibitor, clade 
B (ovalbumin), member 8 
[Source:HGNC 
Symbol;Acc:8952] 
[ENSECAT00000011218]

TTCATCAGGCATCTCAAAACCAATA
GCATTTTGTTCTGTGGCAGGTTCTC
TTCTCCATAA

51 A_69_P037991 0,05 0,00 down 2,27 -2,27 -1,18 LOC1000
53918

Select seq 
ref|XM_014734669.1|
 PREDICTED: Equus caballus 
HLA class I histocompatibility 
antigen, B-46 alpha chain-like 
(LOC100053918), transcript 
variant X1, mRNA 

TTGTGATGTGGATGAAGAAGTGCTC
AGGTGGAAAAGGAACAAGCTATGTT
GTGGCTGCAA

52 A_69_P041495 0,05 0,00 up 1,54 1,54 0,63 STEAP3

STEAP family member 3, 
metalloreductase 
[Source:HGNC 
Symbol;Acc:24592] 
[ENSECAT00000006653]

AGAATGACACACACGTGCGTGTGAT
GTATATGTTCCTATATATTTCATATG
TATAACAGG

53 A_69_P090516 0,03 0,00 down 2,00 -2,00 -1,00 DMD PREDICTED: Equus caballus 
dystrophin (DMD), mRNA 

GCCATGGAGTCCTTAGTTTCAGTCA
TGACAGATGAAGAAGGGGCAGAATA
AATGTTTTAC

54 A_69_P116470 0,04 0,00 down 1,21 -1,21 -0,28 BSDC1

PREDICTED: Equus caballus 
BSD domain containing 1 
(BSDC1), transcript variant X1, 
mRNA [XM_001503784]

TTGTCCTGAACCTTTTCCAGACTTG
CCGTTAACAGCATTAAAGAGATTCA
ACAGAAGCCG

55 A_69_P109091 0,05 0,00 up 1,31 1,31 0,39 RFXAP

PREDICTED: Equus 
przewalskii regulatory factor X-
associated protein (RFXAP), 
partial mRNA 

GTCAAGAGAGTATTTCCAATGTTAG
GACAATAAATGCACGTGTCTGAAGT
TTAATAATGC



56 A_69_P088046 0,03 0,00 up 1,42 1,42 0,51 PUSL1

pseudouridylate synthase-like 1 
[Source:HGNC 
Symbol;Acc:26914] 
[ENSECAT00000006377]

TTCGAGAGCCAGTCATTCCTGTACA
GACAGGTACGGAGGATGACGGCTG
TACTGGTGGCT

57 A_69_P021389 0,04 0,00 up 1,07 1,07 0,10 TOMM22

translocase of outer 
mitochondrial membrane 22 
homolog (yeast) [Source:HGNC 
Symbol;Acc:18002] 
[ENSECAT00000010721]

TGAATTATTCTCTTTCACTCTGATAC
CAGAGTGCAGCAATGCAGACAGTTA
CTCCAGCTC

58 A_69_P086931 0,05 0,00 down 1,70 -1,70 -0,77 MYOM3
PREDICTED: Equus caballus 
myomesin 3 (MYOM3), mRNA 
[ENSECAT00000024630]

AGCAAGGTCAAGTACTACAACGTGG
AGTACATGAAGACTGCCTGGTTCCA
CAAAGAGAAA

59 A_69_P081776 0,04 0,00 down 1,22 -1,22 -0,29 NFATC3

nuclear factor of activated T-
cells, cytoplasmic, calcineurin-
dependent 3 [Source:HGNC 
Symbol;Acc:7777] 
[ENSECAT00000014815]

GTTGCTTAGCTAGGATTGGTGATTT
GTACTGCTTTATGGTCATCTGAAGG
ACCCTTTAGC

60 A_69_P013493 0,04 0,00 down 1,20 -1,20 -0,26 KIAA036
8

KIAA0368 [Source:HGNC 
Symbol;Acc:29020] 
[ENSECAT00000022800]

AAATTAGAAGGGGAAGAAACAAACA
AGTGCCATGTTCATTGGGGGTTGAA
ATGGTGGTAT

61 A_69_P075876 0,05 0,00 up 2,01 2,01 1,01 GABPB2

GA binding protein transcription 
factor, beta subunit 2 
[Source:HGNC 
Symbol;Acc:28441] 
[ENSECAT00000015504]

TAACTGTACCTGCTGGTCAGGTTGC
AGAGGAGACTGTAATTGAAGAAGAA
GAGGAAGAAG

62 A_69_P000869 0,04 0,00 down 2,39 -2,39 -1,26 INOS
Equus caballus inducible nitric 
oxide synthase (INOS), mRNA 
[NM_001081769]

AGGCACTTGGGTCTTCCTTGTATGT
CTCCTTGATGGAGATATTTATATGAA
ATGCATTTT

63 A_69_P042741 0,04 0,00 down 1,62 -1,62 -0,70 STK17B

Serine/threonine-protein kinase 
17B-like protein; 
Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F7D434] 
[ENSECAT00000000416]

GCTGCTAGTAGAATTTTATTTCCTAT
CCTGAGATATCAAGTCTGCAGAGAA
GAAGATATT



64 A_69_P069336 0,04 0,00 up 1,17 1,17 0,23 ROBO3

roundabout, axon guidance 
receptor, homolog 3 
(Drosophila) [Source:HGNC 
Symbol;Acc:13433] 
[ENSECAT00000014933]

AGAGCAGCAGGCAGCATGTCCTCCT
TGGAACGGGAGCGCAGTGGGGAGA
GAAGAATGGTG

65 A_69_P109101 0,04 0,00 down 1,27 -1,27 -0,34 SAMD4A

PREDICTED: Equus caballus 
sterile alpha motif domain 
containing 4A (SAMD4A), 
transcript variant X6, mRNA

CCTCCCATGTAACTAAATCATGGCT
ATATTTCATATCAACGTTATATTGAA
AGTGAAGGG

66 A_69_P117286 0,04 0,00 down 1,93 -1,93 -0,95 CPE
PREDICTED: Equus caballus 
carboxypeptidase E (CPE), 
mRNA [XM_001915786]

TTAGGGTTTTCTCTTGGTTGTAGATT
GGCCCAGATTTGCATTCTGAATGAA
TAAAAGTAA

67 A_69_P021751 0,03 0,00 up 1,35 1,35 0,43 TSPO

translocator protein (18kDa) 
[Source:HGNC 
Symbol;Acc:1158] 
[ENSECAT00000023154]

ATTGGGCAGCTGGCTCTGAACTGG
GCATGGCCGCCCATCTTCTTTGGCG
CCCGACAAATG

68 A_69_P122695 0,03 0,00 down 1,69 -1,69 -0,76 KCNK12
TGCTTTCCATCTCTCAGACCCTGGC
GCTTTCTTAATCTCTATCCAATAAAA
TGAAACCAA

69 A_69_P019361 0,04 0,00 up 1,11 1,11 0,15 RSL1D1

ribosomal L1 domain containing 
1 [Source:HGNC 
Symbol;Acc:24534] 
[ENSECAT00000027038]

AGAAAACGTGGAGATACAAAAGCAT
GCCACAGGAAAGAAGTCTCCAAAAC
AGAGTCCTGG

70 A_69_P069542 0,04 0,00 down 1,11 -1,11 -0,15 PRDM10

PR domain containing 10 
[Source:HGNC 
Symbol;Acc:13995] 
[ENSECAT00000012308]

CATCATTACAACCACCACCAACGGG
AACGGAAGCAGTGAAGTGCATATCA
CTAAACCTTA

71 A_69_P129027 0,04 0,00 down 1,51 -1,51 -0,59 STK17B
TSA: Equus caballus 
contig26573.EqcaPBMC mRNA 
sequence. [JL616416]

CTTGTGTTCAGTCCTACTGGGGGCA
GATTCACTCCTTTTTGGGTAATCTTT
GGTGACTTT

72 A_69_P052336 0,04 0,00 down 1,38 -1,38 -0,46 BCAT1

branched chain amino-acid 
transaminase 1, cytosolic 
[Source:HGNC 
Symbol;Acc:976] 
[ENSECAT00000022642]

AAATTGACTGATATTCAGTATGGAA
GAGAAGAGAGCAACTGGACAATCAT
AGTATCCTGA



73 A_69_P075971 0,05 0,00 up 1,17 1,17 0,23 TARS2

threonyl-tRNA synthetase 2, 
mitochondrial (putative) 
[Source:HGNC 
Symbol;Acc:30740] 
[ENSECAT00000015021]

ATGCTGAAGAGATTTTCTGAGCTTC
TGTATATAGATGTGACAGAGACCTG
CAGGAGCCAC

74 A_69_P019206 0,05 0,00 down 1,70 -1,70 -0,76 SYT17

synaptotagmin XVII 
[Source:HGNC 
Symbol;Acc:24119] 
[ENSECAT00000009185]

TTTCTACAACGAGTCCTTCAGCTTCA
AAGTTCCCCAAGAAGAACTGGAAAA
TGCCAGCCT

75 A_69_P008146 0,05 0,00 down 1,58 -1,58 -0,66 ZBTB18

zinc finger and BTB domain 
containing 18 [Source:HGNC 
Symbol;Acc:13030] 
[ENSECAT00000019934]

GAGGGGGGAATAACTTATAATGCTG
TTTAGTTTTGTACTATTGGTGTGTTG
GTGAATTTT

76 A_69_P066438 0,04 0,00 down 2,06 -2,06 -1,04 GAREM

GRB2 associated, regulator of 
MAPK1 [Source:HGNC 
Symbol;Acc:26136] 
[ENSECAT00000012124]

GAAGAAAATCATGCAATTCATTAATG
GCTGGAGGCCCAAAATATAGCCAAA
TGACCCCAG

77 A_69_P118776 0,03 0,00 down 3,90 -3,90 -1,96 MAL

PREDICTED: Equus caballus 
myelin and lymphocyte protein-
like (LOC102147820), mRNA 
[XM_005600243]

TACATGGTCCATGCGGTGTTTTCTT
TAATCAGATGGAAGAAAGCAGCAGA
AGAACTTTAG

78 A_69_P106762 0,03 0,00 down 1,24 -1,24 -0,31 IMPAD1

PREDICTED: Equus caballus 
inositol monophosphatase 
domain containing 1 (IMPAD1), 
mRNA

TGCATTCTTTACTTCGGATGCTACC
CCATGGCCAATTAGCTCTAGAAAAT
GTCATTGCCT

79 A_69_P055622 0,04 0,00 up 1,26 1,26 0,33 GNL3

guanine nucleotide binding 
protein-like 3 (nucleolar) 
[Source:HGNC 
Symbol;Acc:29931] 
[ENSECAT00000015819]

GAACCTTGTCCTTTTGTAAGAGTTTT
TGTTTTTAATGTTTTGAGGAGACTCC
TAAGCTGT

80 A_69_P061854 0,05 0,00 up 1,24 1,24 0,31 RPS14

ribosomal protein S14 
[Source:HGNC 
Symbol;Acc:10387] 
[ENSECAT00000026184]

CGTGGTCGCCGTCTGTGAACAGGA
CTCCTCAAATTGTTTTCTGTTAATAA
ATTGTCTTCA



81 A_69_P102193 0,03 0,00 up 5,09 5,09 2,35
APL1_9_G09.g1_A008 Liver 
(APL1) Equus caballus cDNA, 
mRNA sequence [BM780851]

CACAACTTGCCTGTTTCTATGAGAT
CTGTGAATTCCAAATAAACGTGTGTT
GACTCTAAA

82 A_69_P052156 0,05 0,00 down 1,57 -1,57 -0,65 MGP

matrix Gla protein 
[Source:HGNC 
Symbol;Acc:7060] 
[ENSECAT00000011027]

GTGAAGGTTGAAGGGGAGTTAAGAT
GTGTAATTACTACACAATAAACTTCT
GGTTGGATC

83 A_69_P012696 0,04 0,00 down 1,17 -1,17 -0,22 SPCS1

PREDICTED: Equus asinus 
signal peptidase complex 
subunit 1 (SPCS1), partial 
mRNA

TTGCACCTGCTTTTGTTTCGTATGA
GATGAGCTAAATTTCACACCCAAAA
CATGGGCTAA

84 A_69_P081269 0,05 0,00 up 7,28 7,28 2,86 LOC1006
30858

Metallothionein  
[Source:UniProtKB/TrEMBL;Acc
:F6VKN2] 
[ENSECAT00000001640]

ACCCCTGACTTGATTGCTACATTCCT
TTTTCTATGAAATGTTTGAGTGGCAA
TAAACTCA

85 A_69_P000866 0,04 0,00 down 2,39 -2,39 -1,25 INOS
Equus caballus inducible nitric 
oxide synthase (INOS), mRNA 
[NM_001081769]

CACTTGGGTCTTCCTTGTATGTCTC
CTTGATGGAGATATTTATATGAAATG
CATTTTGTT

86 A_69_P095967 0,04 0,00 up 1,29 1,29 0,37 PLAC9

placenta-specific 9 
[Source:HGNC 
Symbol;Acc:19255] 
[ENSECAT00000011851]

CAGAGCCGTGCATTCTGGCCTTCCT
TCCTCAGCTTTGTACACAATAAAAGC
TACTTCTTT

87 A_69_P096536 0,04 0,00 up 1,34 1,34 0,43 GDF10

growth differentiation factor 10 
[Source:HGNC 
Symbol;Acc:4215] 
[ENSECAT00000009917]

GTCTTTCATTGCTAGTGACTTAGCC
CCTCAGTGCTGGTGTGAACCCGCG
AAGGAATCTGG

88 A_69_P120601 0,04 0,00 down 1,43 -1,43 -0,52
TSA: Equus caballus 
contig07897.EqcaPBMC mRNA 
sequence. [JL623434]

GTCCAGTAATTTCAATCTGATCCTTA
CTTTGTCTTCATTGTGCTTATGCTGA
ATACTCCT

89 A_69_P078174 0,05 0,00 up 1,10 1,10 0,14 MRPS24

mitochondrial ribosomal protein 
S24 [Source:HGNC 
Symbol;Acc:14510] 
[ENSECAT00000015296]

AATAAATAGACTCCATGTGTCTTGCC
TCTCAGTCTGTCTTTCCTCTTTAGGT
GAGGGAAC



90 A_69_P113296 0,04 0,00 down 1,76 -1,76 -0,82 SEMA4D

PREDICTED: Equus caballus 
sema domain, immunoglobulin 
domain (Ig), transmembrane 
domain (TM) and short 
cytoplasmic domain, 
(semaphorin) 4D (SEMA4D), 
transcript variant X4, mRNA

CTCGTCTTCCAGCATGATCAGATTC
AAATGCTTTGGTGTAAACATTTGTGT
TTTATAAGA

91 A_69_P095858 0,04 0,00 up 1,19 1,19 0,25 NDST2

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F7AV98] 
[ENSECAT00000019975]

TTAATCCAATGATTTCCCTCTTCATC
CCCAGCAGTGTATGTATTTATACCT
GACTATGGG

92 A_69_P112707 0,05 0,00 up 1,25 1,25 0,32 MFSD10

PREDICTED: Equus caballus 
major facilitator superfamily 
domain containing 10 
(MFSD10), mRNA

TCCCAAGCCTGTGTCGTATATGCCA
CTAAACTTCATGTTGTAATACAAAGA
GTTAAAATA

93 A_69_P117221 0,04 0,00 up 1,86 1,86 0,89 ZFP36L2

PREDICTED: Equus 
przewalskii ZFP36 ring finger 
protein-like 2 (ZFP36L2), 
mRNA

TCGGCAAAATGTGGAGTGTATGTTC
TTTTCACAGTAATATATGCCTTTTGT
AACTTCACT

94 A_69_P108957 0,05 0,00 up 1,20 1,20 0,27

CT02032A1A11 Equine 
Articular Cartilage cDNA Library 
Equus caballus cDNA clone 
CT02032A1A11, mRNA 
sequence [CX602199]

GGGCAGCTGCACTGGTTTACTTTAA
AATGTACAGATCTTCCCATTAAATTC
ATGATAGAT

95 A_69_P102587 0,04 0,00 up 1,87 1,87 0,90 ABCA1

PREDICTED: Equus caballus 
ATP-binding cassette, sub-
family A (ABC1), member 1 
(ABCA1), mRNA 
[XM_001493790]

GAGATTCCTGCCTTTGCTTCTTTTG
GACACTCTGGAAACCTTATTAACAA
CTGTGAATAT

96 A_69_P112463 0,05 0,00 up 1,34 1,34 0,42

HL01014B1G03 Equine 
lymphocyte cDNA Library 
Equus caballus cDNA clone 
HL01014B1G03, mRNA 
sequence [DN505256]

CTGAGCACTTGCCTTGTCTGTAGAG
ATAATAGTAGAACCTGTTTCATAAGA
CTGTTTTGT



97 A_69_P005420 0,04 0,00 up 1,22 1,22 0,28 ARG2
arginase 2 [Source:HGNC 
Symbol;Acc:664] 
[ENSECAT00000017770]

GAGGAAATACACAATACAGGGTTGC
TGTCAGCACTGGATCTTGTTGAAGT
CAATCCTTGG

98 A_69_P017337 0,05 0,00 up 1,28 1,28 0,35

KDEL (Lys-Asp-Glu-Leu) 
endoplasmic reticulum protein 
retention receptor 2 
[Source:HGNC 
Symbol;Acc:6305] 
[ENSECAT00000006623]

CTTTGAAATTGTCGATTCTTCGTGTC
TACAATGAAATTGTACTCCTTGACG
GCTGGTAGA

99 A_69_P117881 0,03 0,00 down 6,59 -6,59 -2,72
CCATTGAAGCCATTTACCTGACCCT
AGAGCTTTTATCATAATTAAACATGA
TTATGGGTT

100 A_69_P119108 0,05 0,00 down 2,09 -2,09 -1,06 MYF5

myogenic factor 5 
[Source:HGNC 
Symbol;Acc:7565] 
[ENSECAT00000021416]

CATGTGCTATGAACTAAAAATCTAGT
CTAGATCAGTTCTGCCAGGAGGGCC
TATTACACA

101 A_69_P015701 0,05 0,00 up 1,22 1,22 0,28

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F7ALP2] 
[ENSECAT00000014068]

CTCTTACAGTCGCTGAGGCTCCTGC
AGCTCCTTGCATCAGTTTCTTTGGT
GAGTAAAATT

102 A_69_P021624 0,04 0,00 up 1,16 1,16 0,22 NHP2L1

NHP2 non-histone chromosome 
protein 2-like 1 (S. cerevisiae) 
[Source:HGNC 
Symbol;Acc:7819] 
[ENSECAT00000000315]

TGTGTCTCGTTTTGTCTGTTTTAGCA
TGTAGTATTTCCAGCTACCTTCTCCT
GATATAAA

103 A_69_P081267 0,05 0,00 up 7,54 7,54 2,91 LOC1006
30858

Metallothionein  
[Source:UniProtKB/TrEMBL;Acc
:F6VKN2] 
[ENSECAT00000001640]

CCCTGACTTGATTGCTACATTCCTTT
TTCTATGAAATGTTTGAGTGGCAATA
AACTCATT

104 A_69_P010501 0,04 0,00 up 1,33 1,33 0,41 FADS1

fatty acid desaturase 1 
[Source:HGNC 
Symbol;Acc:3574] 
[ENSECAT00000025250]

TTCCTTTTTCTAGTTTGGCAGATGCA
GTAGGTTGGTGAGCAAAGAGGAAG
TCAGGAGAGT



105 A_69_P071343 0,04 0,00 up 1,23 1,23 0,30 ANAPC1
5

anaphase promoting complex 
subunit 15 [Source:HGNC 
Symbol;Acc:24531] 
[ENSECAT00000022428]

TGAGATGAATGACTACAATGAGTCA
CCTGATGATGGAGAGGTCAATGAG
GTGGACATGGA

106 A_69_P037955 0,04 0,00 down 1,68 -1,68 -0,75 EQMCE1
Equus caballus MHC class I 
antigen 3.7 (EQMCE1), mRNA 
[NM_001278933]

ATTCTTGCCATGAGGGATCAATGGG
TTAGTTAAAGGAGAAGATTCCAAAAA
TTTGAGAGA

107 A_69_P013582 0,05 0,00 up 1,53 1,53 0,61 SLC31A1

solute carrier family 31 (copper 
transporter), member 1 
[Source:HGNC 
Symbol;Acc:11016] 
[ENSECAT00000020834]

ATACTTTTTCTTCAGCTGGAAGAAG
GCGGTGGTAGTGGATATCACAGAG
CATTGCCATTA

108 A_69_P062215 0,05 0,00 down 1,57 -1,57 -0,65 PCDHB7

protocadherin beta 7 
[Source:HGNC 
Symbol;Acc:8692] 
[ENSECAT00000001301]

GTCACAGAACACAGGGAGGGAAGT
GGAAGAAAATCCTTCATTTGGGAAT
GATTTGGGTTT

109 A_69_P105626 0,05 0,00 up 1,39 1,39 0,47 ITGBL1
PREDICTED: Equus caballus 
integrin beta like 1 (ITGBL1), 
mRNA 

TTCCTTTGTGTGTGTGTGTGTCTGT
TTGATTTTGACTCTAGCAACACAAAA
TCAATAGAT

110 A_69_P004690 0,05 0,00 up 1,23 1,23 0,29 SMAD5
Equus caballus SMAD family 
member 5 (SMAD5), mRNA 
[NM_001163888]

TATGATTCCTCAGATTATGCCCAGTA
TATCCAGTAGAGATGTTCAGCCTGT
TGCCTATGA

111 A_69_P020682 0,04 0,00 down 1,64 -1,64 -0,72 TMCC3

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F7AJN5] 
[ENSECAT00000012141]

TGTCGGCACCTTCTTTGCTGTGACT
CTTCTTGCAATATTTTGTAAAAACTG
GGACCATAT

112 A_69_P104364 0,04 0,00 down 1,20 -1,20 -0,27 DHRS11

PREDICTED: Equus caballus 
dehydrogenase/reductase (SDR 
family) member 11 (DHRS11), 
transcript variant X1, mRNA 
[XM_001501168]

ACCAGGGCCTGCCTCCCAAGTGGA
TTTCAGTATGATAATTAAAAGAGAAA
AATCGCAACG

113 A_69_P090519 0,04 0,00 down 2,06 -2,06 -1,04 DMD

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6Z1L7] 
[ENSECAT00000023688]

AGAGCCATGGAGTCCTTAGTTTCAG
TCATGACAGATGAAGAAGGGGCAGA
ATAAATGTTT



114 A_69_P114728 0,05 0,00 up 1,46 1,46 0,55

HL02021A1F07 Equine 
placenta cDNA Library Equus 
caballus cDNA clone 
HL02021A1F07, mRNA 
sequence [DN510872]

ACTGTGGGACTTGGGTAAATAAATA
AAGGGGATTCCACTCTGTGGGAACC
ACATCCAAAA

115 A_69_P089556 0,05 0,00 down 1,77 -1,77 -0,83 MYOZ2
myozenin 2 [Source:HGNC 
Symbol;Acc:1330] 
[ENSECAT00000018474]

CTTACTGGCAAAGCCACTTACACTC
TTCATTGGTAGCAATAATTTTATAGC
AATTTAGCA

116 A_69_P108571 0,03 0,00 down 1,16 -1,16 -0,22 TRAM2

REDICTED: Equus caballus 
translocation associated 
membrane protein 2 (TRAM2), 
mRNA

GGGGACTTTTTACTTTCAGTGAACTT
TTTCCAAAATCCTTTTTCCACTGTTT
CTGTCTGG

117 A_69_P092161 0,04 0,00 down 1,51 -1,51 -0,59 BEX1L
PREDICTED: Equus caballus 
protein BEX1-like 
(LOC100630227), mRNA

GCAGTTAGCATTGACCCCCCTCACC
ATGACCATCATGATGAGTTTTGCCTT
ATGCCTTGA

118 A_69_P019210 0,04 0,00 down 1,69 -1,69 -0,75 SYT17

synaptotagmin XVII 
[Source:HGNC 
Symbol;Acc:24119] 
[ENSECAT00000009185]

TGATCCTTTCTACAACGAGTCCTTCA
GCTTCAAAGTTCCCCAAGAAGAACT
GGAAAATGC

119 A_69_P059516 0,04 0,00 down 1,43 -1,43 -0,52

coiled-coil domain containing 
88A [Source:HGNC 
Symbol;Acc:25523] 
[ENSECAT00000007818]

GACAAAGTACAAGAAAGCAGAAATT
CAAAAAGCAGGTCTAGGGAGCAACA
AAGCTCCTAA

120 A_69_P114729 0,05 0,00 up 1,46 1,46 0,54 POC1A
PREDICTED: Equus caballus 
POC1 centriolar protein A 
(POC1A), mRNA 

TACTGTGGGACTTGGGTAAATAAAT
AAAGGGGATTCCACTCTGTGGGAAC
CACATCCAAA

121 A_69_P117121 0,05 0,00 down 1,41 -1,41 -0,49 CHCHD1
0

PREDICTED: Equus 
przewalskii coiled-coil-helix-
coiled-coil-helix domain 
containing 10 (CHCHD10), 
mRNA

TGCAGAGGGGGTTTCTCACCCCACC
AATGACCCGAGACACAAATGTGCAA
TTAAAAGAGT

122 A_69_P028206 0,05 0,00 up 1,29 1,29 0,37 MEF2BN
B

MEF2B neighbor 
[Source:HGNC 
Symbol;Acc:37247] 
[ENSECAT00000007627]

TGTGGACAGTAGCGTCTACTTCCGC
AGCGTGGAGGGTCTCCTGAAACAG
GCCATCAGTAT



123 A_69_P113858 0,03 0,00 down 1,29 -1,29 -0,37 GRB10

PREDICTED: Equus caballus 
growth factor receptor bound 
protein 10 (GRB10), transcript 
variant X3, mRNA

GGCTCGTGAACCTAATTGTAAACTT
TCAGGTATTTTTGTACAAATAAGGGA
CTGATGTTC

124 A_69_P037952 0,04 0,00 down 1,66 -1,66 -0,73 EQMCE1
Equus caballus MHC class I 
antigen 3.7 (EQMCE1), mRNA 
[NM_001278933]

CTTGCCATGAGGGATCAATGGGTTA
GTTAAAGGAGAAGATTCCAAAAATTT
GAGAGAGGA

125 A_69_P002091 0,05 0,00 up 1,25 1,25 0,32 ARG2
arginase 2 [Source:HGNC 
Symbol;Acc:664] 
[ENSECAT00000017770]

TGTCTATGACCAACTTCCTACTCACC
AGATGAATCACAAAGTGAAGAACTT
GTGAGAATT

126 A_69_P119461 0,03 0,00 up 1,21 1,21 0,28 GLI1
Equus caballus GLI family zinc 
finger 1 (GLI1), mRNA 
[NM_001163860]

ATGAGTGTGTTACTGGGGTCCCTGC
CTGGGGAGACACAATTCCTCAACTC
TAGTGCCTAA

127 A_69_P076264 0,04 0,00 up 1,37 1,37 0,46 TBX15

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6VPR5] 
[ENSECAT00000025103]

AGCCCAACACCTTTGAAAAACAGGA
ACTGTGTATTATTTTTATTTTCTTTTC
TGGAGGAG

128 A_69_P114567 0,04 0,00 up 1,20 1,20 0,26 FAM134A

PREDICTED: Equus caballus 
family with sequence similarity 
134 member A (FAM134A), 
partial mRNA

ACAGTGTGATATGTTTAGTGAGACT
TAGCATGTGTGAATAAAGTGTATGC
AGGAGGAAAA

129 A_69_P127216 0,04 0,00 up 1,39 1,39 0,47 TMPRSS
9

transmembrane protease, 
serine 9 [Source:HGNC 
Symbol;Acc:30079] 
[ENSECAT00000015318]

AAGTGTCTCATCTCGGGCTGGGGCT
ACCTCAAGGAGGACTTCCTGGTCAA
GCCGGAGAGG

130 A_69_P053051 0,05 0,00 down 1,66 -1,66 -0,73 GPD1

glycerol-3-phosphate 
dehydrogenase 1 (soluble) 
[Source:HGNC 
Symbol;Acc:4455] 
[ENSECAT00000001556]

TATAAGATATGCTACGAGAACCAGC
CAGTGGGGGAATTCATCCACTGCCT
ACAAAATCAC

131 A_69_P103263 0,04 0,00 down 1,57 -1,57 -0,65 GNAI1

REDICTED: Equus caballus 
guanine nucleotide binding 
protein (G protein), alpha 
inhibiting activity polypeptide 1 
(GNAI1), mRNA

ACGTACATATTGGTGACCATCATGG
ATGATTCCTGAACTTTATTCTGTGTA
ATTGTGTTA



132 A_69_P105473 0,04 0,00 down 2,04 -2,04 -1,03 CPE

CT02033A1F06 Equine 
Articular Cartilage cDNA Library 
Equus caballus cDNA clone 
CT02033A1F06, mRNA 
sequence [CX602587]

TGAAAGGAATAGAAACTGACTTGCT
TGTACATATAGGGACAATGCCATTG
TATTATTCAG

133 A_69_P090497 0,05 0,00 up 1,42 1,42 0,51 GK
glycerol kinase [Source:HGNC 
Symbol;Acc:4289] 
[ENSECAT00000006644]

TTGGGTTACAACTCAGTCTTCGGAA
AGTGGTGACCCTAGTATCTTCTGTA
GTCTACCCTT

134 A_69_P065076 0,04 0,00 down 1,18 -1,18 -0,24 RNF10

ring finger protein 10 
[Source:HGNC 
Symbol;Acc:10055] 
[ENSECAT00000013662]

GGGGAACCAAGAAAATTTTAAATAC
AGTGTATTTTCCAGCTTCCTGTCTTT
ACACCAAAA

135 A_69_P013537 0,05 0,00 down 1,60 -1,60 -0,68 KIAA195
8

KIAA1958 [Source:HGNC 
Symbol;Acc:23427] 
[ENSECAT00000008002]

AAGAAGGTCAAGCTGGAAAACTGTG
AGAACTTCACCTTCGTCTCGTTTACT
CAGGTGTCT

136 A_69_P106747 0,05 0,00 down 1,32 -1,32 -0,41 BRK1

PREDICTED: Equus caballus 
BRICK1, SCAR/WAVE actin-
nucleating complex subunit 
(BRK1), mRNA

AGGTCAAGCCCAGATCCCCAATTGG
CTTGAAGGGACATTTTCAGAGTTTT
CTGTCATTTG

137 A_69_P086788 0,05 0,00 down 2,02 -2,02 -1,02 TRIM63

tripartite motif containing 63, E3 
ubiquitin protein ligase 
[Source:HGNC 
Symbol;Acc:16007] 
[ENSECAT00000026380]

GCCATCGACTTTGGGACAGATGAG
GAAGAGGAAGAGTTCTTTGAAGAAG
AAGATCAGGAA

138 A_69_P095860 0,03 0,00 up 1,19 1,19 0,25 NDST2

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F7AV98] 
[ENSECAT00000019975]

TCTTAATCCAATGATTTCCCTCTTCA
TCCCCAGCAGTGTATGTATTTATAC
CTGACTATG

139 A_69_P095890 0,04 0,00 down 1,82 -1,82 -0,86 DUSP13

dual specificity phosphatase 13 
[Source:HGNC 
Symbol;Acc:19681] 
[ENSECAT00000000110]

TGACCCAGTCTAGAGATTCTTTATG
CAAAAGAGAGTTCAGTCTGTCTCTA
TAATAAAAGG



140 A_69_P010503 0,04 0,00 up 1,33 1,33 0,41 FADS1

fatty acid desaturase 1 
[Source:HGNC 
Symbol;Acc:3574] 
[ENSECAT00000025250]

GTTTCCTTTTTCTAGTTTGGCAGATG
CAGTAGGTTGGTGAGCAAAGAGGA
AGTCAGGAGA

141 A_69_P105472 0,05 0,00 down 2,03 -2,03 -1,02 CPE

CT02033A1F06 Equine 
Articular Cartilage cDNA Library 
Equus caballus cDNA clone 
CT02033A1F06, mRNA 
sequence [CX602587]

TTGCTTGTACATATAGGGACAATGC
CATTGTATTATTCAGCCTCTTAACAC
TACTTCAAA

142 A_69_P085919 0,04 0,00 down 1,37 -1,37 -0,45 MACF1

microtubule-actin crosslinking 
factor 1 [Source:HGNC 
Symbol;Acc:13664] 
[ENSECAT00000017611]

CGCGGTGCAGGGTTGTAAACCTGC
TTTATCTTTTAGGATTATTCCTAAAT
GCATCTTCTT

143 A_69_P010875 0,04 0,00 down 1,13 -1,13 -0,18 ESRRA

estrogen-related receptor alpha 
[Source:HGNC 
Symbol;Acc:3471] 
[ENSECAT00000016651]

TGCTGTACAGAGACTCTATTTTAATG
TATATTTGCTGCAAAGAGAAACCGC
TTTTGGTTT

144 A_69_P116255 0,03 0,00 down 1,87 -1,87 -0,90

LeukoS2_3_C09.b1_A024 
Stimulated peripheral blood 
leukocytes S2 Equus caballus 
cDNA clone 
LeukoS2_3_C09_A024 3', 
mRNA sequence [CD469289]

AGAAGAAGATTTTTAAAGTTTGAGA
GTGGAAATAAATGGAAGCCCTGAGA
CCCTTCCAGA

145 A_69_P083007 0,04 0,00 down 1,27 -1,27 -0,34 HSD17B1
1

hydroxysteroid (17-beta) 
dehydrogenase 11 
[Source:HGNC 
Symbol;Acc:22960] 
[ENSECAT00000008370]

ATCTTCCATACGCTTTTTAACACTGC
TGGAAAGGATCTTTCCTGAGCGTTT
CTTGGCAAT

146 A_69_P103631 0,04 0,00 down 1,60 -1,60 -0,68 SLC15A4

PREDICTED: Equus caballus 
solute carrier family 15 
(oligopeptide transporter), 
member 4 (SLC15A4), mRNA 
[XM_005615190]

CCTCTGACTTCTGTTTCCTTATTTTA
CATGTATGTGGGGGTTCGCGTTTGT
TAAATAAAC



147 A_69_P106761 0,04 0,00 down 1,23 -1,23 -0,29 IMPAD1

PREDICTED: Equus caballus 
inositol monophosphatase 
domain containing 1 (IMPAD1), 
mRNA 

GCCAATTAGCTCTAGAAAATGTCATT
GCCTCAAATTAAATGATTATCCCAAA
CTCTCTGC

148 A_69_P049781 0,04 0,00 down 1,42 -1,42 -0,50 LAMA2
laminin, alpha 2 [Source:HGNC 
Symbol;Acc:6482] 
[ENSECAT00000025657]

GATGGTGCTAATTCAGATCCCAGAC
TGAAGTTTAATTCAAATTCTTTCTCA
AATCCATGA

149 A_69_P038319 0,04 0,00 down 1,25 -1,25 -0,32 DRB
Equus caballus MHC class II 
DR-beta chain (DRB), mRNA 
[NM_001142811]

TATGCACCTGAACTCACCTCTGCCC
ACATTTCTTTATAAAGTTTTTCTCAAA
TAAACATG

150 A_69_P103995 0,04 0,00 down 1,05 -1,05 -0,07 MLX

PREDICTED: Equus caballus 
MLX, MAX dimerization protein 
(MLX), transcript variant X2, 
mRNA [XM_001494111]

TGACAATTTTGGAAAATTAACCGGG
CCTCAAAACTACTCCCAGCCTTTCT
GTCAGGTGTA

151 A_69_P108113 0,05 0,00 up 1,15 1,15 0,20 NR2C2A
P

PREDICTED: Equus caballus 
nuclear receptor 2C2-
associated protein (NR2C2AP), 
transcript variant X5, mRNA

AACCTCAACTTCCCCTAAGTTTGTAA
AAATGCATTTTGGAGGCTTTTCAGA
GTCATAAAA

152 A_69_P058236 0,03 0,00 down 3,42 -3,42 -1,77 LOC1006
30878

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F7CYE1] 
[ENSECAT00000015366]

GCCACTCTGCTGTACGTGGAACATG
CATGGTTTTCTTTAATCAGATGGAAG
TGGTTTTCC

153 A_69_P036721 0,04 0,00 down 1,15 -1,15 -0,20 NOL7

nucleolar protein 7, 27kDa 
[Source:HGNC 
Symbol;Acc:21040] 
[ENSECAT00000000165]

GAGGTTTAAAAGACGGTGGATGGTC
AGAAGGATGAAAACTTCTAAGAAGT
AAATCAGAGC

154 A_69_P119427 0,04 0,00 down 1,09 -1,09 -0,13
TSA: Equus caballus 
contig06812.EqcaPBMC mRNA 
sequence. [JL616321]

CACTTGAATGGACTGAAAATTTGCT
GGATTATCTAGAACAACAAGATGAC
ATGCTTCTGT

155 A_69_P037951 0,04 0,00 down 1,61 -1,61 -0,69 EQMCE1
Equus caballus MHC class I 
antigen 3.7 (EQMCE1), mRNA 
[NM_001278933]

TTGCCATGAGGGATCAATGGGTTAG
TTAAAGGAGAAGATTCCAAAAATTTG
AGAGAGGAA



156 A_69_P074357 0,04 0,00 up 1,93 1,93 0,95 LOC1000
57656

CD55 molecule, decay 
accelerating factor for 
complement (Cromer blood 
group) [Source:HGNC 
Symbol;Acc:2665] 
[ENSECAT00000017807]

ATAGTTCTCAGATTTCCAAGGTCACA
CCAGCGGTTCAGAAACCCACCACTG
TAGATGTTA

157 A_69_P031058 0,03 0,00 up 1,89 1,89 0,92 ABI3BP

PREDICTED: Equus asinus ABI 
family member 3 binding protein 
(ABI3BP), transcript variant 
X31, mRNA  
[ENSECAT00000002615]

AAAGAAGGCTATTTCAGAGCAGTTC
GCCAGGAACCTGTCCAATTTGGAGA
AATAGGTGGT

158 A_69_P104871 0,05 0,00 down 2,27 -2,27 -1,18 ANG

PREDICTED: Equus caballus 
angiogenin, ribonuclease, 
RNase A family, 5 (ANG), 
transcript variant X1, mRNA 
[XM_005602591]

ACTCTTCCCAAATGAAAGATTTTTCA
TGTTTTCCTTGTAATAAAGGCCCTAA
ATTGCAGG

159 A_69_P102981 0,05 0,00 down 1,17 -1,17 -0,23 DPYD

PREDICTED: Equus caballus 
dihydropyrimidine 
dehydrogenase (DPYD), 
transcript variant X2, mRNA

GGAAAAAGAGGAATATTGGCAACAG
ATGTTAGCTCAGGGCCAATCTTCCT
CACCAAAAAA

160 A_69_P119691 0,05 0,00 up 1,09 1,09 0,12 ZNF786

PREDICTED: Equus caballus 
zinc finger protein 786 
(ZNF786), mRNA 
[XM_001492819]

TAATGCTCCAGACAAGCCTGACGTT
AAGAAAAGGCTTAGTCAGCTGTTGG
CAATGATCGA

161 A_69_P118906 0,05 0,00 down 1,27 -1,27 -0,35 TAB2

PREDICTED: Equus caballus 
TGF-beta activated kinase 
1/MAP3K7 binding protein 2 
(TAB2), transcript variant X2, 
mRNA 

CCTTGTTTTTCAGCTTCATCTGCAGT
TCTATGTGAAGATTGATCAATCAGTT
TTTACTTG

162 A_69_P022612 0,04 0,00 down 1,35 -1,35 -0,43 DCAF5

DDB1 and CUL4 associated 
factor 5 [Source:HGNC 
Symbol;Acc:20224] 
[ENSECAT00000010943]

GCCATAGTGGCCTCAAAAGGCACC
GAGTTGAATTGGAAGATACAGATTC
AGAGAATTCCT



163 A_69_P033701 0,05 0,00 up 1,27 1,27 0,34 HOXB13
homeobox B13 [Source:HGNC 
Symbol;Acc:5112] 
[ENSECAT00000014223]

TCACCATCTGGTTTCAGAACCGCCG
GGTCAAGGAGAAGAAGGTCCTCGC
CAAGGTCAAGA

164 A_69_P029847 0,03 0,00 up 1,80 1,80 0,85 B3GNT5

UDP-GlcNAc:betaGal beta-1,3-
N-
acetylglucosaminyltransferase 5 
[Source:HGNC 
Symbol;Acc:15684] 
[ENSECAT00000001723]

CACAGACCCAAAAGTGAAAACAATT
TCAAAAGGGTTTTATGGTCAAATATA
CTGCAGGAT

165 A_69_P119311 0,04 0,00 up 1,26 1,26 0,34 TMEM15
9

transmembrane protein 159 
[Source:HGNC 
Symbol;Acc:30136] 
[ENSECAT00000011006]

TTTGTGTCCTCTGTGGCTTGGGTTT
CGTGTCACTCATCATATCGGGGACA
ATTATAGTGT

166 A_69_P065074 0,05 0,00 up 1,36 1,36 0,44 POP5

processing of precursor 5, 
ribonuclease P/MRP subunit (S. 
cerevisiae) [Source:HGNC 
Symbol;Acc:17689] 
[ENSECAT00000010367]

CATGTCAGAAGTTCCTGATTCAGTA
CAACCGGAGACAGCTGTTGATCTTG
TTGCAACACT

167 A_69_P102194 0,03 0,00 up 5,15 5,15 2,37
APL1_9_G09.g1_A008 Liver 
(APL1) Equus caballus cDNA, 
mRNA sequence [BM780851]

CCACAACTTGCCTGTTTCTATGAGA
TCTGTGAATTCCAAATAAACGTGTGT
TGACTCTAA

168 A_69_P011646 0,04 0,00 down 1,16 -1,16 -0,21 KCNQ1

potassium voltage-gated 
channel, KQT-like subfamily, 
member 1 [Source:HGNC 
Symbol;Acc:6294] 
[ENSECAT00000026942]

AAAGCCCTCCCTCTTCATCTCCGGC
TCAGAAAAGAGCAAGGACCGCGGC
AATAACACCAT

169 A_69_P009021 0,05 0,00 down 1,35 -1,35 -0,43 LDLRAD3

low density lipoprotein receptor 
class A domain containing 3 
[Source:HGNC 
Symbol;Acc:27046] 
[ENSECAT00000020348]

TTGTGACTTCGGAGAACCAGCTGGT
CTACTACCCCAGCATCACCTACGCC
ATCATCGGCA



170 A_69_P094796 0,03 0,00 down 1,11 -1,11 -0,15 SLC25A2
8

solute carrier family 25 
(mitochondrial iron transporter), 
member 28 [Source:HGNC 
Symbol;Acc:23472] 
[ENSECAT00000009644]

CTCGACTGTTATAGAGGGATAAGAA
GCTCATTCCCCTGGTTCCTAATAAAA
AGTCTTTAA

171 A_69_P111086 0,05 0,00 down 1,12 -1,12 -0,17 UBE4A

PREDICTED: Equus caballus 
ubiquitination factor E4A 
(UBE4A), mRNA 
[XM_001502841]

GAGGGTAATACTAGGAAAATTATTTA
AGTAGGTTTTATCAAGCAATCTGGG
TTGGTTTGG

172 A_69_P037954 0,04 0,00 down 1,65 -1,65 -0,72 EQMCE1
Equus caballus MHC class I 
antigen 3.7 (EQMCE1), mRNA 
[NM_001278933]

TTCTTGCCATGAGGGATCAATGGGT
TAGTTAAAGGAGAAGATTCCAAAAAT
TTGAGAGAG

173 A_69_P051554 0,04 0,00 up 1,37 1,37 0,46 VAMP1

vesicle-associated membrane 
protein 1 (synaptobrevin 1) 
[Source:HGNC 
Symbol;Acc:12642] 
[ENSECAT00000015343]

GAAAAACTGCAAGATGATGATCATG
CTGGGAGCTATCTGTGCCATCGTCG
TGGTAGTTAT

174 A_69_P103262 0,04 0,00 down 1,55 -1,55 -0,63 GNAI1

PREDICTED: Equus caballus 
guanine nucleotide binding 
protein (G protein), alpha 
inhibiting activity polypeptide 1 
(GNAI1), mRNA

CGTACATATTGGTGACCATCATGGA
TGATTCCTGAACTTTATTCTGTGTAA
TTGTGTTAC

175 A_69_P107787 0,05 0,00 down 1,66 -1,66 -0,73 SVIL
PREDICTED: Equus caballus 
supervillin (SVIL), transcript 
variant X1, mRNA

AAAGAACAATTTGCTAACCACAAAAG
AGGAATCGATGCTAAGCTTTTAACT
GCACTTCCT

176 A_69_P086566 0,05 0,00 down 1,29 -1,29 -0,37 PTAFR

eyes absent homolog 3 
(Drosophila) [Source:HGNC 
Symbol;Acc:3521] 
[ENSECAT00000018417]

TGAAGAAATTGCAGCCAAACAGCAC
AACATGCCTTTCTGGAGAATCACAA
ACCATGGAGA

177 A_69_P001357 0,04 0,00 up 1,13 1,13 0,18 PRKAA1

Equus caballus protein kinase, 
AMP-activated, alpha 1 catalytic 
subunit (PRKAA1), mRNA 
[NM_001081803]

ATCAAGTTATGTATAACTATAACTGA
AGATTGGCCTTTTGGAATGCAGTTT
GCACAGGGA



178 A_69_P070291 0,05 0,00 up 1,31 1,31 0,39 S1PR2

sphingosine-1-phosphate 
receptor 2 [Source:HGNC 
Symbol;Acc:3169] 
[ENSECAT00000004599]

ATTATCTTGTTGGCCATCGTGGTGC
TGTACATCCGCATCTACTGCGTGGT
CCGCTCCAGC

179 A_69_P078175 0,04 0,00 up 1,09 1,09 0,12

mitochondrial ribosomal protein 
S24 [Source:HGNC 
Symbol;Acc:14510] 
[ENSECAT00000015296]

GAATAAATAGACTCCATGTGTCTTG
CCTCTCAGTCTGTCTTTCCTCTTTAG
GTGAGGGAA

180 A_69_P017490 0,04 0,00 up 1,23 1,23 0,30 NUDT1

nudix (nucleoside diphosphate 
linked moiety X)-type motif 1 
[Source:HGNC 
Symbol;Acc:8048] 
[ENSECAT00000009517]

TGACAGATACTGGTTTCCCCTCTTG
CTTCAGAAGAAGAAATTCCATGGGT
ACTTCAAGTT

181 A_69_P071231 0,05 0,00 up 1,17 1,17 0,23 MRPL48

Mitochondrial 39S ribosomal 
protein L48-like protein; 
Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6XF35] 
[ENSECAT00000023582]

TAATCCAAAGCAATCTTCCTGAAGG
AGTCAAACTGTCAGTGAGAGAGCAC
ACTGAAGAGG

182 A_69_P070886 0,04 0,00 down 1,95 -1,95 -0,96 SYTL2

synaptotagmin-like 2 
[Source:HGNC 
Symbol;Acc:15585] 
[ENSECAT00000007290]

ACTTGGATTGAAGCAACCCTGCCTC
TCAGAATGCTGTTGATTGCCAAAATT
TCCAAATGA

183 A_69_P063421 0,05 0,00 up 1,39 1,39 0,48 EDIL3

EGF-like repeats and discoidin I-
like domains 3 [Source:HGNC 
Symbol;Acc:3173] 
[ENSECAT00000016344]

CACGAGTTGATAGAGCCTTTATAAT
CAGTACTCAGCTAATTCTTATAAAAG
ACATACTGC

184 A_69_P103261 0,04 0,00 down 1,56 -1,56 -0,64

LeukoN1_2_H10.g1_A023 
Unstimulated peripheral blood 
leukocytes N1 Equus caballus 
cDNA clone 
LeukoN1_2_H10_A023 5', 
mRNA sequence [CD465244]

GTACATATTGGTGACCATCATGGAT
GATTCCTGAACTTTATTCTGTGTAAT
TGTGTTACT



185 A_69_P104736 0,04 0,00 down 1,23 -1,23 -0,30 GHITM

PREDICTED: Equus asinus 
growth hormone inducible 
transmembrane protein 
(GHITM), transcript variant X1, 
mRNA

TAACCGCCTCAGATCACATAGGATG
CTTGTTTCTGAAAGAATAAAGGTTCC
AGCCCGAAA

186 A_69_P096141 0,05 0,00 down 1,68 -1,68 -0,75 CHRM3

cholinergic receptor, muscarinic 
3 [Source:HGNC 
Symbol;Acc:1952] 
[ENSECAT00000010538]

GATGAAAATGTTTTTATCACCCAGAT
ATGAAAGAAGCTGCCTGTTTACTGA
TCCATTGAA

187 A_69_P038316 0,05 0,00 down 1,23 -1,23 -0,30 DRB
Equus caballus MHC class II 
DR-beta chain (DRB), mRNA 
[NM_001142811]

GCACCTGAACTCACCTCTGCCCACA
TTTCTTTATAAAGTTTTTCTCAAATAA
ACATGGAG

188 A_69_P068736 0,04 0,00 down 1,16 -1,16 -0,21 TRAPPC
4

trafficking protein particle 
complex 4 [Source:HGNC 
Symbol;Acc:19943] 
[ENSECAT00000006099]

TATTCAGACTTTGCCCTCAAGAATCC
TTTCTACTCCCTGGAAATGCCAATCA
GGTGTGAG

189 A_69_P055611 0,03 0,00 down 1,18 -1,18 -0,24 SPCS1

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6U4C1] 
[ENSECAT00000025246]

AAATTTCAAACCCAAAACATGGGCT
AAAACCCATCTATGCTCTTACAGCA
CAGCTGTCTT

190 A_69_P116191 0,03 0,00 down 8,02 -8,02 -3,00
TTTAGGGACCCTGATCCAATGTTTC
CATGGAAGCAATAAATTTTCCTTTAT
GAGTTCTTT

191 A_69_P092438 0,05 0,00 down 1,29 -1,29 -0,37 CAPN6
calpain 6 [Source:HGNC 
Symbol;Acc:1483] 
[ENSECAT00000011583]

AACTCCCCAATCCCCATCACCAACA
ATATTTCAATGCTTCTGCAATGATGA
AAAAGAAAA

192 A_69_P015956 0,05 0,00 down 1,10 -1,10 -0,13 STOX2

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6S2T9] 
[ENSECAT00000013310]

AATTTCATTTTTAAATGCCACAGATG
CGTGTTGCTCCCAGCCTGTGGTCAA
ATGGTGCCA

193 A_69_P118777 0,03 0,00 down 3,35 -3,35 -1,74 LOC1021
47820

PREDICTED: Equus caballus 
myelin and lymphocyte protein-
like (LOC102147820), mRNA 
[XM_005600243]

CTACATGGTCCATGCGGTGTTTTCT
TTAATCAGATGGAAGAAAGCAGCAG
AAGAACTTTA



194 A_69_P105676 0,04 0,00 down 1,27 -1,27 -0,34 LANCL1

 PREDICTED: Equus caballus 
LanC lantibiotic synthetase 
component C-like 1 (bacterial) 
(LANCL1), transcript variant X2, 
mRNA 

AGGCCTGGGATCGTATGTATTTCTC
TGTTCTGTAAAGGATTTAACTTACTG
CTTCTCAAT

195 A_69_P087793 0,04 0,00 down 1,20 -1,20 -0,26 TNFRSF
25

tumor necrosis factor receptor 
superfamily, member 25 
[Source:HGNC 
Symbol;Acc:11910] 
[ENSECAT00000020471]

AAGTACGGTTACTTATGCGTGTAGA
CATTTTATGTCACTTATTAAGCCCCT
GGCGCCGAC

196 A_69_P086787 0,05 0,00 down 1,85 -1,85 -0,89 TRIM63

tripartite motif containing 63, E3 
ubiquitin protein ligase 
[Source:HGNC 
Symbol;Acc:16007] 
[ENSECAT00000026380]

CCATCGACTTTGGGACAGATGAGGA
AGAGGAAGAGTTCTTTGAAGAAGAA
GATCAGGAAG

197 A_69_P055376 0,04 0,00 up 1,30 1,30 0,37

chromosome 3 open reading 
frame 67 [Source:HGNC 
Symbol;Acc:24763] 
[ENSECAT00000012445]

GACCCATGTCTGAACTGTTACTTTG
ATCCTCAGACTGGGAAATACTACGA
GTTGGTGTAA

198 A_69_P076726 0,05 0,00 down 1,47 -1,47 -0,56 SYPL2

synaptophysin-like 2 
[Source:HGNC 
Symbol;Acc:27638] 
[ENSECAT00000011974]

AACTTCTTCCTGTGGGCCGGGAACT
GTTGGTTTGTGTTCAAGGAGACCCC
ATGGCATGGG

199 A_69_P081256 0,04 0,00 up 5,68 5,68 2,51 LOC1006
30653

Metallothionein  
[Source:UniProtKB/TrEMBL;Acc
:F7DUC3] 
[ENSECAT00000000277]

TTTGGATCTCAGGACTCAACAAGGC
TCGGAATGGATCCCAACTGCTCGTG
CCCCACTGGT

200 A_69_P004372 0,05 0,00 up 1,25 1,25 0,32 Equus caballus subtracted 
library fragment 40. [AY246804]

TATAGGTATATGGTAAATGTAGCCT
CCCCTGACACAGGAAGGGTTAATAG
TCACTGCCAA

201 A_69_P102590 0,03 0,00 up 1,78 1,78 0,83 ABCA1

PREDICTED: Equus caballus 
ATP-binding cassette, sub-
family A (ABC1), member 1 
(ABCA1), mRNA 
[XM_001493790]

TCAGAGATTCCTGCCTTTGCTTCTTT
TGGACACTCTGGAAACCTTATTAAC
AACTGTGAA



202 DCP_22_0 0,03 0,00 up 6,29 6,29 2,65 Unknown

203 A_69_P018974 0,04 0,00 up 1,14 1,14 0,20 USP31

ubiquitin specific peptidase 31 
[Source:HGNC 
Symbol;Acc:20060] 
[ENSECAT00000006222]

TCTTCAAAAAAGTTATCTTCTAGCAT
GCAAACCTCTGCACGGCCTTCTCAA
AAACCTCAG

204 A_69_P099794 0,05 0,00 up 1,39 1,39 0,48 RNASE6

ribonuclease, RNase A family, 
k6 [Source:HGNC 
Symbol;Acc:10048] 
[ENSECAT00000012091]

GACCCTCCATATCACTTGGTTCCTG
TACACTTAGATAGTATTGTTTAAAGT
TTCCACCAT

205 A_69_P113231 0,04 0,00 down 2,06 -2,06 -1,04 TPD52
PREDICTED: Equus caballus 
tumor protein D52 (TPD52), 
transcript variant X6, mRNA 

GGCCTGCATGTGCCTATCACCTGCC
GGGATTTCATACTTAAATAAATGCTA
TTTGACGAC

206 A_69_P073516 0,04 0,00 down 1,12 -1,12 -0,16 KIFAP3

kinesin-associated protein 3 
[Source:HGNC 
Symbol;Acc:17060] 
[ENSECAT00000005585]

CTGTATTAAGTACAATTGATGCTTGA
CACTGTTCAGTCATCAAGTCACATCT
TGATGCTG

207 A_69_P112708 0,05 0,00 up 1,23 1,23 0,30 MFSD10

PREDICTED: Equus caballus 
major facilitator superfamily 
domain containing 10 
(MFSD10), mRNA

CTCCCAAGCCTGTGTCGTATATGCC
ACTAAACTTCATGTTGTAATACAAAG
AGTTAAAAT

208 A_69_P002411 0,03 0,00 down 4,70 -4,70 -2,23 DRA
Equus caballus MHC class II 
DR alpha chain (DRA), mRNA 
[NM_001284542]

AATCATTGTTGGGACCATCTTCATCA
TCAAGGGTGTGCGCAAAGGCAATAC
TGTTGAACG

209 A_69_P103265 0,04 0,00 down 1,55 -1,55 -0,63

LeukoN1_2_H10.g1_A023 
Unstimulated peripheral blood 
leukocytes N1 Equus caballus 
cDNA clone 
LeukoN1_2_H10_A023 5', 
mRNA sequence [CD465244]

AGACGTACATATTGGTGACCATCAT
GGATGATTCCTGAACTTTATTCTGTG
TAATTGTGT

210 A_69_P061006 0,05 0,00 up 1,17 1,17 0,23 GRM6

glutamate receptor, 
metabotropic 6 [Source:HGNC 
Symbol;Acc:4598] 
[ENSECAT00000025528]

AGTGCGTCGGTGTCCCTGGGCATG
CTCTATGTACCCAAAACCTACGTCAT
CCTGTTCCAC



211 A_69_P114669 0,04 0,00 down 1,59 -1,59 -0,67

HL02020B1G03 Equine 
placenta cDNA Library Equus 
caballus cDNA clone 
HL02020B1G03, mRNA 
sequence [DN510748]

GGTTCTGATTCTATGGCTCTTATGC
ATCAGTTGTGGACATGGACTTTAAA
TAAATATACA

212 A_69_P019931 0,04 0,00 up 1,35 1,35 0,43 GFER

growth factor, augmenter of 
liver regeneration 
[Source:HGNC 
Symbol;Acc:4236] 
[ENSECAT00000017991]

TAAGTTTTACCCGTGTGAGGAGTGT
GCTGAAGACATAAGAAAGAGGATAC
GCAGGAACCA

213 A_69_P114546 0,05 0,00 down 1,44 -1,44 -0,53 TMCC3

PREDICTED: Equus caballus 
transmembrane and coiled-coil 
domain family 3 (TMCC3), 
transcript variant X4, mRNA

GCATCAAATGGGAACGTTTTTGTATT
GAATCCAAATCTAATTATGTTGGTTG
GGGAAAAC

214 A_69_P065391 0,04 0,00 up 1,21 1,21 0,27 PPP1CC

protein phosphatase 1, catalytic 
subunit, gamma isozyme 
[Source:HGNC 
Symbol;Acc:9283] 
[ENSECAT00000018299]

ACTTGCCAGCATCACTGGTATGATG
TATATTTAATTAAAGCACACTTTCCC
CTACTGTAT

215 A_69_P021736 0,05 0,00 up 1,26 1,26 0,33 TTLL1

tubulin tyrosine ligase-like 
family, member 1 
[Source:HGNC 
Symbol;Acc:1312] 
[ENSECAT00000013441]

ACAAGTCACCCCCAAAGGAAGTTCT
TGGCAATTATGAAATTCTGTACGAC
GAAGAGCTGG

216 A_69_P105916 0,05 0,00 down 1,26 -1,26 -0,33 SPG11

Select seq 
ref|XM_014733570.1|
 PREDICTED: Equus caballus 
spastic paraplegia 11 
(autosomal recessive) (SPG11), 
mRNA 

CTTCTACTTTAGGAGATGATACAATA
TCGATTAAAGAATATCTATGCCTGCA
GATTCCAG

217 A_69_P116901 0,04 0,00 up 1,88 1,88 0,91 ABI3BP

PREDICTED: Equus caballus 
ABI family member 3 binding 
protein (ABI3BP), transcript 
variant X26, mRNA

GAAAATCTGACTCATTTTTATTTAAA
AAGGTATTGCTTTCTTTCACTGGGG
GAGGGAGAC



218 A_69_P019211 0,04 0,00 up 1,36 1,36 0,44 SMG1

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F7BC08] 
[ENSECAT00000011670]

TTTAGCCAACACTCTTGTTGAAGAT
GTGAATATCTGTCTGCAGGCGTGCA
GCAGTCTACA

219 A_69_P117288 0,04 0,00 down 2,01 -2,01 -1,01
TGCCATTGTATTATTCAGCCTCTTAA
CACTACTTCAAAGTTTAGGGTTTTCT
CTTGGTTG

220 A_69_P004150 0,05 0,00 up 1,11 1,11 0,14 SOD2

Equus caballus manganese 
superoxide dismutase (Mn-
SOD) mRNA, 3' UTR and 
partial cds. [AY246751]

AGGCCTGATTATCTGAAAGCCATTT
GGAATGTGATCAACTGGGAGAATGT
ATCTGAAAGA

221 A_69_P119693 0,05 0,00 up 1,15 1,15 0,20 ZNF786

PREDICTED: Equus caballus 
zinc finger protein 786 
(ZNF786), mRNA 
[XM_001492819]

GATAATGCTCCAGACAAGCCTGACG
TTAAGAAAAGGCTTAGTCAGCTGTT
GGCAATGATC

222 A_69_P088941 0,03 0,00 down 1,35 -1,35 -0,43 GUCY1A
3

guanylate cyclase 1, soluble, 
alpha 3 [Source:HGNC 
Symbol;Acc:4685] 
[ENSECAT00000006300]

CCACCAAACTTCCCCAGTGAGATTG
GAATCTGTTATTTTCTGGAAGCTTAT
CAACAAGGA

223 A_69_P095966 0,04 0,00 up 1,31 1,31 0,39 PLAC9

placenta-specific 9 
[Source:HGNC 
Symbol;Acc:19255] 
[ENSECAT00000011851]

AGAGCCGTGCATTCTGGCCTTCCTT
CCTCAGCTTTGTACACAATAAAAGCT
ACTTCTTTG

224 A_69_P097941 0,05 0,00 up 1,31 1,31 0,39 UACA

uveal autoantigen with coiled-
coil domains and ankyrin 
repeats [Source:HGNC 
Symbol;Acc:15947] 
[ENSECAT00000017420]

AATTGCAATTTATCGGACACACCTTC
TTAGTGCTGCACAGGGTCACATGGA
TGAAGACGT

225 A_69_P118779 0,04 0,00 down 3,79 -3,79 -1,92 LOC1021
47820

PREDICTED: Equus caballus 
myelin and lymphocyte protein-
like (LOC102147820), mRNA 
[XM_005600243]

CTCTACATGGTCCATGCGGTGTTTT
CTTTAATCAGATGGAAGAAAGCAGC
AGAAGAACTT



226 A_69_P086921 0,04 0,00 down 1,30 -1,30 -0,38 IL22RA1

interleukin 22 receptor, alpha 1 
[Source:HGNC 
Symbol;Acc:13700] 
[ENSECAT00000017099]

AAATCCTTCCAGCAGCATCTGGGGG
TTCACACGGACAGCACACCTGACCC
TGATGTGCTA

227 A_69_P090520 0,03 0,00 down 2,09 -2,09 -1,06

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6Z1L7] 
[ENSECAT00000023688]

CAGAGCCATGGAGTCCTTAGTTTCA
GTCATGACAGATGAAGAAGGGGCA
GAATAAATGTT

228 A_69_P055306 0,05 0,00 down 1,11 -1,11 -0,15 PSMD6

proteasome (prosome, 
macropain) 26S subunit, non-
ATPase, 6 [Source:HGNC 
Symbol;Acc:9564] 
[ENSECAT00000022688]

CAAGAAACTATCAAGAAAGGAGATC
TGCTACTAAACAGAGTTCAGAAACTT
TCCAGAGTA

229 A_69_P090012 0,03 0,00 up 1,17 1,17 0,23 PRPS2

phosphoribosyl pyrophosphate 
synthetase 2 [Source:HGNC 
Symbol;Acc:9465] 
[ENSECAT00000002926]

CAGGAGGACAAGATGAGACACTGCT
CCAAGATTCAGGTGATTGACATTTC
GATGATCTTG

230 A_69_P074553 0,05 0,00 down 1,26 -1,26 -0,34 B4GALT3

UDP-Gal:betaGlcNAc beta 1,4- 
galactosyltransferase, 
polypeptide 3 [Source:HGNC 
Symbol;Acc:926] 
[ENSECAT00000023482]

TCCCTCTTCTGGACCTGGCTCAGGG
GGCTGGGATTTTGATATATTTTCTAA
TAAAGGACT

231 A_69_P117289 0,05 0,00 down 2,00 -2,00 -1,00

CT02033A1F06 Equine 
Articular Cartilage cDNA Library 
Equus caballus cDNA clone 
CT02033A1F06, mRNA 
sequence [CX602587]

TTGCTTGTACATATAGGGACAATGC
CATTGTATTATTCAGCCTCTTAACAC
TACTTCAAA

232 A_69_P095857 0,04 0,00 up 1,17 1,17 0,23 NDST2

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F7AV98] 
[ENSECAT00000019975]

TAATCCAATGATTTCCCTCTTCATCC
CCAGCAGTGTATGTATTTATACCTG
ACTATGGGA



233 A_69_P100403 0,04 0,00 down 1,56 -1,56 -0,64 SLC7A7

solute carrier family 7 (amino 
acid transporter light chain, y+L 
system), member 7 
[Source:HGNC 
Symbol;Acc:11065] 
[ENSECAT00000001184]

TCCTCTTTTCCTTTAAAAGGGCCAAT
AATGCTCCAAACTTCCGTCTCCTTTA
GAGAGACA

234 A_69_P012852 0,04 0,00 up 1,13 1,13 0,18 RGP1

RGP1 retrograde golgi transport 
homolog (S. cerevisiae) 
[Source:HGNC 
Symbol;Acc:21965] 
[ENSECAT00000010431]

AGACAGGCTTTCAGCTGTAGCATTA
ATTTATTCAGAATAAACTGGCAGCT
GCTAGTGGTT

235 A_69_P116226 0,03 0,00 down 1,44 -1,44 -0,53 MAFK

PREDICTED: Equus 
przewalskii v-maf avian 
musculoaponeurotic 
fibrosarcoma oncogene 
homolog K (MAFK), mRNA

AAGGTGGCCACCACCAGCGTCATCA
CCATCGTCAAGTCCGCTGAGATCTC
CAGCTCCGTG

236 A_69_P089347 0,04 0,00 up 1,21 1,21 0,28

Enolase  
[Source:UniProtKB/TrEMBL;Acc
:F6WCY1] 
[ENSECAT00000024763]

AAATTGTGCAATTGCCTGCTGCTCA
AAGCGAACCACATCAACTCTTTGAC
CAAGTCTCTT

237 A_69_P122861 0,05 0,00 down 1,50 -1,50 -0,58 PLCB1
PREDICTED: Equus caballus 
phospholipase C beta 1 
(PLCB1), mRNA

GGCATGATGTTTCTTCCACTTGTAAT
TTTATGTGCTTTCATCACAAATCCAA
AGGAAACA

238 A_69_P102191 0,03 0,00 up 5,11 5,11 2,35
APL1_9_G09.g1_A008 Liver 
(APL1) Equus caballus cDNA, 
mRNA sequence [BM780851]

CAACTTGCCTGTTTCTATGAGATCT
GTGAATTCCAAATAAACGTGTGTTG
ACTCTAAAAA

239 A_69_P117287 0,04 0,00 down 1,93 -1,93 -0,95 CPE
PREDICTED: Equus caballus 
carboxypeptidase E (CPE), 
mRNA [XM_001915786]

TCTTAACACTACTTCAAAGTTTAGGG
TTTTCTCTTGGTTGTAGATTGGCCC
AGATTTGCA

240 A_69_P112363 0,03 0,00 up 1,12 1,12 0,17 ENSA

PREDICTED: Equus caballus 
endosulfine alpha (ENSA), 
transcript variant 1, mRNA 
[XM_001490179]

CCCACAGAGCCCAGGGGACTTTTTC
AGTATTTGAAATAAAAAAGAAAAGAA
GACCCACAA



241 A_69_P040761 0,04 0,00 down 1,29 -1,29 -0,36 RNF219

ring finger protein 219 
[Source:HGNC 
Symbol;Acc:20308] 
[ENSECAT00000011765]

CAAAAAGAAAAATCCAGAGCAGTCT
TTCCAATGCCAGCCCATCAAAAGCA
ACTAAAAGTT

242 A_69_P055378 0,05 0,00 up 1,35 1,35 0,43

chromosome 3 open reading 
frame 67 [Source:HGNC 
Symbol;Acc:24763] 
[ENSECAT00000012445]

ATGACCCATGTCTGAACTGTTACTTT
GATCCTCAGACTGGGAAATACTACG
AGTTGGTGT

243 A_69_P102195 0,03 0,00 up 5,06 5,06 2,34
APL1_9_G09.g1_A008 Liver 
(APL1) Equus caballus cDNA, 
mRNA sequence [BM780851]

ACCACAACTTGCCTGTTTCTATGAG
ATCTGTGAATTCCAAATAAACGTGT
GTTGACTCTA

244 A_69_P062468 0,04 0,00 down 1,20 -1,20 -0,26 FAM53C

family with sequence similarity 
53, member C [Source:HGNC 
Symbol;Acc:1336] 
[ENSECAT00000001697]

CTGTGTGTGTTAAACATGAGGTCCT
GCCTCTGTGGCTGTGTTTGAAAAAA
TAAAGTTTTA

245 A_69_P040651 0,04 0,00 down 1,22 -1,22 -0,28 PCDH9
protocadherin 9 [Source:HGNC 
Symbol;Acc:8661] 
[ENSECAT00000018446]

GATAGATTGCGACTAAGCCATATAG
GAAGTCTTCTCTTTGATTTCAGATGA
GTTTATTGT

246 A_69_P063021 0,04 0,00 down 2,29 -2,29 -1,20 CDO1

cysteine dioxygenase type 1 
[Source:HGNC 
Symbol;Acc:1795] 
[ENSECAT00000013286]

TATTGTAGATAGAGAAACTTAAGGTA
CTTTGCCATTTGGTAGTGAAATGAA
GGGCAGAGG

247 A_69_P064742 0,05 0,00 down 1,82 -1,82 -0,86 C8H22orf
31

chromosome 22 open reading 
frame 31 [Source:HGNC 
Symbol;Acc:26931] 
[ENSECAT00000011961]

CTCATGGGATCAGGATATTCTCTGC
TAGATGTCTGAAAAATAAACACCACT
TTGCACCTT

248 A_69_P108994 0,04 0,00 down 1,77 -1,77 -0,83 FAM107A

Select seq 
ref|XM_005600506.2|
 PREDICTED: Equus caballus 
family with sequence similarity 
107 member A (FAM107A), 
transcript variant X2, mRNA 

TGTTGCTTTCATCAGAGATGTAAATA
ATTGCCAATCTGCATTTCTTACCACA
CTGTTATG



249 A_69_P118780 0,03 0,00 down 3,39 -3,39 -1,76 MAL

PREDICTED: Equus caballus 
myelin and lymphocyte protein-
like (LOC102147820), mRNA 
[XM_005600243]

GCTCTACATGGTCCATGCGGTGTTT
TCTTTAATCAGATGGAAGAAAGCAG
CAGAAGAACT

250 A_69_P104115 0,05 0,00 up 1,16 1,16 0,22 IPO9
PREDICTED: Equus caballus 
importin 9 (IPO9), mRNA 
[XM_005608061]

AAGTGGTTAAGTTGTAGCCCTCAAA
TTTGCAACGTGTATTTTTCTAGGAGA
GTAAAGTAA

251 A_69_P032363 0,05 0,00 down 1,19 -1,19 -0,25 C11H17o
rf58

chromosome 17 open reading 
frame 58 [Source:HGNC 
Symbol;Acc:27568] 
[ENSECAT00000018026]

CATTTCTGGACCGTAAGAGACTTGG
AATTCGGCAACAAGACAGGAAAGGT
CTTCATGTCA

252 A_69_P033771 0,05 0,00 up 1,22 1,22 0,29 PHB
prohibitin [Source:HGNC 
Symbol;Acc:8912] 
[ENSECAT00000018748]

TAATCACTGGTAGCAAAGATTTACA
GAATGTCAACATCACCCTGCGCATC
CTTTTCCGGC

253 A_69_P087806 0,04 0,00 up 1,24 1,24 0,31 ACOT7

acyl-CoA thioesterase 7 
[Source:HGNC 
Symbol;Acc:24157] 
[ENSECAT00000025347]

TAACTTTCATGACAAGATCAGAAAAG
GGTGTGTCATCACCATCTCTGGGCG
CATGACCTT

254 A_69_P061081 0,04 0,00 up 1,23 1,23 0,30 B4GALT7

xylosylprotein beta 1,4-
galactosyltransferase, 
polypeptide 7 [Source:HGNC 
Symbol;Acc:930] 
[ENSECAT00000011688]

ACATCATGTTGGACTGCGACAAGGC
AGCTACCCCCTGGTGCACATTTGGC
TGAGTTGGCT

255 A_69_P097216 0,04 0,00 down 1,29 -1,29 -0,37 ASB7

ankyrin repeat and SOCS box 
containing 7 [Source:HGNC 
Symbol;Acc:17182] 
[ENSECAT00000004079]

CCTAAAGCTACTTGATGAACTACCA
ATTGCCAAGGTCATGAAAGACTACT
TAAAACACAA

256 A_69_P108993 0,04 0,00 down 1,84 -1,84 -0,88 FAM107A

CT02036A2F04 Equine 
Articular Cartilage cDNA Library 
Equus caballus cDNA clone 
CT02036A2F04, mRNA 
sequence [CX603734]

GTTGCTTTCATCAGAGATGTAAATAA
TTGCCAATCTGCATTTCTTACCACAC
TGTTATGA



257 A_69_P116251 0,05 0,00 down 2,12 -2,12 -1,08

LeukoS2_3_C09.b1_A024 
Stimulated peripheral blood 
leukocytes S2 Equus caballus 
cDNA clone 
LeukoS2_3_C09_A024 3', 
mRNA sequence [CD469289]

GAAGATTTTTAAAGTTTGAGAGTGG
AAATAAATGGAAGCCCTGAGACCCT
TCCAGAAGTC

258 A_69_P076032 0,04 0,00 up 1,42 1,42 0,50 MTMR11

myotubularin related protein 11 
[Source:HGNC 
Symbol;Acc:24307] 
[ENSECAT00000025124]

ACAGACTTGAGCTTTCATTGCAGAT
GTGTGGTGCTAACCTTCTCCAACTC
TTGTCCTCAT

259 A_69_P017488 0,04 0,00 up 1,19 1,19 0,25 NUDT1

nudix (nucleoside diphosphate 
linked moiety X)-type motif 1 
[Source:HGNC 
Symbol;Acc:8048] 
[ENSECAT00000009517]

ACAGATACTGGTTTCCCCTCTTGCT
TCAGAAGAAGAAATTCCATGGGTAC
TTCAAGTTCC

260 A_69_P047857 0,05 0,00 down 1,42 -1,42 -0,50

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6TJN6] 
[ENSECAT00000024688]

AAGAAATTCCGAAGAAACTTGGATT
AAGCTTTCAGTCACATCTGGCTGAA
TTGCAGAGAT

261 A_69_P113856 0,03 0,00 down 1,30 -1,30 -0,38

HL02015B1D08 Equine 
placenta cDNA Library Equus 
caballus cDNA clone 
HL02015B1D08, mRNA 
sequence [DN509322]

CTCGTGAACCTAATTGTAAACTTTCA
GGTATTTTTGTACAAATAAGGGACT
GATGTTCTG

262 A_69_P043706 0,03 0,00 up 1,25 1,25 0,33 NSMAF

neutral sphingomyelinase (N-
SMase) activation associated 
factor [Source:HGNC 
Symbol;Acc:8017] 
[ENSECAT00000002019]

CTTGAAGGCAGATCAAGATAAGGCA
GTGTTAGGGAGAAAACATTACATTT
GTAAGGCAGA

263 A_69_P043571 0,05 0,00 down 1,13 -1,13 -0,17 VCPIP1

PREDICTED: Equus caballus 
valosin containing protein 
(p97)/p47 complex interacting 
protein 1 (VCPIP1), mRNA

TAAAGTCAATGTGATTCAGTAATGTT
GCCGTCTGAGCCAACACAGCCAATT
GTGTGCTCT



264 A_69_P063302 0,04 0,00 down 1,16 -1,16 -0,22 RHOBTB
3

Rho-related BTB domain 
containing 3 [Source:HGNC 
Symbol;Acc:18757] 
[ENSECAT00000026534]

TCAGTGGAAGAGCGCAGTTTTGTTG
AAAAGCACAGATGGCCGTCGAATAT
GTACTTGAAG

265 A_69_P061890 0,05 0,00 down 1,22 -1,22 -0,29 PPARGC
1B

peroxisome proliferator-
activated receptor gamma, 
coactivator 1 beta 
[Source:HGNC 
Symbol;Acc:30022] 
[ENSECAT00000021080]

TTCAGAAGAGGCCCTTCCTGCGTCA
GTGAAAAACAAGTATGAAGCCATGG
ATTTTGACAG

266 A_69_P013146 0,04 0,00 up 1,23 1,23 0,30 GALNT12

UDP-N-acetyl-alpha-D-
galactosamine:polypeptide N-
acetylgalactosaminyltransferase 
12 (GalNAc-T12) 
[Source:HGNC 
Symbol;Acc:19877] 
[ENSECAT00000017503]

ATGATGGTTCTTTATTTCACATACAG
TCCAAGAAGTGTGTGCAGGCCGAAA
GGAAGGCCT

267 A_69_P033292 0,05 0,00 up 1,91 1,91 0,93 KRT27
keratin 27 [Source:HGNC 
Symbol;Acc:30841] 
[ENSECAT00000011556]

TAGATCCTCGTGGCAAAGTTCTTTC
CTCCAGAGTTCACACAATGGAAGAG
AAATCTACCA

268 A_69_P124951 0,05 0,00 down 1,87 -1,87 -0,90
ATCCCTGCAGGCTGGGTCTTATACC
ACCTGGAGAATTACAAGCGCAGCTC
TGCAGAATGA

269 A_69_P032537 0,04 0,00 up 1,21 1,21 0,28 CDC27

cell division cycle 27 
[Source:HGNC 
Symbol;Acc:1728] 
[ENSECAT00000010389]

GTATCTCCCATAAACAAATGTGATG
GGCATATTGGGACTCATGTGTAGGA
ATCAAATATT

270 A_69_P041493 0,04 0,00 up 1,53 1,53 0,61 STEAP3

STEAP family member 3, 
metalloreductase 
[Source:HGNC 
Symbol;Acc:24592] 
[ENSECAT00000006653]

GACACACACGTGCGTGTGATGTATA
TGTTCCTATATATTTCATATGTATAA
CAGGATTTG



271 A_69_P122512 0,04 0,00 up 1,18 1,18 0,23 TMEM24
3

transmembrane protein 243, 
mitochondrial [Source:HGNC 
Symbol;Acc:21707] 
[ENSECAT00000029037]

CCTGCATACTTATCTACTGGTATCG
ACAAGGAGACTTAGAACCGAAATTC
AGAAATCTAA

272 A_69_P081046 0,03 0,00 down 1,13 -1,13 -0,18 ITFG1

integrin alpha FG-GAP repeat 
containing 1 [Source:HGNC 
Symbol;Acc:30697] 
[ENSECAT00000014564]

GTGCATTTGTGTTCCTTTGTGGAAT
GTGTTGCATGTTCTCAGGTGTTCAT
GTATTTATAA

273 A_69_P112211 0,05 0,00 down 1,19 -1,19 -0,26 TAPBPL

PREDICTED: Equus caballus 
TAP binding protein-like 
(TAPBPL), transcript variant X2, 
mRNA

TAACAAGCACTCCCTCTTTATCTAAG
CCAACAATTAAAACTAACTGAGCGT
CTCAAAAAA

274 A_69_P108995 0,03 0,00 down 1,80 -1,80 -0,85 FAM107A

CT02036A2F04 Equine 
Articular Cartilage cDNA Library 
Equus caballus cDNA clone 
CT02036A2F04, mRNA 
sequence [CX603734]

GATTGTTGCTTTCATCAGAGATGTAA
ATAATTGCCAATCTGCATTTCTTACC
ACACTGTT

275 A_69_P062466 0,05 0,00 down 1,20 -1,20 -0,26 FAM53C

family with sequence similarity 
53, member C [Source:HGNC 
Symbol;Acc:1336] 
[ENSECAT00000001697]

GTGTGTGTTAAACATGAGGTCCTGC
CTCTGTGGCTGTGTTTGAAAAAATA
AAGTTTTATT

276 A_69_P012237 0,04 0,00 down 1,55 -1,55 -0,63 PLXDC2

plexin domain containing 2 
[Source:HGNC 
Symbol;Acc:21013] 
[ENSECAT00000018697]

CTATGCTGAGGTTGAACCAGTGGGA
GAGAAAGAAGGTTTCATTGTATCAG
AGCAATGCTA

277 A_69_P059195 0,05 0,00 down 1,88 -1,88 -0,91 AAK1

AP2 associated kinase 1 
[Source:HGNC 
Symbol;Acc:19679] 
[ENSECAT00000006573]

GATGCACCAGAAAAACTAATTGAGG
GACTCAAATCTCCTGACACTTCTCTT
CTGCTCCCT

278 A_69_P019476 0,05 0,00 down 2,07 -2,07 -1,05 RBFOX1

RNA binding protein, fox-1 
homolog (C. elegans) 1 
[Source:HGNC 
Symbol;Acc:18222] 
[ENSECAT00000013739]

CATCTTATGTGCATGCAGTAAGATC
GGTTGGATATTAAACCATCAATAAAG
TTTCACAAG



279 A_69_P117521 0,03 0,00 up 1,38 1,38 0,46 RNASEH
2C

PREDICTED: Equus caballus 
ribonuclease H2 subunit C-like 
(LOC100057522), mRNA 
[XM_001494343]

TGATGGTGATGGAAGAGAAGCATGA
CTTCTCGGAGGGTTCGGAGAATAAC
GAAGAGCAAG

280 A_69_P103264 0,04 0,00 down 1,59 -1,59 -0,67 GNAI1

PREDICTED: Equus caballus 
guanine nucleotide binding 
protein (G protein), alpha 
inhibiting activity polypeptide 1 
(GNAI1), mRNA

GACGTACATATTGGTGACCATCATG
GATGATTCCTGAACTTTATTCTGTGT
AATTGTGTT

281 A_69_P113860 0,03 0,00 down 1,28 -1,28 -0,35 GRB10

PREDICTED: Equus caballus 
growth factor receptor bound 
protein 10 (GRB10), transcript 
variant X3, mRNA

TTGGCTCGTGAACCTAATTGTAAAC
TTTCAGGTATTTTTGTACAAATAAGG
GACTGATGT

282 A_69_P034596 0,04 0,00 up 1,13 1,13 0,17 COPRS

coordinator of PRMT5, 
differentiation stimulator 
[Source:HGNC 
Symbol;Acc:28848] 
[ENSECAT00000006253]

ATACCCCATTATTCCAAGATGGTCTT
TGAAACGGGACAGTTTGATGATGCC
GAGGACTGA

283 A_69_P049696 0,04 0,00 down 1,84 -1,84 -0,88 TPD52L1

tumor protein D52-like 1 
[Source:HGNC 
Symbol;Acc:12006] 
[ENSECAT00000011106]

TCTCCTACTTTCAAATCATTTGAGGA
GAGGGTTGAGACAACTGTCACAAGC
CTTAAGACG

284 A_69_P095872 0,03 0,00 up 1,26 1,26 0,33 AP3M1

adaptor-related protein complex 
3, mu 1 subunit [Source:HGNC 
Symbol;Acc:569] 
[ENSECAT00000008162]

TAACCTCTTGCCTAAAACAAGTGAA
CTGGTCTCAGCCAGCAGGAGCTGT
CTTAATCTGTA

285 A_69_P030547 0,04 0,00 down 1,20 -1,20 -0,26 KPNA1

karyopherin alpha 1 (importin 
alpha 5) [Source:HGNC 
Symbol;Acc:6394] 
[ENSECAT00000018698]

GGGGCACATATTAATTTGTATGGCT
ACTGCTTCTCTTTGGTCTTACGTGTC
TTAGGATTT

286 A_69_P000603 0,04 0,00 up 1,19 1,19 0,25 TMSB10
Equus caballus thymosin beta 
10 (TMSB10), mRNA 
[NM_001081865]

ATCGGACTGCCAAATTCTTCGGTTT
GCCCTGGGATATTATAGAAAATTATT
TGTATGATT



287 A_69_P105382 0,04 0,00 down 2,45 -2,45 -1,29 NCALD

PREDICTED: Equus caballus 
neurocalcin delta (NCALD), 
transcript variant X2, mRNA 
[XM_005613237]

CATTGTCATTGCTGTGTTGAGGGAC
TTCTGGAAATGGAGTCCGTTCTGTC
TGAAATCAAG

288 A_69_P060746 0,05 0,00 down 1,44 -1,44 -0,52

SRY (sex determining region Y)-
box 11 [Source:HGNC 
Symbol;Acc:11191] 
[ENSECAT00000014050]

TCTGGTGGATAAGGATTTGGATTCG
TTCAGCGAGGGCAGCCTGGGCTCC
CACTTCGAGTT

289 A_69_P125606 0,05 0,00 up 1,29 1,29 0,36
TTTTAACTGGCCTTGGTTCTTATCTT
CACATCCTTTTCAGCAACAAAGGCA
CTTCCTTCC

290 A_69_P095382 0,04 0,00 up 1,34 1,34 0,43 BICC1

bicaudal C homolog 1 
(Drosophila) [Source:HGNC 
Symbol;Acc:19351] 
[ENSECAT00000014902]

TCTGGTATTAGGACCAAAGCATCGT
ATTCGCACCTGAACTTTGTGCCAAA
AAGGAAGATA

291 A_69_P124646 0,04 0,00 down 1,26 -1,26 -0,34
GAGAAGCCCTATGAATGTAAAGAAT
GCAGCAAAGCCTTCACTGCTTCCAA
ATATCTTTGA

292 A_69_P027316 0,05 0,00 up 1,49 1,49 0,57 B4GALT1

UDP-Gal:betaGlcNAc beta 1,4- 
galactosyltransferase, 
polypeptide 1 [Source:HGNC 
Symbol;Acc:924] 
[ENSECAT00000012966]

TTTTCTACAACGTATTGGACGTACA
GAGATACCCGTTGTATACCAAAGTC
ACAGTGGACA

293 A_69_P120480 0,05 0,00 up 1,75 1,75 0,81 MAPK14

PREDICTED: Equus caballus 
mitogen-activated protein 
kinase 14 (MAPK14), mRNA 
[XM_005604060]

TAGAACACGAGAAACTCACGGTGGA
TGAATGGAAGCAGCACATCTACAAG
GAGATTGTGA

294 A_69_P038420 0,03 0,00 up 1,53 1,53 0,61 RPS18

ribosomal protein S18 
[Source:HGNC 
Symbol;Acc:10401] 
[ENSECAT00000016886]

GCCGCACCGTGGGTGTGTCTAAGA
AGAAATAAATCTGTAGGCTTTGTCT
GTTAATAAATA

295 A_69_P063931 0,04 0,00 down 1,25 -1,25 -0,32 C14H1orf
35

chromosome 1 open reading 
frame 35 [Source:HGNC 
Symbol;Acc:19032] 
[ENSECAT00000020840]

AAGACAAGGAGGCTGCTAAGCTGG
GGCTCTCCGTGTTCACGCACCACCG
TGTCGAGAGCA



296 A_69_P117661 0,05 0,00 down 1,94 -1,94 -0,96 RBFOX1
CACATCACGCAATCTGCAAACCCAG
AAAATGTGTATATCTGTCTTTAGAAA
TTAGTGTTT

297 A_69_P000796 0,04 0,00 down 1,63 -1,63 -0,71 SLC2A5

Equus caballus solute carrier 
family 2 (facilitated 
glucose/fructose transporter), 
member 5 (SLC2A5), mRNA 
[NM_001081877]

GGAACAGGTCCCTGTGGAGATTTTA
ACTGAGTCAGAGATTATTGATCATAA
ATTATATTG

298 A_69_P057253 0,04 0,00 down 1,65 -1,65 -0,72 RAB6B

RAB6B, member RAS 
oncogene family [Source:HGNC 
Symbol;Acc:14902] 
[ENSECAT00000026634]

CAGGGATCACGTCACTCTTAACAGC
TGTTACTTAAACAACTATTTTTTGGT
TTGGTTGTA

299 A_69_P066437 0,04 0,00 down 2,07 -2,07 -1,05 GAREM

GRB2 associated, regulator of 
MAPK1 [Source:HGNC 
Symbol;Acc:26136] 
[ENSECAT00000012124]

TAATGGCTGGAGGCCCAAAATATAG
CCAAATGACCCCAGCTAGTATTGAA
CGAAACTGAT

300 A_69_P064745 0,04 0,00 down 1,85 -1,85 -0,89 C8H22orf
31

chromosome 22 open reading 
frame 31 [Source:HGNC 
Symbol;Acc:26931] 
[ENSECAT00000011961]

GAGCTCATGGGATCAGGATATTCTC
TGCTAGATGTCTGAAAAATAAACAC
CACTTTGCAC

301 A_69_P000868 0,04 0,00 down 2,36 -2,36 -1,24 INOS
Equus caballus inducible nitric 
oxide synthase (INOS), mRNA 
[NM_001081769]

GGCACTTGGGTCTTCCTTGTATGTC
TCCTTGATGGAGATATTTATATGAAA
TGCATTTTG

302 A_69_P101684 0,05 0,00 down 1,09 -1,09 -0,13 RNF10

ring finger protein 10 
[Source:HGNC 
Symbol;Acc:10055] 
[ENSECAT00000013662]

TTATAATCGCAAACGTGAACCTTCCT
ACCCCAAAAATGAAAATTTCAGCAAC
CAGTTCCG

303 A_69_P008511 0,05 0,00 down 2,10 -2,10 -1,07 TGFB2

transforming growth factor, beta 
2 [Source:HGNC 
Symbol;Acc:11768] 
[ENSECAT00000017826]

TTTCTAATATGATCGTCAAGTCTTGC
AAATGCAGCTAAGATTCTTGGAAAA
GTGGCCAGA



304 A_69_P095968 0,04 0,00 up 1,31 1,31 0,39 PLAC9

placenta-specific 9 
[Source:HGNC 
Symbol;Acc:19255] 
[ENSECAT00000011851]

ACAGAGCCGTGCATTCTGGCCTTCC
TTCCTCAGCTTTGTACACAATAAAAG
CTACTTCTT

305 A_69_P112364 0,04 0,00 up 1,12 1,12 0,16 ENSA

PREDICTED: Equus caballus 
endosulfine alpha (ENSA), 
transcript variant 1, mRNA 
[XM_001490179]

CCCCACAGAGCCCAGGGGACTTTTT
CAGTATTTGAAATAAAAAAGAAAAGA
AGACCCACA

306 A_69_P073452 0,05 0,00 up 1,12 1,12 0,16 SFT2D2

SFT2 domain containing 2 
[Source:HGNC 
Symbol;Acc:25140] 
[ENSECAT00000024115]

ATCTTCTGCATTTTGCAGTCTTTGGC
CCTGACGTGGTATAGCCTTTCCTTC
ATACCGTTT

307 A_69_P000612 0,03 0,00 up 1,22 1,22 0,29 SOD2

Equus caballus superoxide 
dismutase 2, mitochondrial 
(SOD2), mRNA 
[NM_001082517]

TACATGGCTTGCAAAAAGTAAAGCA
TTATCGTTACACCGAGTGCATTAAG
CAATTTCCAA

308 A_69_P008147 0,05 0,00 down 1,74 -1,74 -0,80 ZBTB18

zinc finger and BTB domain 
containing 18 [Source:HGNC 
Symbol;Acc:13030] 
[ENSECAT00000019934]

GACTGACATCTAGCTTTGACAATCAT
AGTATGTTTTATTTTCCTGAGGGGG
GAATAACTT

309 A_69_P020681 0,04 0,00 down 1,70 -1,70 -0,77 TMCC3

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F7AJN5] 
[ENSECAT00000012141]

TGACTCTTCTTGCAATATTTTGTAAA
AACTGGGACCATATTCTGTGTGCCA
TAGAAAGGA

310 A_69_P011116 0,04 0,00 up 1,44 1,44 0,52 RNASEH
2C

ribonuclease H2, subunit C 
[Source:HGNC 
Symbol;Acc:24116] 
[ENSECAT00000018200]

AGGAAGTGTCGGTGCCACCCGGCC
TCGTGGGATACGTGATGGTGATGGA
AGAGAAGCATG

311 A_69_P058276 0,04 0,00 down 3,70 -3,70 -1,89 MAL

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6Y3W5] 
[ENSECAT00000017968]

GCCACTCTGCTGTACGTGGTCCATG
CGGTATTTTCTTTAATCAGATGGAAG
TCTTCGTAA



312 A_69_P095889 0,03 0,00 down 1,88 -1,88 -0,91 DUSP13

dual specificity phosphatase 13 
[Source:HGNC 
Symbol;Acc:19681] 
[ENSECAT00000000110]

GACCCAGTCTAGAGATTCTTTATGC
AAAAGAGAGTTCAGTCTGTCTCTAT
AATAAAAGGT

313 A_69_P092431 0,04 0,00 up 1,24 1,24 0,31 PAK3

p21 protein (Cdc42/Rac)-
activated kinase 3 
[Source:HGNC 
Symbol;Acc:8592] 
[ENSECAT00000017283]

CATTTTTAAAATTAGCCAAGCCTCTC
TCCAGCCTGACTCCTCTGATTATCG
CTGCAAAGG

314 A_69_P099001 0,04 0,00 up 1,15 1,15 0,20 GCHFR

GTP cyclohydrolase I feedback 
regulator [Source:HGNC 
Symbol;Acc:4194] 
[ENSECAT00000007126]

AAGTGTCCTAGGAAACAACTTTTGT
GAGTACTACGTCAATGACCCTCCTC
GCATAGTCCT

315 A_69_P012238 0,04 0,00 down 1,54 -1,54 -0,62 PLXDC2

plexin domain containing 2 
[Source:HGNC 
Symbol;Acc:21013] 
[ENSECAT00000018697]

CCTATGCTGAGGTTGAACCAGTGGG
AGAGAAAGAAGGTTTCATTGTATCA
GAGCAATGCT

316 A_69_P087936 0,05 0,00 down 1,66 -1,66 -0,73 FAM213B

family with sequence similarity 
213, member B [Source:HGNC 
Symbol;Acc:28390] 
[ENSECAT00000008442]

TGGGAGTCAGATGTGAAGACTCGTT
CTGGAATCTCTGGGCCGGGATGCC
GAATTCTGCCT

317 A_69_P057255 0,03 0,00 down 1,72 -1,72 -0,78 RAB6B

RAB6B, member RAS 
oncogene family [Source:HGNC 
Symbol;Acc:14902] 
[ENSECAT00000026634]

ATCAGGGATCACGTCACTCTTAACA
GCTGTTACTTAAACAACTATTTTTTG
GTTTGGTTG

318 A_69_P018308 0,04 0,00 up 1,12 1,12 0,17 VKORC1
L1

vitamin K epoxide reductase 
complex, subunit 1-like 1 
[Source:HGNC 
Symbol;Acc:21492] 
[ENSECAT00000011515]

ACTTCATTCTTCTTATCATCAACTAC
AAACGACTAGTTTACTTAAATGAGG
CCTGGAAAC

319 A_69_P094831 0,04 0,00 down 2,10 -2,10 -1,07 CRTAC1

cartilage acidic protein 1 
[Source:HGNC 
Symbol;Acc:14882] 
[ENSECAT00000007808]

ATATGGAAGCTACAGGTGCCGGACC
AACAAGAGATGCAGTCGGGGCTATG
AGCCCAACGA



320 A_69_P055850 0,05 0,00 up 1,14 1,14 0,19 NPRL2

nitrogen permease regulator-
like 2 (S. cerevisiae) 
[Source:HGNC 
Symbol;Acc:24969] 
[ENSECAT00000024287]

GACTAGTCCATATTGTCTCAAGGTT
GACCCTCACCTCTGTAAATAAAGTC
ATCCATTTCA

321 A_69_P115816 0,05 0,00 up 5,02 5,02 2,33
APL1_3_H09.g1_A008 Liver 
(APL1) Equus caballus cDNA, 
mRNA sequence [BM780438]

TACAACCTTCCTGTTTCTATGAAATC
TGTGAATTTGAATAAAAGTTGTGACT
CTAAAAAA

322 A_69_P075972 0,04 0,00 up 1,14 1,14 0,19 TARS2

threonyl-tRNA synthetase 2, 
mitochondrial (putative) 
[Source:HGNC 
Symbol;Acc:30740] 
[ENSECAT00000015021]

ACAGAACACCAGGGTGCCAAATGCT
GAAGAGATTTTCTGAGCTTCTGTATA
TAGATGTGA

323 A_69_P062196 0,05 0,00 down 1,99 -1,99 -0,99 PCDHB1
4

protocadherin beta 14 
[Source:HGNC 
Symbol;Acc:8685] 
[ENSECAT00000001099]

GGTGGGAATACGGGGGAAAATGAG
AACTTTAGGAATAGCTTTGGATTCAA
CATTCAATAA

324 A_69_P003436 0,04 0,00 up 2,81 2,81 1,49 LOC1006
30543

Metallothionein  
[Source:UniProtKB/TrEMBL;Acc
:F7DM22] 
[ENSECAT00000015995]

CCCAATTGCTGCATCCCCTTTTCTAT
GAAATATGTGAATGACAATAAAAGTT
ATTGACCT

325 A_69_P004686 0,05 0,00 up 1,18 1,18 0,24 SMAD5
Equus caballus SMAD family 
member 5 (SMAD5), mRNA 
[NM_001163888]

ATTCCTCAGATTATGCCCAGTATATC
CAGTAGAGATGTTCAGCCTGTTGCC
TATGAAGAG

326 A_69_P019207 0,05 0,00 down 1,74 -1,74 -0,80 SYT17

synaptotagmin XVII 
[Source:HGNC 
Symbol;Acc:24119] 
[ENSECAT00000009185]

TCCTTTCTACAACGAGTCCTTCAGCT
TCAAAGTTCCCCAAGAAGAACTGGA
AAATGCCAG

327 A_69_P001293 0,04 0,00 up 1,03 1,03 0,04 ECATH-3
Equus caballus myeloid 
cathelicidin 3 (ECATH-3), 
mRNA [NM_001081930]

GAGGAAGATGGGCACAGATGTTAG
CTCAGGGCTAATCTTCCTCAAATAAA
TAAATAAATA

328 A_69_P108561 0,04 0,00 down 1,10 -1,10 -0,13 ZFP91
PREDICTED: Acinonyx jubatus 
ZFP91 zinc finger protein 
(ZFP91), mRNA

CTTTGATGGGAGAGACAGGTAGTTA
CCTGAATCTAGGTTGAAAAGGTTAT
GTAAAAAGAA



329 A_69_P065091 0,04 0,00 up 1,19 1,19 0,26 SRSF9

serine/arginine-rich splicing 
factor 9 [Source:HGNC 
Symbol;Acc:10791] 
[ENSECAT00000009312]

GAGATCAGCAGTTAACTGTGACTGA
GTCGGCCCATTCTGTTTAGAAATAT
ATTTTAAACA

330 A_69_P116253 0,05 0,00 down 2,06 -2,06 -1,04

LeukoS2_3_C09.b1_A024 
Stimulated peripheral blood 
leukocytes S2 Equus caballus 
cDNA clone 
LeukoS2_3_C09_A024 3', 
mRNA sequence [CD469289]

AAGAAGATTTTTAAAGTTTGAGAGTG
GAAATAAATGGAAGCCCTGAGACCC
TTCCAGAAG

331 A_69_P081270 0,05 0,00 up 7,14 7,14 2,84 LOC1006
30858

Metallothionein  
[Source:UniProtKB/TrEMBL;Acc
:F6VKN2] 
[ENSECAT00000001640]

CACCCCTGACTTGATTGCTACATTC
CTTTTTCTATGAAATGTTTGAGTGGC
AATAAACTC

332 A_69_P072567 0,04 0,00 up 1,07 1,07 0,10 DENND5
A

DENN/MADD domain 
containing 5A [Source:HGNC 
Symbol;Acc:19344] 
[ENSECAT00000013955]

GCAGGAGACGGAGAGGAAATGTAC
ACTCACTGTAAAAAGAAAACTAGAG
GATTTTTGGAA

333 A_69_P028266 0,05 0,00 up 1,48 1,48 0,56 LPAR2

lysophosphatidic acid receptor 2 
[Source:HGNC 
Symbol;Acc:3168] 
[ENSECAT00000009394]

AACTCACTGGTCAACGCTGTAGTGT
ACTCGTGCCGTGATGCTGAGATGC
GTCGCACCTTC

334 A_69_P111261 0,04 0,00 down 1,44 -1,44 -0,53 JADE1
PREDICTED: Equus caballus 
jade family PHD finger 1 
(JADE1), mRNA

ACTAGTGGCATATGTCGGGGAATCT
GGGCTTCCAACATGAACGGATTCCT
TAAGAAAAAA

335 A_69_P083138 0,04 0,00 down 2,08 -2,08 -1,06 SCD5

stearoyl-CoA desaturase 5 
[Source:HGNC 
Symbol;Acc:21088] 
[ENSECAT00000015537]

TGCGAGTGAATTTGGCCTAAATTTC
AACCCAACCACCTGGTTCATTGACT
TCATGTGCTG

336 A_69_P103632 0,05 0,00 down 1,67 -1,67 -0,74 SLC15A4

PREDICTED: Equus caballus 
solute carrier family 15 
(oligopeptide transporter), 
member 4 (SLC15A4), mRNA 
[XM_005615190]

TGAACTTGGACTGTTGGACGGCCTC
TGACTTCTGTTTCCTTATTTTACATG
TATGTGGGG



337 A_69_P003017 0,05 0,00 up 1,19 1,19 0,25 SMAD5
Equus caballus SMAD family 
member 5 (SMAD5), mRNA 
[NM_001163888]

ACTCTCAAAAGTGTTGTGAACGATG
CAGAGTAAGTATGATGCCCCAGTTC
AAAAGTTTGG

338 A_69_P114808 0,05 0,00 down 1,59 -1,59 -0,67

HL02021B2B03 Equine 
placenta cDNA Library Equus 
caballus cDNA clone 
HL02021B2B03, mRNA 
sequence [DN511039]

TGGAGCTTGTTCTTTTGCTGGATGA
GCACTCAAATTTTCTTTCCTGCAAAG
ATTGTTTCA

339 A_69_P065077 0,05 0,00 down 1,31 -1,31 -0,39 RNF10

ring finger protein 10 
[Source:HGNC 
Symbol;Acc:10055] 
[ENSECAT00000013662]

GGGGGTTTCCACAGTGTGAGGGGG
AACCAAGAAAATTTTAAATACAGTGT
ATTTTCCAGC

340 A_69_P107044 0,04 0,00 down 1,97 -1,97 -0,98 FBLN7
PREDICTED: Equus caballus 
fibulin 7 (FBLN7), mRNA 
[XM_001916548]

CATTCCATAGAACCATATAGAATGGT
TTTCTACAAAATGCTCCATTCTGAGG
ACATACGA

341 A_69_P004149 0,04 0,00 up 1,17 1,17 0,22 SOD2

Equus caballus superoxide 
dismutase 2, mitochondrial 
(SOD2), mRNA 
[NM_001082517]

CATTTGGAATGTGATCAACTGGGAG
AATGTATCTGAAAGATACATGGCTT
GCAAAAAGTA

342 A_69_P026867 0,04 0,00 up 1,41 1,41 0,49 SMARCA
2

SWI/SNF related, matrix 
associated, actin dependent 
regulator of chromatin, 
subfamily a, member 2 
[Source:HGNC 
Symbol;Acc:11098] 
[ENSECAT00000026315]

ATCTCCTATGTTACCAATGTGTATCG
TCTCCTTCTCCCTAAAGTGTACTTAA
TCTTTGCT

343 A_69_P012301 0,04 0,00 down 1,55 -1,55 -0,63 PTPLA

protein tyrosine phosphatase-
like (proline instead of catalytic 
arginine), member A 
[Source:HGNC 
Symbol;Acc:9639] 
[ENSECAT00000021501]

CACGGTGCTTTTTCCAGAACAATCA
GGATCACTTGAGTCCAAGTTTTAATA
ACAAGAATA



344 A_69_P045208 0,04 0,00 up 1,12 1,12 0,17

chromosome 8 open reading 
frame 33 [Source:HGNC 
Symbol;Acc:26104] 
[ENSECAT00000012375]

TCCAGTATTAGGTGTAGTAGCTGTT
GGTAATGAGGATTAGTGGGAAAGCT
GCATAGTTGT

345 A_69_P077890 0,05 0,00 up 1,11 1,11 0,16 KMT2E

lysine (K)-specific 
methyltransferase 2E 
[Source:HGNC 
Symbol;Acc:18541] 
[ENSECAT00000018531]

ACAGATTCCAATTCACAGAGCACAG
GTGCCACCAACATTTCAGAACAATT
ACCATGGTTC

346 A_69_P012240 0,05 0,00 down 1,50 -1,50 -0,59 PLXDC2

plexin domain containing 2 
[Source:HGNC 
Symbol;Acc:21013] 
[ENSECAT00000018697]

CTGCCTATGCTGAGGTTGAACCAGT
GGGAGAGAAAGAAGGTTTCATTGTA
TCAGAGCAAT

347 A_69_P117884 0,03 0,00 down 6,56 -6,56 -2,71
AGCCCATTGAAGCCATTTACCTGAC
CCTAGAGCTTTTATCATAATTAAACA
TGATTATGG

348 A_69_P119106 0,05 0,00 down 2,22 -2,22 -1,15 MYF5

myogenic factor 5 
[Source:HGNC 
Symbol;Acc:7565] 
[ENSECAT00000021416]

TGTGCTATGAACTAAAAATCTAGTCT
AGATCAGTTCTGCCAGGAGGGCCTA
TTACACAGG

349 A_69_P102589 0,05 0,00 up 1,79 1,79 0,84 ABCA1

PREDICTED: Equus caballus 
ATP-binding cassette, sub-
family A (ABC1), member 1 
(ABCA1), mRNA 
[XM_001493790]

CAGAGATTCCTGCCTTTGCTTCTTTT
GGACACTCTGGAAACCTTATTAACA
ACTGTGAAT

350 A_69_P062961 0,04 0,00 up 1,99 1,99 1,00 PRR16
proline rich 16 [Source:HGNC 
Symbol;Acc:29654] 
[ENSECAT00000017745]

AATCCTACGTTCAGCAAAGTGGCAT
AAAAATCACCTGGTAAGTATGCAGT
ATGGTTGTAT

351 A_69_P013616 0,05 0,00 down 1,33 -1,33 -0,41 ALAD

aminolevulinate dehydratase 
[Source:HGNC 
Symbol;Acc:395] 
[ENSECAT00000016415]

ACACACCTCTGCTCTTGCAGTGGCT
GAAGGAGTGATGGAGAGAGTGTGG
AAGCCCCAAGA



352 A_69_P057506 0,04 0,00 up 1,56 1,56 0,64 PCOLCE
2

procollagen C-endopeptidase 
enhancer 2 [Source:HGNC 
Symbol;Acc:8739] 
[ENSECAT00000021960]

CCAAGTGGGTGAAGATGGGCGAGG
CAAAATCATGCCAAACAGCTTTATCA
TGATGTTCAA

353 A_69_P108956 0,05 0,00 up 1,23 1,23 0,30

CT02032A1A11 Equine 
Articular Cartilage cDNA Library 
Equus caballus cDNA clone 
CT02032A1A11, mRNA 
sequence [CX602199]

GGCAGCTGCACTGGTTTACTTTAAA
ATGTACAGATCTTCCCATTAAATTCA
TGATAGATT

354 A_69_P081268 0,05 0,00 up 7,18 7,18 2,84 LOC1006
30858

Metallothionein  
[Source:UniProtKB/TrEMBL;Acc
:F6VKN2] 
[ENSECAT00000001640]

CCCCTGACTTGATTGCTACATTCCTT
TTTCTATGAAATGTTTGAGTGGCAAT
AAACTCAT

355 A_69_P102588 0,04 0,00 up 1,71 1,71 0,77 ABCA1

PREDICTED: Equus caballus 
ATP-binding cassette, sub-
family A (ABC1), member 1 
(ABCA1), mRNA 
[XM_001493790]

AGAGATTCCTGCCTTTGCTTCTTTTG
GACACTCTGGAAACCTTATTAACAA
CTGTGAATA

356 A_69_P083006 0,05 0,00 down 1,26 -1,26 -0,34 HSD17B1
1

hydroxysteroid (17-beta) 
dehydrogenase 11 
[Source:HGNC 
Symbol;Acc:22960] 
[ENSECAT00000008370]

CCTGAGCGTTTCTTGGCAATTTTAAA
ACGAAAGATGGATATAAAGTTTGAT
GCAGTGATT

357 A_69_P033766 0,03 0,00 up 1,28 1,28 0,36 NXPH3
neurexophilin 3 [Source:HGNC 
Symbol;Acc:8077] 
[ENSECAT00000018278]

GCACAGACTATAGGCTGGTCCAGAA
GGTGTGCCCAGATTACAACTACCAC
AGTGATACCC

358 A_69_P071112 0,04 0,00 up 1,24 1,24 0,31 RPS3

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F7BA94] 
[ENSECAT00000014732]

TGGCAGCTGGATCTGGAGTCTGGAT
GTTGCTCTATAAAGACCTTTAATAAA
ATGTTTTTA

359 A_69_P086357 0,04 0,00 up 1,14 1,14 0,19 EIF3I

eukaryotic translation initiation 
factor 3, subunit I 
[Source:HGNC 
Symbol;Acc:3272] 
[ENSECAT00000014469]

CGGAAAGTTTTGGACTATGAGAAGT
AAATCAGTTTGGGAATAAATTGTTAC
TGGTCAGAT



360 A_69_P114726 0,05 0,00 up 1,45 1,45 0,54 POC1A
PREDICTED: Equus caballus 
POC1 centriolar protein A 
(POC1A), mRNA

TGTGGGACTTGGGTAAATAAATAAA
GGGGATTCCACTCTGTGGGAACCAC
ATCCAAAAAA

361 A_69_P113586 0,03 0,00 down 1,60 -1,60 -0,68 LAMA5
PREDICTED: Equus caballus 
laminin, alpha 5 (LAMA5), 
partial mRNA

AGATAAATATACACGAACTTCCTCTG
TGAAACGGGCTGAGGGCAGTGTTG
TCAGTAAGCT

362 A_69_P054366 0,03 0,00 up 1,17 1,17 0,23 METTL1

methyltransferase like 1 
[Source:HGNC 
Symbol;Acc:7030] 
[ENSECAT00000009295]

AAGTGCTACGCAATGGAGGAAAGAA
TTTCCCAGCCATCTTCCGAAGAATA
CAGGATCTCA

363 A_69_P114763 0,04 0,00 up 1,16 1,16 0,21 ANKRD1
3A

Select seq 
ref|XM_001496710.5| 
PREDICTED: Equus caballus 
ankyrin repeat domain 13A 
(ANKRD13A), transcript variant 
X2, mRNA

AAGTCAGTTAAAAAGGGACTGAGCA
TTTTGTAAACCTGTCCCGGTGTTTTT
CATGTTATG

364 A_69_P022611 0,04 0,00 down 1,36 -1,36 -0,44 DCAF5

DDB1 and CUL4 associated 
factor 5 [Source:HGNC 
Symbol;Acc:20224] 
[ENSECAT00000010943]

CACCGAGTTGAATTGGAAGATACAG
ATTCAGAGAATTCCTCCTCAGAGAA
GAAATTAAAA

365 A_69_P103846 0,05 0,00 down 1,85 -1,85 -0,89 TPD52
TSA: Equus caballus 
contig27111.EqcaPBMC mRNA 
sequence. [JL640875]

AGAGCTTCTGTTAGCACTTTAGATA
CAAGTGAAACTACGCTCTATTACAT
GTGAAAAGCT

366 A_69_P068801 0,05 0,00 down 2,06 -2,06 -1,04 MCAM

melanoma cell adhesion 
molecule [Source:HGNC 
Symbol;Acc:6934] 
[ENSECAT00000013706]

ATTTGTAGTTGAAGTTAAGTCAGATA
AACTCCCAGAAGAGATGGGCCTCCT
ACAGGGCAG

367 A_69_P012851 0,04 0,00 up 1,17 1,17 0,23 RGP1

RGP1 retrograde golgi transport 
homolog (S. cerevisiae) 
[Source:HGNC 
Symbol;Acc:21965] 
[ENSECAT00000010431]

CATTAATTTATTCAGAATAAACTGGC
AGCTGCTAGTGGTTTCCCTGGAAGT
GGCAGCAGC



368 A_69_P032002 0,05 0,00 down 1,31 -1,31 -0,39 HN1

hematological and neurological 
expressed 1 [Source:HGNC 
Symbol;Acc:14569] 
[ENSECAT00000020042]

CTGCACAACTTGAGCCTGACTGTAC
ATCTTTTGGATTTGTTTCATTAAAAA
AGAAGCACT

369 A_69_P043722 0,04 0,00 down 1,84 -1,84 -0,88 FAM110B

family with sequence similarity 
110, member B [Source:HGNC 
Symbol;Acc:28587] 
[ENSECAT00000004724]

CATCAAGTGGTTATATAGCATCAAAC
AAGCTAGAGAGTCACAGAAGGTCTC
CCACGTGTA

370 A_69_P110531 0,03 0,00 down 1,42 -1,42 -0,51

CT02034A1E10 Equine 
Articular Cartilage cDNA Library 
Equus caballus cDNA clone 
CT02034A1E10, mRNA 
sequence [CX602929]

CCGTTCTCTCCCTTAATGTTTACGTT
GGTTTGCAATACATAAAGAAACAAT
GACAACAGA

371 A_69_P105417 0,04 0,00 down 1,22 -1,22 -0,28 CSNK1E

PREDICTED: Equus caballus 
casein kinase 1, epsilon 
(CSNK1E), transcript variant 
X5, mRNA

GAAGAACTTTGGGGGGAATTTTGTA
CTTTTTTCCTGTGTAAATATTGGACT
TTTTTGAGC

372 A_69_P031116 0,05 0,00 down 1,84 -1,84 -0,88 ST3GAL6

ST3 beta-galactoside alpha-2,3-
sialyltransferase 6 
[Source:HGNC 
Symbol;Acc:18080] 
[ENSECAT00000010985]

GTTGCTGCCTGGTCATTCATAACCA
CCGGCTTAATTTCTGTGAATATATTT
AATTTATGA

373 A_69_P019816 0,05 0,00 up 1,29 1,29 0,36 AMDHD2

N-acetylglucosamine-6-
phosphate deacetylase  
[Source:UniProtKB/TrEMBL;Acc
:F6PZ12] 
[ENSECAT00000013192]

AACGCCTTCCAGGACGTGCTGGACA
CCTATGGTTCCCTGGACAACGTCTG
CATTGTGACA

374 A_69_P057254 0,03 0,00 down 1,63 -1,63 -0,70 RAB6B

RAB6B, member RAS 
oncogene family [Source:HGNC 
Symbol;Acc:14902] 
[ENSECAT00000026634]

TCAGGGATCACGTCACTCTTAACAG
CTGTTACTTAAACAACTATTTTTTGG
TTTGGTTGT



375 A_69_P017487 0,03 0,00 up 1,21 1,21 0,27 NUDT1

nudix (nucleoside diphosphate 
linked moiety X)-type motif 1 
[Source:HGNC 
Symbol;Acc:8048] 
[ENSECAT00000009517]

CAGATACTGGTTTCCCCTCTTGCTT
CAGAAGAAGAAATTCCATGGGTACT
TCAAGTTCCG

376 A_69_P117831 0,04 0,00 down 1,27 -1,27 -0,34 CALM1

calmodulin 1 (phosphorylase 
kinase, delta) [Source:HGNC 
Symbol;Acc:1442] 
[ENSECAT00000009414]

GAAAAATGAAAGATACAGACAGCGA
AGAAGAAATCCGTGAGGCATTCCGA
GTCTTTGACA

377 A_69_P057251 0,05 0,00 down 1,65 -1,65 -0,73 RAB6B

RAB6B, member RAS 
oncogene family [Source:HGNC 
Symbol;Acc:14902] 
[ENSECAT00000026634]

GGGATCACGTCACTCTTAACAGCTG
TTACTTAAACAACTATTTTTTGGTTT
GGTTGTAAT

378 A_69_P114730 0,04 0,00 up 1,46 1,46 0,55 POC1A

HL02021A1F07 Equine 
placenta cDNA Library Equus 
caballus cDNA clone 
HL02021A1F07, mRNA 
sequence [DN510872]

GTACTGTGGGACTTGGGTAAATAAA
TAAAGGGGATTCCACTCTGTGGGAA
CCACATCCAA

379 A_69_P095969 0,04 0,00 up 1,32 1,32 0,40 PLAC9

placenta-specific 9 
[Source:HGNC 
Symbol;Acc:19255] 
[ENSECAT00000011851]

AACAGAGCCGTGCATTCTGGCCTTC
CTTCCTCAGCTTTGTACACAATAAAA
GCTACTTCT

380 A_69_P066921 0,03 0,00 down 1,15 -1,15 -0,21 PIGN

phosphatidylinositol glycan 
anchor biosynthesis, class N 
[Source:HGNC 
Symbol;Acc:8967] 
[ENSECAT00000001039]

ACAAGCATCAGCCACTACGTGATTG
TCATGTCCATGACCATGGTTCTGGT
CTTTCTCAAT

381 A_69_P028466 0,04 0,00 down 1,26 -1,26 -0,33 KIF2A

kinesin heavy chain member 2A 
[Source:HGNC 
Symbol;Acc:6318] 
[ENSECAT00000021029]

GTGGACATAGCTGCTGGACCATTCC
ATCTTATATGTAAAGAAATCTGGAAT
TATGATTTT



382 A_69_P038418 0,05 0,00 up 1,42 1,42 0,51 RPS18

ribosomal protein S18 
[Source:HGNC 
Symbol;Acc:10401] 
[ENSECAT00000016886]

CGCACCGTGGGTGTGTCTAAGAAG
AAATAAATCTGTAGGCTTTGTCTGTT
AATAAATAGT

383 A_69_P066439 0,04 0,00 down 2,10 -2,10 -1,07 GAREM

GRB2 associated, regulator of 
MAPK1 [Source:HGNC 
Symbol;Acc:26136] 
[ENSECAT00000012124]

AAATTGAGCAAACTGCAGGTGAAGA
AAATCATGCAATTCATTAATGGCTG
GAGGCCCAAA

384 A_69_P065110 0,05 0,00 down 1,24 -1,24 -0,31 LOC1000
53420

Cytochrome c oxidase subunit 
6A, mitochondrial  
[Source:UniProtKB/TrEMBL;Acc
:F6RVC7] 
[ENSECAT00000013033]

TCCTGACCTTCCGTCCCTTTGCTTAT
GGCAGGAGATGGCTTAAATAAATAA
CTTAGATTA

385 A_69_P000961 0,03 0,00 down 1,66 -1,66 -0,73 FST Equus caballus follistatin (FST), 
mRNA [NM_001081811]

GCTAGTCTGCTGTACCTTTTAAATCA
GTTCTTTTTCAACCAGTGTGTCACTA
AAAGTTAT

386 A_69_P123562 0,04 0,00 down 1,46 -1,46 -0,54 LYRM9

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6Z674] 
[ENSECAT00000010046]

TCCAGCAGATTATTAAAAGAGCCAT
AGAAGATGCCGACTGGATCATGAAC
AAATATAAAA

387 A_69_P119956 0,04 0,00 down 1,14 -1,14 -0,19
TAAAGAAATAAAAGGGGCTCTGAAA
AGTGTGCTCAAGAGAAAGTGCCCCT
CCTTGCCCAA

388 A_69_P057507 0,04 0,00 up 1,62 1,62 0,70 PCOLCE
2

procollagen C-endopeptidase 
enhancer 2 [Source:HGNC 
Symbol;Acc:8739] 
[ENSECAT00000021960]

CAATGTCCTCTCCTCAGAAGAGGTC
TAAATTACATTATTATGGGCCAAGTG
GGTGAAGAT

389 A_69_P082419 0,05 0,00 up 1,06 1,06 0,08 COX4I1

cytochrome c oxidase subunit 
IV isoform 1 [Source:HGNC 
Symbol;Acc:2265] 
[ENSECAT00000012285]

AGCATATATTTACTGGAAACCGTCA
CGTCGTGTACCAGTGCTAATAAATG
AGCAGTTTAC



390 A_69_P043686 0,03 0,00 down 1,40 -1,40 -0,48 CHD7

chromodomain helicase DNA 
binding protein 7 
[Source:HGNC 
Symbol;Acc:20626] 
[ENSECAT00000003445]

TTGCTGCCAACTGTAGTAATGATGC
TTTTAATAAAAGTGACCCATGATATG
CAGAGATGT

391 A_69_P105926 0,05 0,00 up 1,12 1,12 0,17 CPNE3 PREDICTED: Equus caballus 
copine III (CPNE3), mRNA

CCCGATAACACGTGTGTAAGTTACT
AATATGTGAATTGTGTTAAATGTATC
TTCCGTTTG

392 A_69_P038419 0,03 0,00 up 1,47 1,47 0,55 RPS18

ribosomal protein S18 
[Source:HGNC 
Symbol;Acc:10401] 
[ENSECAT00000016886]

CCGCACCGTGGGTGTGTCTAAGAA
GAAATAAATCTGTAGGCTTTGTCTGT
TAATAAATAG

393 A_69_P107033 0,05 0,00 down 1,15 -1,15 -0,20 FAM20B

PREDICTED: Equus caballus 
family with sequence similarity 
20, member B (FAM20B), 
transcript variant X1, mRNA 
[XM_001916737]

ATGTGTTTATTCCAGAGTGGGGAAA
TATGGGTACAGAGGTTTCATCCTAA
AATTGTTCTT

394 A_69_P050961 0,04 0,00 up 1,15 1,15 0,21 ILKAP

integrin-linked kinase-
associated serine/threonine 
phosphatase [Source:HGNC 
Symbol;Acc:15566] 
[ENSECAT00000026603]

TTCTGTGTGTCTCGTGTACTCCTGT
GGGACTCCCATGGTTGTAAATAAAG
GTTTCTTTCT

395 A_69_P081401 0,04 0,00 down 1,80 -1,80 -0,85 MMP15

matrix metallopeptidase 15 
(membrane-inserted) 
[Source:HGNC 
Symbol;Acc:7161] 
[ENSECAT00000000336]

TACTGGAAGTTCGACAACGAGCGTC
TGCGAATGGAGCCTGGCTACCCCAA
ATCCATCCTG

396 A_69_P104923 0,04 0,00 down 1,31 -1,31 -0,39 MAP1LC
3B

TSA: Equus caballus 
contig01082.EqcaPBMC mRNA 
sequence. [JL617449]

AGAAATTCTGCTTTTTAAAAAACAAA
AATACCATGCTGAGAGGGGGACTTA
CATCCCACA

397 A_69_P066436 0,03 0,00 down 2,01 -2,01 -1,01 GAREM

GRB2 associated, regulator of 
MAPK1 [Source:HGNC 
Symbol;Acc:26136] 
[ENSECAT00000012124]

TATAGCCAAATGACCCCAGCTAGTA
TTGAACGAAACTGATACATGTGTGT
GCTAGAAGGG



398 A_69_P009086 0,04 0,00 up 1,33 1,33 0,42 ALKBH3

alkB, alkylation repair homolog 
3 (E. coli) [Source:HGNC 
Symbol;Acc:30141] 
[ENSECAT00000011166]

AACTCACTGCTCTGCAATCTTTACC
GAAATGAGAAGGACAGTGTGGACT
GGCATAGTGAT

399 A_69_P125825 0,05 0,00 down 1,25 -1,25 -0,32 PMAIP1

PREDICTED: Equus caballus 
phorbol-12-myristate-13-acetate-
induced protein 1 (PMAIP1), 
mRNA [XM_003365575]

GACAAACTGAATTTCCGGCAGAAAC
TTCTGAATCTCATAGCCAAACTCTTC
CGCTCAGGA

400 A_69_P074260 0,03 0,00 down 1,23 -1,23 -0,30 KCNH1

potassium voltage-gated 
channel, subfamily H (eag-
related), member 1 
[Source:HGNC 
Symbol;Acc:6250] 
[ENSECAT00000000575]

ACTCAGGATATTAACTTCCAGAAGAT
CCTCTCAGTCTCCCCAGGAGCTGTT
TGAAATATC

401 A_69_P030281 0,04 0,00 down 1,70 -1,70 -0,76 BDH1

3-hydroxybutyrate 
dehydrogenase, type 1 
[Source:HGNC 
Symbol;Acc:1027] 
[ENSECAT00000005089]

CGGATGCAGATCATGACCCACTTTC
CCGGAGCAATCTCTGACAAGATCTA
CATACACTGA

402 A_69_P096171 0,05 0,00 up 1,21 1,21 0,27 MTR

5-methyltetrahydrofolate-
homocysteine 
methyltransferase 
[Source:HGNC 
Symbol;Acc:7468] 
[ENSECAT00000023851]

TATGCTTTGAGGAAGAACATGTCTG
TGGCTGAGGTTGAGAAATGGCTTGG
ACCCATTTTG

403 A_69_P003437 0,04 0,00 up 2,80 2,80 1,48 LOC1006
30543

Metallothionein  
[Source:UniProtKB/TrEMBL;Acc
:F7DM22] 
[ENSECAT00000015995]

ACCCAATTGCTGCATCCCCTTTTCTA
TGAAATATGTGAATGACAATAAAAGT
TATTGACC

404 A_69_P063341 0,04 0,00 down 1,37 -1,37 -0,46 ANKRD3
2

ankyrin repeat domain 32 
[Source:HGNC 
Symbol;Acc:25408] 
[ENSECAT00000016750]

GCAAAACTGTGGTATAGACTCCTGT
CTTTTTCCAGTGTATAGAATTTGACT
CAAAAGTAA



405 A_69_P105859 0,05 0,00 up 1,16 1,16 0,21 GNA12

PREDICTED: Equus caballus 
guanine nucleotide binding 
protein (G protein) alpha 12 
(GNA12), transcript variant X3, 
mRNA [XM_005598542]

TCCCCTCTGTGTATTACTCTACTAAA
AAAGTCTGTCTATTGTGTTTAGGACT
TTTCCTAG

406 A_69_P102192 0,04 0,00 up 5,21 5,21 2,38
APL1_9_G09.g1_A008 Liver 
(APL1) Equus caballus cDNA, 
mRNA sequence [BM780851]

ACAACTTGCCTGTTTCTATGAGATCT
GTGAATTCCAAATAAACGTGTGTTG
ACTCTAAAA

407 A_69_P111986 0,05 0,00 down 1,06 -1,06 -0,08 LAMP2

Select seq 
ref|XM_014729148.1| 
PREDICTED: Equus caballus 
lysosomal-associated 
membrane protein 2 (LAMP2), 
transcript variant X5, mRNA

CAGCAAAAAAGAAGAGGATTGGTGG
CAGATGTTAGCTCAGGGCTAATCTT
CCTCAAAAAA

408 A_69_P114570 0,04 0,00 up 1,21 1,21 0,27 FAM134A

Select seq 
ref|XM_014740307.1| 
PREDICTED: Equus caballus 
family with sequence similarity 
134 member A (FAM134A), 
partial mRNA

CTGACAGTGTGATATGTTTAGTGAG
ACTTAGCATGTGTGAATAAAGTGTAT
GCAGGAGGA

409 A_69_P003576 0,04 0,00 down 1,21 -1,21 -0,28 SMAD1
Equus caballus SMAD family 
member 1 (SMAD1), mRNA 
[NM_001163882]

GCTCTCGTACATTGAGTACTTTTATT
CCAAAACTAGTGGGTTTTCTCTACT
GGAAATTTT

410 A_69_P080911 0,04 0,00 down 1,36 -1,36 -0,45

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F7DHT1] 
[ENSECAT00000007776]

AGTTTCCCAGACAAGCAAAACCTGA
AGGAGTTTACCACCAAGAAACCAAG
CTTACAAGAA

411 A_69_P085920 0,04 0,00 down 1,40 -1,40 -0,49 MACF1

microtubule-actin crosslinking 
factor 1 [Source:HGNC 
Symbol;Acc:13664] 
[ENSECAT00000017611]

GCGCGGTGCAGGGTTGTAAACCTG
CTTTATCTTTTAGGATTATTCCTAAA
TGCATCTTCT



412 A_69_P097521 0,05 0,00 down 1,26 -1,26 -0,33 DNAJA4

DnaJ (Hsp40) homolog, 
subfamily A, member 4 
[Source:HGNC 
Symbol;Acc:14885] 
[ENSECAT00000025523]

TTCTAGATGATCCTCCTCAAGAATAA
AAGCACATCTGTGGATTGGACTTGG
CTGCAGTGC

413 A_69_P029736 0,03 0,00 down 3,02 -3,02 -1,59 KCNMB2

potassium large conductance 
calcium-activated channel, 
subfamily M, beta member 2 
[Source:HGNC 
Symbol;Acc:6286] 
[ENSECAT00000009305]

GGGGGGAAGAAGGAGGGATTGGTT
TTAAACAAAAACATTCCATCTTTTATT
TAACATCAA

414 A_69_P122692 0,05 0,00 down 1,70 -1,70 -0,77 KCNK12
TTTCCATCTCTCAGACCCTGGCGCT
TTCTTAATCTCTATCCAATAAAATGA
AACCAAAAA

415 A_69_P107353 0,05 0,00 up 1,15 1,15 0,20 HN1L

PREDICTED: Equus caballus 
hematological and neurological 
expressed 1-like (HN1L), mRNA 
[XM_001497464]

CTGTTCTCACCCTCTACGCTGCATT
GAGAAATTACTAGTTTCTATTTTTCT
TAAGCCTTA

416 A_69_P122511 0,03 0,00 up 1,29 1,29 0,37 TMEM24
3

transmembrane protein 243, 
mitochondrial [Source:HGNC 
Symbol;Acc:21707] 
[ENSECAT00000029037]

TTTTCTATCATCATGTTATGTATATG
TGCAAACCTGTACTTCCATGATGTG
GGAAAGTGA

417 A_69_P021621 0,04 0,00 up 1,17 1,17 0,23 NHP2L1

NHP2 non-histone chromosome 
protein 2-like 1 (S. cerevisiae) 
[Source:HGNC 
Symbol;Acc:7819] 
[ENSECAT00000000315]

GTCTCGTTTTGTCTGTTTTAGCATGT
AGTATTTCCAGCTACCTTCTCCTGAT
ATAAAATA

418 A_69_P034651 0,04 0,00 down 1,44 -1,44 -0,53 LYRM9

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6Z674] 
[ENSECAT00000010046]

ACAAATATAAAAAACAAAACTGAGAC
TCCAGGGCCTGAGAGCTCTCCTCTC
CTGGAGTTC

419 A_69_P062470 0,04 0,00 down 1,20 -1,20 -0,27 FAM53C

family with sequence similarity 
53, member C [Source:HGNC 
Symbol;Acc:1336] 
[ENSECAT00000001697]

GTCTGTGTGTGTTAAACATGAGGTC
CTGCCTCTGTGGCTGTGTTTGAAAA
AATAAAGTTT



420 A_69_P117226 0,04 0,00 up 1,18 1,18 0,23 STK39

PREDICTED: Equus caballus 
serine threonine kinase 39 
(STK39), mRNA 
[XM_001494117]

CGGGATGGTACCATTTGCTCTTTCC
TAGCTAACCCTAGATATGGCAGCTC
TTTAATGTAC

421 A_69_P025372 0,03 0,00 up 1,13 1,13 0,18 FITM2

fat storage-inducing 
transmembrane protein 2 
[Source:HGNC 
Symbol;Acc:16135] 
[ENSECAT00000025439]

TCCCCAGAGCTGTAGTTTGAATTTG
AAGCGAGACAGTTACAAGGAATAAA
AGAGAAACAA

422 A_69_P105383 0,04 0,00 down 2,39 -2,39 -1,26 NCALD

PREDICTED: Equus caballus 
neurocalcin delta (NCALD), 
transcript variant X2, mRNA 
[XM_005613237]

CCATTGTCATTGCTGTGTTGAGGGA
CTTCTGGAAATGGAGTCCGTTCTGT
CTGAAATCAA

423 A_69_P111262 0,04 0,00 down 1,44 -1,44 -0,52 JADE1

CT02037B2G01 Equine 
Articular Cartilage cDNA Library 
Equus caballus cDNA clone 
CT02037B2G01, mRNA 
sequence [CX604288]

CACTAGTGGCATATGTCGGGGAATC
TGGGCTTCCAACATGAACGGATTCC
TTAAGAAAAA

424 A_69_P105381 0,04 0,00 down 2,48 -2,48 -1,31 NCALD

PREDICTED: Equus caballus 
neurocalcin delta (NCALD), 
transcript variant X2, mRNA 
[XM_005613237]

ATTGTCATTGCTGTGTTGAGGGACT
TCTGGAAATGGAGTCCGTTCTGTCT
GAAATCAAGC

425 A_69_P062027 0,05 0,00 up 1,46 1,46 0,54 PRELID2

PRELI domain containing 2 
[Source:HGNC 
Symbol;Acc:28306] 
[ENSECAT00000026846]

GACAGAGTTCATTCAAAGAGGCAGG
ATTTCAATCACAGGGGCTGGCTTTC
TCAACTACAT

426 A_69_P081047 0,04 0,00 down 1,16 -1,16 -0,22 ITFG1

integrin alpha FG-GAP repeat 
containing 1 [Source:HGNC 
Symbol;Acc:30697] 
[ENSECAT00000014564]

AATAACTTGGGTTCTTTATTCACTTG
TGCTGTGCATTTGTGTTCCTTTGTG
GAATGTGTT

427 A_69_P057366 0,04 0,00 up 1,31 1,31 0,39 CEP70

centrosomal protein 70kDa 
[Source:HGNC 
Symbol;Acc:29972] 
[ENSECAT00000023685]

CCTTCTTGAAATCTTAGAAATTGATG
ACTTGGATGCCATTGTACCTGCAGT
AAAGAAATT



428 A_69_P074081 0,05 0,00 up 1,83 1,83 0,87 HMCN1
hemicentin 1 [Source:HGNC 
Symbol;Acc:19194] 
[ENSECAT00000008543]

GGAGCAGTTACTTTCCAAAGATTATT
CTGAACATCTAACAGGACATGTCAA
TGATGTTTT

429 A_69_P123551 0,04 0,00 down 1,69 -1,69 -0,75 TPM3

PREDICTED: Equus caballus 
tropomyosin 3 (TPM3), 
transcript variant X7, mRNA 
[XM_001496243]

CTGACTGTAGGATGTGTTCCATTGC
GAGGATGCTTTCTAACAATAAAAGG
ACTGACCTGA

430 A_69_P104872 0,04 0,00 down 2,27 -2,27 -1,18 ANG

PREDICTED: Equus caballus 
angiogenin, ribonuclease, 
RNase A family, 5 (ANG), 
transcript variant X1, mRNA 
[XM_005602591]

CCCCTAGTAAGTCAGAGTATTAAAA
ATGTACTAGATCATTAAGAATCATTC
ACTCTTCCC

431 A_69_P108178 0,04 0,00 up 1,53 1,53 0,61

CT020017A10A01 Equine 
Articular Cartilage cDNA Library 
Equus caballus cDNA clone 
CT020017A10A01, mRNA 
sequence [CX597091]

AGGGGCACACAAAAAATACTGGTAA
TGTTTCATTTTTAAACTGTCGTGGTA
TATAGGTGC

432 A_69_P102586 0,03 0,00 up 1,80 1,80 0,85 ABCA1

PREDICTED: Equus caballus 
ATP-binding cassette, sub-
family A (ABC1), member 1 
(ABCA1), mRNA 
[XM_001493790]

AGATTCCTGCCTTTGCTTCTTTTGGA
CACTCTGGAAACCTTATTAACAACTG
TGAATATG

433 A_69_P008406 0,05 0,00 down 1,66 -1,66 -0,73 DISP1

dispatched homolog 1 
(Drosophila) [Source:HGNC 
Symbol;Acc:19711] 
[ENSECAT00000015234]

CCTGCTGTATTGACACACTCGGAAC
TTTCTGGTGAAAGTTTGTTAATAAAA
ACACTTTAA

434 A_69_P031057 0,04 0,00 up 2,06 2,06 1,04

ABI family, member 3 (NESH) 
binding protein [Source:HGNC 
Symbol;Acc:17265] 
[ENSECAT00000002615]

GAACCTGTCCAATTTGGAGAAATAG
GTGGTCACACCCAAATCAATTATGT
CCAGTGGTAT

435 A_69_P127891 0,04 0,00 up 1,11 1,11 0,15 RBM17

RNA binding motif protein 17 
[Source:HGNC 
Symbol;Acc:16944] 
[ENSECAT00000009347]

TGATTTTAAGAACTAGAGCACAAGT
CATCTCCAGTGACCCCTAAGTGAGC
TGCAAGCTGA



436 A_69_P103633 0,05 0,00 down 1,56 -1,56 -0,64 SLC15A4

PREDICTED: Equus caballus 
solute carrier family 15 
(oligopeptide transporter), 
member 4 (SLC15A4), mRNA 
[XM_005615190]

ACAGGTTTAGTGCAGTTAAAGGTAA
CTGCAAGTGTACAACGTGAACTTGG
ACTGTTGGAC

437 A_69_P000870 0,04 0,00 down 2,53 -2,53 -1,34 INOS
Equus caballus inducible nitric 
oxide synthase (INOS), mRNA 
[NM_001081769]

CAGGCACTTGGGTCTTCCTTGTATG
TCTCCTTGATGGAGATATTTATATGA
AATGCATTT

438 A_69_P074552 0,05 0,00 down 1,28 -1,28 -0,35 B4GALT3

UDP-Gal:betaGlcNAc beta 1,4- 
galactosyltransferase, 
polypeptide 3 [Source:HGNC 
Symbol;Acc:926] 
[ENSECAT00000023482]

CCCTCTTCTGGACCTGGCTCAGGG
GGCTGGGATTTTGATATATTTTCTAA
TAAAGGACTT

439 A_69_P078172 0,04 0,00 up 1,10 1,10 0,14 MRPS24

mitochondrial ribosomal protein 
S24 [Source:HGNC 
Symbol;Acc:14510] 
[ENSECAT00000015296]

TAAATAGACTCCATGTGTCTTGCCT
CTCAGTCTGTCTTTCCTCTTTAGGTG
AGGGAACTA

440 A_69_P116254 0,04 0,00 down 2,15 -2,15 -1,10

LeukoS2_3_C09.b1_A024 
Stimulated peripheral blood 
leukocytes S2 Equus caballus 
cDNA clone 
LeukoS2_3_C09_A024 3', 
mRNA sequence [CD469289]

GAAGAAGATTTTTAAAGTTTGAGAGT
GGAAATAAATGGAAGCCCTGAGACC
CTTCCAGAA

441 A_69_P065071 0,04 0,00 up 1,32 1,32 0,40 POP5

processing of precursor 5, 
ribonuclease P/MRP subunit (S. 
cerevisiae) [Source:HGNC 
Symbol;Acc:17689] 
[ENSECAT00000010367]

TTCCTGATTCAGTACAACCGGAGAC
AGCTGTTGATCTTGTTGCAACACTG
CACTGATGAA

442 A_69_P063632 0,04 0,00 up 1,65 1,65 0,72 F2RL2

coagulation factor II (thrombin) 
receptor-like 2 [Source:HGNC 
Symbol;Acc:3539] 
[ENSECAT00000010830]

TATCTCATAGCCTTGTGCCTCGGTA
GCTTGAACAGTTGCCTAGATCCATT
CCTTTATTTT



443 A_69_P057252 0,04 0,00 down 1,60 -1,60 -0,68 RAB6B

RAB6B, member RAS 
oncogene family [Source:HGNC 
Symbol;Acc:14902] 
[ENSECAT00000026634]

AGGGATCACGTCACTCTTAACAGCT
GTTACTTAAACAACTATTTTTTGGTT
TGGTTGTAA

444 A_69_P003440 0,04 0,00 up 2,78 2,78 1,48 LOC1006
30543

Metallothionein  
[Source:UniProtKB/TrEMBL;Acc
:F7DM22] 
[ENSECAT00000015995]

GCTGACCCAATTGCTGCATCCCCTT
TTCTATGAAATATGTGAATGACAATA
AAAGTTATT

445 A_69_P091481 0,05 0,00 down 1,21 -1,21 -0,27 NHSL2

Select seq 
ref|XM_005614263.2| 
PREDICTED: Equus caballus 
NHS like 2 (NHSL2), transcript 
variant X1, mRNA

ATAAACATGCAAGTTTGCGACACTC
GTTGTTTAACACAGAGACAGCCGTG
AACCCCAAGT

446 A_69_P062214 0,05 0,00 down 1,65 -1,65 -0,72 PCDHB7

protocadherin beta 7 
[Source:HGNC 
Symbol;Acc:8692] 
[ENSECAT00000001301]

TCACAGAACACAGGGAGGGAAGTG
GAAGAAAATCCTTCATTTGGGAATG
ATTTGGGTTTC

447 A_69_P026866 0,04 0,00 up 1,39 1,39 0,48

SWI/SNF related, matrix 
associated, actin dependent 
regulator of chromatin, 
subfamily a, member 2 
[Source:HGNC 
Symbol;Acc:11098] 
[ENSECAT00000026315]

TTGCACAATGTCTTTGGTTGCAAGT
CATAAGCCTGAGGCAAATAAAATTC
CAGTAATTTC

448 A_69_P076606 0,04 0,00 down 1,46 -1,46 -0,55 PROK1
prokineticin 1 [Source:HGNC 
Symbol;Acc:18454] 
[ENSECAT00000023120]

AGGAGACGACTGCCACCCCGGCAG
CCACAAGATCCCCTTCTTCAGAAAA
CGCCAGCACCA

449 A_69_P037401 0,04 0,00 down 1,15 -1,15 -0,20 ZSCAN16

zinc finger and SCAN domain 
containing 16 [Source:HGNC 
Symbol;Acc:20813] 
[ENSECAT00000010197]

CGAGTAAGTTCAGCCCTTATTAGAC
ATCAAAGAATTCATACAGCAAATAAG
CTCTACTAA



450 A_69_P065107 0,05 0,00 down 1,25 -1,25 -0,32 LOC1000
53420

Cytochrome c oxidase subunit 
6A, mitochondrial  
[Source:UniProtKB/TrEMBL;Acc
:F6RVC7] 
[ENSECAT00000013033]

TGACCTTCCGTCCCTTTGCTTATGG
CAGGAGATGGCTTAAATAAATAACTT
AGATTAGTC

451 A_69_P116116 0,04 0,00 down 1,39 -1,39 -0,48 CFL2
PREDICTED: Equus asinus 
cofilin 2 (muscle) (CFL2), 
mRNA

GCGTAAAGCCAAAAACTGATAAAAT
TAATGGTTCACATGTTACTTGAGACT
AACTTGGCA

452 A_69_P102741 0,05 0,00 up 1,69 1,69 0,76 CCNG1 Equus caballus cyclin G1 
(CCNG1), mRNA

GTCCTTAGTCCTTAGTAAAAACTTCT
GGAGTGTTAAATCGGCAAGTTTTAA
GAGGGATGT

453 A_69_P056906 0,04 0,00 up 1,35 1,35 0,44 RBMS3

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6RCD0] 
[ENSECAT00000018866]

ATGTGCTGTGCAAATGGTTCCTTCA
CGTGGCGTGACAGTTTATTTTTGCC
ATAATTTTTT

454 A_69_P002421 0,04 0,00 down 4,54 -4,54 -2,18 DQB
Equus caballus MHC class II 
DQ-beta chain (DQB), mRNA 
[NM_001142813]

TTCCAGATCCTCGTGATGCTGGAAA
TGACTCCCCAGCGAGGAGATGTCTA
CACCTGCCAC

455 A_69_P097251 0,04 0,00 up 1,11 1,11 0,15 TM2D3

TM2 domain containing 3 
[Source:HGNC 
Symbol;Acc:24128] 
[ENSECAT00000024103]

CGTACTTTCCCGAAAATGCTGTACT
GCAATTGGACTGGAGGTTATAAGTG
GTCTACTGCT

456 A_69_P120477 0,04 0,00 up 1,80 1,80 0,84 MAPK14

PREDICTED: Equus caballus 
mitogen-activated protein 
kinase 14 (MAPK14), mRNA 
[XM_005604060]

ACACGAGAAACTCACGGTGGATGAA
TGGAAGCAGCACATCTACAAGGAGA
TTGTGAACTT

457 A_69_P122691 0,05 0,00 down 1,71 -1,71 -0,77 KCNK12
TTCCATCTCTCAGACCCTGGCGCTT
TCTTAATCTCTATCCAATAAAATGAA
ACCAAAAAA

458 A_69_P078231 0,04 0,00 up 1,18 1,18 0,24 NPC1L1
NPC1-like 1 [Source:HGNC 
Symbol;Acc:7898] 
[ENSECAT00000025973]

TCTATGTCAACTATGGCTTTGAACTT
CCTGCCAAGAGTGCGGGCGGCAGC
GGCTTTCTGC



459 A_69_P102121 0,04 0,00 down 2,23 -2,23 -1,16 CYTIP

PREDICTED: Equus asinus 
cytohesin 1 interacting protein 
(CYTIP), transcript variant X2, 
mRNA

GCTCTTTGCCTATATTCTAGAGCAG
ATGATCCAGACAATGCTAATAAATAG
TCCTTACTG

460 A_69_P049087 0,05 0,00 up 1,33 1,33 0,41 USP45

ubiquitin specific peptidase 45 
[Source:HGNC 
Symbol;Acc:20080] 
[ENSECAT00000024702]

TTTGAAAGAACCTGATAGTGAGTCG
GCAGGCCAGTGGGTCCATGTTAGT
GATACTTATGT

461 A_69_P020683 0,04 0,00 down 1,73 -1,73 -0,79 TMCC3

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F7AJN5] 
[ENSECAT00000012141]

ATGAAGAGCCGCTTCCACATTGTCG
GCACCTTCTTTGCTGTGACTCTTCTT
GCAATATTT

462 A_69_P109556 0,05 0,00 down 1,42 -1,42 -0,51 PRKAB2

Select seq 
ref|XM_008509324.1| 
PREDICTED: Equus 
przewalskii protein kinase, AMP-
activated, beta 2 non-catalytic 
subunit (PRKAB2), mRNA

ACTCTGAGGTGTCTGAAAACTATGT
GATATAACACATACAGAAATGTGAG
GTTTTTTCCG

463 A_69_P106587 0,05 0,00 up 1,29 1,29 0,36 COLEC1
2

PREDICTED: Equus caballus 
collectin subfamily member 12 
(COLEC12), mRNA

GTTAGCTCACTGATAATGCATCCTTT
CAAAATACTGGACAGGGGTGACGG
AGAAAAACTA

464 A_69_P034654 0,05 0,00 down 1,56 -1,56 -0,65 LYRM9

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6Z674] 
[ENSECAT00000010046]

TGAACAAATATAAAAAACAAAACTGA
GACTCCAGGGCCTGAGAGCTCTCCT
CTCCTGGAG

465 A_69_P056486 0,04 0,00 up 1,24 1,24 0,31 ABHD5

abhydrolase domain containing 
5 [Source:HGNC 
Symbol;Acc:21396] 
[ENSECAT00000023610]

GATGATGTGGGAAAACATACTGACT
GATACAATCCCTCAGCAGTAATTCA
GTCGATGGTG



466 A_69_P111172 0,03 0,00 down 1,82 -1,82 -0,87 FAM110B

Select seq 
ref|XM_014857796.1| 
PREDICTED: Equus asinus 
family with sequence similarity 
110 member B (FAM110B), 
transcript variant X5, mRNA

AGCTGATAGGAAACTTTTTATGGTG
TAAATGCTGTAAGACTTTGTACATAC
TTCGGTTGT

467 A_69_P113228 0,05 0,00 down 2,10 -2,10 -1,07 SLCO2A
1

PREDICTED: Equus 
przewalskii solute carrier 
organic anion transporter 
family, member 2A1 
(SLCO2A1), mRNA

GCTCTGCCTTCAACTGAGCTTACGA
ATGGTGAATGCCAATCTTGAGATTC
TGGAAGATTG

468 A_69_P114666 0,05 0,00 down 1,64 -1,64 -0,72 CPE

PREDICTED: Equus 
przewalskii solute carrier 
organic anion transporter 
family, member 2A1 
(SLCO2A1), mRNA

CTGATTCTATGGCTCTTATGCATCA
GTTGTGGACATGGACTTTAAATAAAT
ATACACACA

469 A_69_P117071 0,05 0,00 up 2,01 2,01 1,01 HMCN1
PREDICTED: Equus caballus 
hemicentin 1 (HMCN1), mRNA 
[XM_001491510]

CTGTACATGGTGGTAACAGACTCTA
GAAGCAATTGCCAAGATGTATTCTA
TTTTTATGAA

470 A_69_P043707 0,04 0,00 up 1,26 1,26 0,33 NSMAF

neutral sphingomyelinase (N-
SMase) activation associated 
factor [Source:HGNC 
Symbol;Acc:8017] 
[ENSECAT00000002019]

ATTTGTGGTTTTAAACTTTCTACATC
ATGGTGACTTCATTAAAAGCCGTTC
GTTGCCATC

471 A_69_P043927 0,04 0,00 down 1,30 -1,30 -0,38 OSGIN2

oxidative stress induced growth 
inhibitor family member 2 
[Source:HGNC 
Symbol;Acc:1355] 
[ENSECAT00000014116]

TCCTTTGGTTGGAGACAATTTTGTTC
GATTCTTAAAGGGAGGGGCATTGG
GTATTACACG

472 A_69_P037826 0,05 0,00 up 1,34 1,34 0,42 RPP21

TRIM39-RPP21 readthrough 
[Source:HGNC 
Symbol;Acc:38845] 
[ENSECAT00000017045]

GCTCCAGTCACCAGTGACAGATTCA
CCCTATCTTCCAAATAAATAAAGTTT
AATTTTGTT



473 A_69_P122694 0,04 0,00 down 1,70 -1,70 -0,77
GCTTTCCATCTCTCAGACCCTGGCG
CTTTCTTAATCTCTATCCAATAAAAT
GAAACCAAA

474 A_69_P105384 0,04 0,00 down 2,51 -2,51 -1,33 NCALD

PREDICTED: Equus caballus 
neurocalcin delta (NCALD), 
transcript variant X2, mRNA 
[XM_005613237]

TCCATTGTCATTGCTGTGTTGAGGG
ACTTCTGGAAATGGAGTCCGTTCTG
TCTGAAATCA

475 A_69_P095886 0,03 0,00 down 1,94 -1,94 -0,96 DUSP13

dual specificity phosphatase 13 
[Source:HGNC 
Symbol;Acc:19681] 
[ENSECAT00000000110]

CCAGTCTAGAGATTCTTTATGCAAAA
GAGAGTTCAGTCTGTCTCTATAATAA
AAGGTTCA

476 A_69_P072781 0,04 0,00 down 1,42 -1,42 -0,51 ABCC8

ATP-binding cassette, sub-
family C (CFTR/MRP), member 
8 [Source:HGNC 
Symbol;Acc:59] 
[ENSECAT00000022793]

CCTCCCACCTGGGGTTTCTAACTGT
AAATCACTTGTAAATAAAGAGATTGG
CTATTTCCT

477 A_69_P010871 0,05 0,00 down 1,17 -1,17 -0,23 ESRRA

estrogen-related receptor alpha 
[Source:HGNC 
Symbol;Acc:3471] 
[ENSECAT00000016651]

CAGAGACTCTATTTTAATGTATATTT
GCTGCAAAGAGAAACCGCTTTTGGT
TTTGAACCT

478 A_69_P114727 0,05 0,00 up 1,46 1,46 0,54 POC1A

HL02021A1F07 Equine 
placenta cDNA Library Equus 
caballus cDNA clone 
HL02021A1F07, mRNA 
sequence [DN510872]

CTGTGGGACTTGGGTAAATAAATAA
AGGGGATTCCACTCTGTGGGAACCA
CATCCAAAAA

479 A_69_P078171 0,05 0,00 up 1,09 1,09 0,12

mitochondrial ribosomal protein 
S24 [Source:HGNC 
Symbol;Acc:14510] 
[ENSECAT00000015296]

AAATAGACTCCATGTGTCTTGCCTC
TCAGTCTGTCTTTCCTCTTTAGGTGA
GGGAACTAG

480 A_69_P064271 0,04 0,00 up 2,94 2,94 1,55 SERPIND
1

serpin peptidase inhibitor, clade 
D (heparin cofactor), member 1 
[Source:HGNC 
Symbol;Acc:4838] 
[ENSECAT00000014670]

GGGGCACTATAATTCTGTTTCCATT
CTAACAATGAGAATGGAGATGTTCT
GAGAAGCTTT



481 A_69_P056271 0,04 0,00 down 1,33 -1,33 -0,42 NBEAL2

neurobeachin-like 2 
[Source:HGNC 
Symbol;Acc:31928] 
[ENSECAT00000016644]

TTTGTTCTACTGGGCACTGCCCAGT
GTGCCCTGCACATCCTCCACCTGAA
TAAACTGCTC

482 A_69_P114569 0,03 0,00 up 1,23 1,23 0,30 FAM134A

HL02019B2G10 Equine 
placenta cDNA Library Equus 
caballus cDNA clone 
HL02019B2G10, mRNA 
sequence [DN510556]

TGACAGTGTGATATGTTTAGTGAGA
CTTAGCATGTGTGAATAAAGTGTAT
GCAGGAGGAA

483 A_69_P027327 0,04 0,00 down 1,42 -1,42 -0,50 BAG1

BCL2-associated athanogene 
[Source:HGNC 
Symbol;Acc:937] 
[ENSECAT00000019100]

GCCACTTTTCCTTCTCCTTCGCCTG
CTCTCAATGAACGAGTATTGTCTTAT
AATCTTAAG

484 A_69_P050551 0,05 0,00 down 1,17 -1,17 -0,22 CUL3
cullin 3 [Source:HGNC 
Symbol;Acc:2553] 
[ENSECAT00000012128]

CTCGGAAAAATGTGAATGTGCCGCG
TTTTGTTTTCAATACTGTATGAAAAC
AGGAAAAAA

485 A_69_P005970 0,04 0,00 up 1,77 1,77 0,82

Equus caballus clone 4-9 
immunoglobulin heavy chain 
variable region mRNA, partial 
cds. [DQ125453]

CCAATATGATTACTTTGCTGGTGCTT
ATGGCCTCATCCCTTATGCTATAAA
GTACTGGGG

486 A_69_P101363 0,04 0,00 up 1,41 1,41 0,50 RPS12

LeukoN2_5_F01.g1_A024 
Unstimulated peripheral blood 
leukocytes N2 Equus caballus 
cDNA clone 
LeukoN2_5_F01_A024 5', 
mRNA sequence [CD466713]

ACTCCCTTTATGAGTGAAGCTTAATA
GTCTGACAAACCTGTAGGTTCTGGG
GCTCATTTC

487 A_69_P099056 0,04 0,00 down 1,62 -1,62 -0,69 C1H15orf
52

chromosome 15 open reading 
frame 52 [Source:HGNC 
Symbol;Acc:33488] 
[ENSECAT00000018101]

AAGTCCAGACTTCCTCTGAGCCACA
AAGAGGAGCAGGGCCCCTGGAACC
CAGAGAAGATA

488 A_69_P034156 0,04 0,00 up 1,33 1,33 0,42 TRIM37

tripartite motif containing 37 
[Source:HGNC 
Symbol;Acc:7523] 
[ENSECAT00000009956]

TTTCCTGATGGCGAACAAATAGGCC
CTGAGGATCTCAGCTTCAATACCGA
TGAAAACAGT



489 A_69_P005417 0,05 0,00 up 1,21 1,21 0,28 ARG2
arginase 2 [Source:HGNC 
Symbol;Acc:664] 
[ENSECAT00000017770]

GAAATACACAATACAGGGTTGCTGT
CAGCACTGGATCTTGTTGAAGTCAA
TCCTTGGGTG

490 A_69_P050382 0,05 0,00 down 1,16 -1,16 -0,22 ABCB6

ATP-binding cassette, sub-
family B (MDR/TAP), member 6 
[Source:HGNC Symbol;Acc:47] 
[ENSECAT00000017470]

TAGTGAGAGAAAGGGACCTTTCAGA
AAAGCACTTTTGGGGGAAATAAAAG
TATGAACAGT

491 A_69_P037953 0,03 0,00 down 1,63 -1,63 -0,71 EQMCE1
Equus caballus MHC class I 
antigen 3.7 (EQMCE1), mRNA 
[NM_001278933]

TCTTGCCATGAGGGATCAATGGGTT
AGTTAAAGGAGAAGATTCCAAAAATT
TGAGAGAGG

492 A_69_P112362 0,04 0,00 up 1,12 1,12 0,16 ENSA

PREDICTED: Equus caballus 
endosulfine alpha (ENSA), 
transcript variant 1, mRNA 
[XM_001490179]

CCACAGAGCCCAGGGGACTTTTTCA
GTATTTGAAATAAAAAAGAAAAGAAG
ACCCACAAA

493 A_69_P105385 0,04 0,00 down 2,50 -2,50 -1,32 NCALD

PREDICTED: Equus caballus 
neurocalcin delta (NCALD), 
transcript variant X2, mRNA 
[XM_005613237]

TGTCCATTGTCATTGCTGTGTTGAG
GGACTTCTGGAAATGGAGTCCGTTC
TGTCTGAAAT

494 A_69_P127481 0,04 0,00 up 2,04 2,04 1,03 LOC1006
30653

Metallothionein  
[Source:UniProtKB/TrEMBL;Acc
:F7DUC3] 
[ENSECAT00000000277]

AAAGAGTGCAGATGCACCTCCTGCA
AGAAGAGCTGCTGCTCCTGCTGCCC
CAGGGGCTGT

495 A_69_P010502 0,05 0,00 up 1,37 1,37 0,46 FADS1

fatty acid desaturase 1 
[Source:HGNC 
Symbol;Acc:3574] 
[ENSECAT00000025250]

TTTCCTTTTTCTAGTTTGGCAGATGC
AGTAGGTTGGTGAGCAAAGAGGAA
GTCAGGAGAG

496 A_69_P015507 0,04 0,00 up 1,27 1,27 0,35 BRF2

BRF2, RNA polymerase III 
transcription initiation factor 50 
kDa subunit [Source:HGNC 
Symbol;Acc:17298] 
[ENSECAT00000017862]

GAAATAGAGCAGTATTTGCGTACCC
CTCAGGAAGTTAGGGACTTTCAAAA
AGCCCAAGCT



497 A_69_P055621 0,03 0,00 up 1,49 1,49 0,58 GNL3

guanine nucleotide binding 
protein-like 3 (nucleolar) 
[Source:HGNC 
Symbol;Acc:29931] 
[ENSECAT00000015819]

GGTGTGTGGTGTACCAGTTTGTTAC
AGTATGGCATATGCTGTATAAATTTT
GTGAATATG

498 A_69_P107043 0,05 0,00 down 1,99 -1,99 -0,99 FBLN7
PREDICTED: Equus caballus 
fibulin 7 (FBLN7), mRNA 
[XM_001916548]

AATGGTTTTCTACAAAATGCTCCATT
CTGAGGACATACGATACTCCTGATG
GACATTTGG

499 A_69_P129026 0,05 0,00 down 1,38 -1,38 -0,46 STK17B
TSA: Equus caballus 
contig26573.EqcaPBMC mRNA 
sequence. [JL616416]

GCACCTGGTGACTATCAAAAAGCCT
GTTATTATGTTAAGATAACTTTAACC
TCATGACAA

500 A_69_P049371 0,05 0,00 up 1,20 1,20 0,27 CDK19

cyclin-dependent kinase 19 
[Source:HGNC 
Symbol;Acc:19338] 
[ENSECAT00000010295]

ACATTAGAGTGCGTATCCTACCTTT
GCTTTGTCCTTGCTCCAGAGGATGA
GTCCTATTCA

501 A_69_P008407 0,04 0,00 down 1,77 -1,77 -0,82 DISP1

dispatched homolog 1 
(Drosophila) [Source:HGNC 
Symbol;Acc:19711] 
[ENSECAT00000015234]

ATTGTGAGAGTCAAGTGCAATTCTG
TGGACTGCCAAATGCCAAACCTTGA
AGCCAATGTG

502 A_69_P066886 0,05 0,00 up 1,79 1,79 0,84 CCBE1

collagen and calcium binding 
EGF domains 1 [Source:HGNC 
Symbol;Acc:29426] 
[ENSECAT00000008399]

AAGGGGTATAAATTTGTTCTTGGAC
AGTGCATCCCAGAAGATTATGATGT
GTGCGCCGAG

503 A_69_P114568 0,03 0,00 up 1,24 1,24 0,31 FAM134A

HL02019B2G10 Equine 
placenta cDNA Library Equus 
caballus cDNA clone 
HL02019B2G10, mRNA 
sequence [DN510556]

GACAGTGTGATATGTTTAGTGAGAC
TTAGCATGTGTGAATAAAGTGTATG
CAGGAGGAAA

504 A_69_P095970 0,04 0,00 up 1,31 1,31 0,39 PLAC9

placenta-specific 9 
[Source:HGNC 
Symbol;Acc:19255] 
[ENSECAT00000011851]

AGAACAGAGCCGTGCATTCTGGCCT
TCCTTCCTCAGCTTTGTACACAATAA
AAGCTACTT



505 A_69_P125366 0,05 0,00 down 1,53 -1,53 -0,61 ZNF805

PREDICTED: Equus asinus 
zinc finger protein 805 
(LOC106847400), transcript 
variant X3, mRNA

ACATCTTACTCAGAATCTGATCATTC
ATACCAAAGAGAAACCCCTCAGTTT
TCTTCTCTG

506 A_69_P082966 0,05 0,00 down 2,89 -2,89 -1,53 SPP1

secreted phosphoprotein 1 
[Source:HGNC 
Symbol;Acc:11255] 
[ENSECAT00000018317]

GTTTGGCCTACATTCTTTCCATATAA
GAAATGCAAACTATCGCTGCATTTTA
ATGTTTGC

507 A_69_P095301 0,04 0,00 down 1,42 -1,42 -0,50 PRKG1

Select seq 
ref|XM_014866734.1| 
PREDICTED: Equus asinus 
protein kinase, cGMP-
dependent, type I (PRKG1), 
transcript variant X2, mRNA

AGGAAGACTTTGCCAAGATTCTCAT
GCTCAAGGAAGAGAGGATCAAAGA
GCTGGAAAAGC

508 A_69_P021276 0,04 0,00 up 1,32 1,32 0,40 NOL12

nucleolar protein 12 
[Source:HGNC 
Symbol;Acc:28585] 
[ENSECAT00000011392]

TCTCTCACGGCATCACTGCACGCAC
ACAGTCGCAAAAAGGTCAAGAGGAA
ACACCCCCGA

509 A_69_P058706 0,04 0,00 up 1,45 1,45 0,54 VAMP8

vesicle-associated membrane 
protein 8 [Source:HGNC 
Symbol;Acc:12647] 
[ENSECAT00000009704]

ATCATCGTCCTCCTCATTGTGCTCTT
TGCCACTGGTGTCATCCATTAAGTA
ACTTAGGGA

510 A_69_P056746 0,04 0,00 up 1,45 1,45 0,54 DLEC1

deleted in lung and esophageal 
cancer 1 [Source:HGNC 
Symbol;Acc:2899] 
[ENSECAT00000021014]

TTCTTCACTGCCAGGAGCAGTAAGC
TGTACGAGTCCACGCTGGTGGTGG
AAGGTGTGCTT

511 A_69_P000867 0,04 0,00 down 2,43 -2,43 -1,28 NOS2
Equus caballus inducible nitric 
oxide synthase (INOS), mRNA 
[NM_001081769]

GCACTTGGGTCTTCCTTGTATGTCT
CCTTGATGGAGATATTTATATGAAAT
GCATTTTGT

512 A_69_P003439 0,04 0,00 up 2,71 2,71 1,44 LOC1006
30543

Metallothionein  
[Source:UniProtKB/TrEMBL;Acc
:F7DM22] 
[ENSECAT00000015995]

CTGACCCAATTGCTGCATCCCCTTT
TCTATGAAATATGTGAATGACAATAA
AAGTTATTG



513 A_69_P053057 0,05 0,00 down 1,23 -1,23 -0,30

cytochrome c oxidase assembly 
homolog 14 (S. cerevisiae) 
[Source:HGNC 
Symbol;Acc:28216] 
[ENSECAT00000008006]

AATGCGCATGTTTTCTCTGGTACTG
CCATTTTGGGGAGGCCATCAGATCA
TTACAGGAAT

514 A_69_P059891 0,04 0,00 down 1,49 -1,49 -0,57 CDC42E
P3

CDC42 effector protein (Rho 
GTPase binding) 3 
[Source:HGNC 
Symbol;Acc:16943] 
[ENSECAT00000024281]

GAGGTGCTGAACGTCATGGATAAAA
ATAAGTAACAAAATGCCCATAACTAT
CCTCAAAGG

515 A_69_P063956 0,03 0,00 down 1,10 -1,10 -0,13 SNAP47

synaptosomal-associated 
protein, 47kDa [Source:HGNC 
Symbol;Acc:30669] 
[ENSECAT00000022288]

GTGGACCGGACAACCTTAACCATCG
ACAAGCATAATCGACGAATGAAAAA
ACTGACCTAG

516 A_69_P055701 0,05 0,00 up 1,58 1,58 0,66 POC1A

POC1 centriolar protein A 
[Source:HGNC 
Symbol;Acc:24488] 
[ENSECAT00000022802]

ATGTTGTCGATTATGGAGAAATCATA
AAAGTGCAGAGGCCCCCAACTATGC
TAGCCAGCT

517 A_69_P082721 0,04 0,00 down 1,88 -1,88 -0,91 SLC9B1

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6SVC3] 
[ENSECAT00000013520]

GCCCAAACTTCTTACACGCTGTGAT
GCAAGCAAAATAAAAATGGAATTGA
CAGAATTAAA

518 A_69_P077186 0,03 0,00 down 1,68 -1,68 -0,75 GBP6

guanylate binding protein 
family, member 6 
[Source:HGNC 
Symbol;Acc:25395] 
[ENSECAT00000013954]

TCTGCTCCTGCCAAACTTCTTGGTA
ATCTTGTGAAAGGCGTAGGCTCACT
ATTTAAAAAG

519 A_69_P096061 0,05 0,00 down 1,69 -1,69 -0,76

chromosome 10 open reading 
frame 10 [Source:HGNC 
Symbol;Acc:23355] 
[ENSECAT00000002986]

AGGAAAAGCGTCCAAGCAGGAGAG
AACTGCCAAGGATGACTGGTCCTTC
TGCTGAGCCCA

520 A_69_P011486 0,03 0,00 up 1,30 1,30 0,38 CHKA

choline kinase alpha 
[Source:HGNC 
Symbol;Acc:1937] 
[ENSECAT00000012200]

CTGCCGCACGCAGATGTGTATGATA
CGAAAGACTGTATTAAATGGAGTAA
CATTTCTTTC



521 A_69_P045535 0,05 0,00 down 1,19 -1,19 -0,25 LOC1000
51249

cytochrome c oxidase subunit 
VIb polypeptide 1 (ubiquitous) 
[Source:HGNC 
Symbol;Acc:2280] 
[ENSECAT00000012731]

ATGGTGATCCCCACCCTAGGATCCT
GAATCATGGCTTAATAATAAATACTC
GTTGGAAAA

522 A_69_P122636 0,05 0,00 down 1,69 -1,69 -0,76
CCTGCTTCTGATTTTATTGTTGTGAG
GGAAACATACAATTGTGGTTACCTT
CAAATTTTG

523 A_69_P029857 0,04 0,00 down 1,36 -1,36 -0,45 KLHL24

kelch-like family member 24 
[Source:HGNC 
Symbol;Acc:25947] 
[ENSECAT00000022513]

CAGAGTGGGAACTTGACATATCTCC
GTTGTGCGATATGCACAAAAAAGTA
AAAATAATAA

524 A_69_P120002 0,05 0,00 down 1,18 -1,18 -0,24 CHRM3

cytochrome c oxidase subunit 
VIb polypeptide 1 (ubiquitous) 
[Source:HGNC 
Symbol;Acc:2280] 
[ENSECAT00000012731]

TCCCCACCCTAGGATCCTGAATCAT
GGCTTAATAATAAATACTCGTTGGAA
AAGTGTAAG

525 A_69_P006976 0,04 0,00 up 1,32 1,32 0,40 PPAP2C

phosphatidic acid phosphatase 
type 2C [Source:HGNC 
Symbol;Acc:9230] 
[ENSECAT00000008747]

TTGTCTTTCTACTCTGGACACTCCTC
CTTTGGGATGTACTGCATGATGTTC
TTGGCGGTG

526 A_69_P018286 0,05 0,00 up 1,31 1,31 0,39 KCTD7

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6YVX8] 
[ENSECAT00000026326]

AAGTGGATGTGTCTTTCGGGCCCTG
GGAGGCTGTGGCTGATGTTTATGAC
CTGCTGCACT

527 A_69_P112616 0,04 0,00 up 1,19 1,19 0,25 DNPH1

2'-deoxynucleoside 5'-
phosphate N-hydrolase 1 
[Source:HGNC 
Symbol;Acc:21218] 
[ENSECAT00000006624]

AGAGGGAGAGGTGGAGGCCATGCT
GGATCGATACTTTGAGGCTGATCCT
TCTGAGGAGGT

528 A_69_P109745 0,04 0,00 down 2,23 -2,23 -1,16

CT02029B1C04 Equine 
Articular Cartilage cDNA Library 
Equus caballus cDNA clone 
CT02029B1C04, mRNA 
sequence [CX601398]

TGAGACAACATGCTATACACGGTTG
ACATTTTGAGTGTGAACAAAGTCAA
CTATGGGCAA



529 A_69_P096142 0,05 0,00 down 1,62 -1,62 -0,69 CHRM3

cholinergic receptor, muscarinic 
3 [Source:HGNC 
Symbol;Acc:1952] 
[ENSECAT00000010538]

TGGGGGTGATTTCTGGTGATGATGA
AAATGTTTTTATCACCCAGATATGAA
AGAAGCTGC

530 A_69_P105471 0,04 0,00 down 1,96 -1,96 -0,97 CPE

CT02033A1F06 Equine 
Articular Cartilage cDNA Library 
Equus caballus cDNA clone 
CT02033A1F06, mRNA 
sequence [CX602587]

TGCCATTGTATTATTCAGCCTCTTAA
CACTACTTCAAAGTTTAGGGTTTTCT
CTTGGTTG

531 A_69_P021746 0,04 0,00 up 1,16 1,16 0,22 MCAT

malonyl CoA:ACP 
acyltransferase (mitochondrial) 
[Source:HGNC 
Symbol;Acc:29622] 
[ENSECAT00000020168]

AACGTCAATGGGAACAAATACATGC
ATCCGAAACACATCCAGAAATTGCT
GGTCCAGCAG

532 A_69_P062881 0,04 0,00 down 1,38 -1,38 -0,46 GRAMD3

GRAM domain containing 3 
[Source:HGNC 
Symbol;Acc:24911] 
[ENSECAT00000018808]

TTACAAAAGCTGCTTGAGAACGGTG
ACTGATACACCAGATTGCTTGGGCC
AACACAATAC

533 A_69_P076031 0,04 0,00 up 1,48 1,48 0,56 MTMR11

myotubularin related protein 11 
[Source:HGNC 
Symbol;Acc:24307] 
[ENSECAT00000025124]

GTGCTAACCTTCTCCAACTCTTGTC
CTCATTTGTTTCTTGTGATTTGAAGA
ATTAAGAAA

534 A_69_P072821 0,05 0,00 down 1,88 -1,88 -0,91 SAA1

Equus caballus serum amyloid 
A1 (SAA), mRNA. 
[Source:RefSeq 
mRNA;Acc:NM_001081853] 
[ENSECAT00000013971]

ATGGCCCCAGAAGCCAGTGGGGGT
CACAGAATTAGTGTCTAATAAATGCT
TAAGAGATTG

535 A_69_P111155 0,04 0,00 up 1,62 1,62 0,69

CT02037A2H10 Equine 
Articular Cartilage cDNA Library 
Equus caballus cDNA clone 
CT02037A2H10, mRNA 
sequence [CX604126]

CACTTATATTTCATTTCAGCTTGTTT
GAGGTGCCAGTAGGACAGCTCATAT
GTGTGGGAA

536 A_69_P117972 0,04 0,00 up 1,23 1,23 0,30 RPL29
PREDICTED: Equus caballus 
ribosomal protein L29 (RPL29), 
mRNA

TGGGCTGGTGTCCTCCTGTGCTATT
TGTACAAATAAACCTGAGGCAGGAT
CTGTCAAAAA



537 A_69_P082026 0,04 0,00 down 1,45 -1,45 -0,53 MTSS1L

metastasis suppressor 1-like 
[Source:HGNC 
Symbol;Acc:25094] 
[ENSECAT00000000215]

TGATCAAAGACCTGAAGGGCTCTGA
CTACAGCTGGTCATACCAGACCCCA
CCCTCATCAC

538 A_69_P117821 0,05 0,00 down 1,32 -1,32 -0,41 MEF2A

Select seq 
ref|XM_005602835.2| 
PREDICTED: Equus caballus 
myocyte enhancer factor 2A 
(MEF2A), transcript variant X5, 
mRNA

CAAGCTGGACTTTGTTGCCATCCTT
GAGATGAACCTTTTAAGAAAAATAAG
TTAATCTCA

539 A_69_P065060 0,04 0,00 up 1,43 1,43 0,52 UNC119B

Select seq 
ref|XM_005612553.2| 
PREDICTED: Equus caballus 
unc-119 lipid binding chaperone 
B (UNC119B), mRNA

ATGAGTTTCCCCAGCTTTCTGAGGA
TGTCATTCGTTTGATGATTGAAAATC
CCTATGAGA

540 A_69_P003438 0,04 0,00 up 2,76 2,76 1,47 LOC1006
30543

Metallothionein  
[Source:UniProtKB/TrEMBL;Acc
:F7DM22] 
[ENSECAT00000015995]

GACCCAATTGCTGCATCCCCTTTTC
TATGAAATATGTGAATGACAATAAAA
GTTATTGAC

541 A_69_P098836 0,03 0,00 down 1,61 -1,61 -0,68 ZNF106

zinc finger protein 106 
[Source:HGNC 
Symbol;Acc:12886] 
[ENSECAT00000025152]

AAACAGGATGCTGCAGGACACATTG
AACGACATGCTGAGGATGACAGCAA
AATTGATTCA

542 A_69_P094540 0,03 0,00 up 1,11 1,11 0,16 SFXN2
sideroflexin 2 [Source:HGNC 
Symbol;Acc:16086] 
[ENSECAT00000026036]

AAGACACCATCAGGGCCAAGTATAG
AGAACTCGTGCCTTATGTCTACTTC
AATAAGGGTC

543 A_69_P044272 0,04 0,00 down 1,27 -1,27 -0,35 UBR5

ubiquitin protein ligase E3 
component n-recognin 5 
[Source:HGNC 
Symbol;Acc:16806] 
[ENSECAT00000017297]

CTGAGGGGAAAAAATGTAAAATGTT
CTGAAAATTCACTGCTGCCTTTGTG
GAAAGTGTTT



544 A_69_P113857 0,03 0,00 down 1,27 -1,27 -0,34 GRB10

HL02015B1D08 Equine 
placenta cDNA Library Equus 
caballus cDNA clone 
HL02015B1D08, mRNA 
sequence [DN509322]

GCTCGTGAACCTAATTGTAAACTTTC
AGGTATTTTTGTACAAATAAGGGACT
GATGTTCT

545 A_69_P051621 0,05 0,00 up 1,15 1,15 0,20 GPR162

G protein-coupled receptor 162 
[Source:HGNC 
Symbol;Acc:16693] 
[ENSECAT00000020397]

TGCCCTACTCACCTTCCATCATCCC
TAGCAAATGTATTAAAGTCTGAAGT
GTTACTATGG

546 A_69_P004039 0,05 0,00 up 1,22 1,22 0,29 HNRNPD

Select seq 
ref|XM_003364678.3| 
PREDICTED: Equus caballus 
heterogeneous nuclear 
ribonucleoprotein D like 
(HNRNPDL), transcript variant 
X2, mRNA

ATTACCAGCCATACTAAAGGAGGAC
ATTGGAGAAAACAGGAGGAGATTGC
TAAAGTAACC

547 A_69_P116446 0,04 0,00 down 1,21 -1,21 -0,28
CCCTTGAATTTGAACACACCTTCTG
CCCACATTTCTTTGTAAAGTTTTTCT
CAAATAAAC

548 A_69_P013196 0,05 0,00 down 1,69 -1,69 -0,76 MURC

muscle-related coiled-coil 
protein [Source:HGNC 
Symbol;Acc:33742] 
[ENSECAT00000006670]

CCCCAAGTGAAAGTAGAGGATGATG
AATCTCTTTTGCTAGATTTAAAGCAG
TCATCATAA

549 A_69_P034668 0,04 0,00 up 1,20 1,20 0,26 TMEM97

transmembrane protein 97 
[Source:HGNC 
Symbol;Acc:28106] 
[ENSECAT00000012907]

TTCTGCTTTTCATGTTGTGGAGCCC
CCACTACAAGTATGAGGAGAAAAGA
AAGAAAAAAT

550 A_69_P013555 0,04 0,00 up 1,25 1,25 0,32 SLC46A2

solute carrier family 46, 
member 2 [Source:HGNC 
Symbol;Acc:16055] 
[ENSECAT00000019674]

AATTGGCATCGTGGCCTATAAACAA
GCCTCATGGTTGCAATATGGAGACA
TGACAGAGAA



551 A_69_P113859 0,03 0,00 down 1,26 -1,26 -0,33 GRB10

HL02015B1D08 Equine 
placenta cDNA Library Equus 
caballus cDNA clone 
HL02015B1D08, mRNA 
sequence [DN509322]

TGGCTCGTGAACCTAATTGTAAACT
TTCAGGTATTTTTGTACAAATAAGGG
ACTGATGTT

552 A_69_P106230 0,04 0,00 up 1,28 1,28 0,35 SCARA3
PREDICTED: Equus caballus 
scavenger receptor class A, 
member 3 (SCARA3), mRNA

TCCTGTCTACATATGATATCATGCGA
CATAGTATTACTGACTCAGTAAAGA
GCTATTTCT

553 A_69_P090517 0,03 0,00 down 2,07 -2,07 -1,05 DMD

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6Z1L7] 
[ENSECAT00000023688]

AGCCATGGAGTCCTTAGTTTCAGTC
ATGACAGATGAAGAAGGGGCAGAAT
AAATGTTTTA

554 A_69_P065106 0,05 0,00 down 1,28 -1,28 -0,35 LOC1000
53420

Cytochrome c oxidase subunit 
6A, mitochondrial  
[Source:UniProtKB/TrEMBL;Acc
:F6RVC7] 
[ENSECAT00000013033]

GACCTTCCGTCCCTTTGCTTATGGC
AGGAGATGGCTTAAATAAATAACTTA
GATTAGTCA

555 A_69_P111703 0,05 0,00 down 1,16 -1,16 -0,22 RBFOX2

CT02040B2A02 Equine 
Articular Cartilage cDNA Library 
Equus caballus cDNA clone 
CT02040B2A02, mRNA 
sequence [CX605190]

TTATTGATCATGTTGCTGGCTTTTAT
AAACTCTAAGCGAAGGAGGAGCTCT
GCCTCTGCC

556 A_69_P103912 0,04 0,00 down 1,07 -1,07 -0,10 GNB1

PREDICTED: Equus caballus 
guanine nucleotide binding 
protein (G protein), beta 
polypeptide 1 (GNB1), mRNA

TTGTATTTAATTTTAAGGTCGGTGTA
CTGCAAGGAAGCTGGATGCAAGATA
GATACTATA

557 A_69_P095888 0,03 0,00 down 1,88 -1,88 -0,91

dual specificity phosphatase 13 
[Source:HGNC 
Symbol;Acc:19681] 
[ENSECAT00000000110]

ACCCAGTCTAGAGATTCTTTATGCAA
AAGAGAGTTCAGTCTGTCTCTATAAT
AAAAGGTT

558 A_69_P086861 0,04 0,00 down 1,43 -1,43 -0,52

chromosome 1 open reading 
frame 63 [Source:HGNC 
Symbol;Acc:25234] 
[ENSECAT00000007766]

AAATCAGCTAAAGCTACTGCTGAAG
AGACCCTCTCAGGATCCCCAAAAAT
AAATCTGAAA



559 A_69_P060666 0,05 0,00 down 1,42 -1,42 -0,50 KLF11

Kruppel-like factor 11 
[Source:HGNC 
Symbol;Acc:11811] 
[ENSECAT00000016631]

AACTATGTTTGCAACTTCACAGGCT
GCCGGAAAACCTACTTCAAAAGTTC
CCACCTCAAG

560 A_69_P005419 0,03 0,00 up 1,21 1,21 0,28 ARG2
arginase 2 [Source:HGNC 
Symbol;Acc:664] 
[ENSECAT00000017770]

AGGAAATACACAATACAGGGTTGCT
GTCAGCACTGGATCTTGTTGAAGTC
AATCCTTGGG

561 A_69_P066186 0,04 0,00 up 1,53 1,53 0,61 COLEC1
2

collectin sub-family member 12 
[Source:HGNC 
Symbol;Acc:16016] 
[ENSECAT00000020273]

GAGTTCTCAAAGGCAAAGGATAATT
CTTTTTGATTGCATCACCTTCTCCCC
AGATTGAAA

562 A_69_P106901 0,03 0,00 down 1,75 -1,75 -0,80 TGFB2

CT020022A10A01 Equine 
Articular Cartilage cDNA Library 
Equus caballus cDNA clone 
CT020022A10A01, mRNA 
sequence [CX598801]

GGAAGCTTCTTGTAAGGTTCAAAAC
TGAAAAGCCTGTTAATAAAGAAAACT
TTCAGTCAG

563 A_69_P071341 0,04 0,00 up 1,26 1,26 0,33 ANAPC1
5

anaphase promoting complex 
subunit 15 [Source:HGNC 
Symbol;Acc:24531] 
[ENSECAT00000022428]

AGATGAATGACTACAATGAGTCACC
TGATGATGGAGAGGTCAATGAGGTG
GACATGGAAG

564 A_69_P021622 0,05 0,00 up 1,17 1,17 0,23 NHP2L1

NHP2 non-histone chromosome 
protein 2-like 1 (S. cerevisiae) 
[Source:HGNC 
Symbol;Acc:7819] 
[ENSECAT00000000315]

TGTCTCGTTTTGTCTGTTTTAGCATG
TAGTATTTCCAGCTACCTTCTCCTGA
TATAAAAT

565 A_69_P115861 0,04 0,00 down 1,56 -1,56 -0,64 MEF2C

PREDICTED: Vicugna pacos 
myocyte enhancer factor 2C 
(MEF2C), transcript variant X8, 
mRNA

CTCCTGCTGGAAATAAGGTATAATTT
GTATTTTGCAGACAATTCAGTAAAGT
TACTGGCT

566 A_69_P058571 0,04 0,00 up 1,23 1,23 0,30 RPIA

ribose 5-phosphate isomerase 
A [Source:HGNC 
Symbol;Acc:10297] 
[ENSECAT00000012343]

TATTCATCAACATGGCTGAGAGAGT
TTACTTTGGCATGCAGGACGGCTCA
GTGAACATGA



567 A_69_P116591 0,03 0,00 up 2,09 2,09 1,06
TGCAGATGCGCCTCCTGCAAGAAGA
GTGAGTGGAATCCTCTTTTCATCCA
CCCCTCAGCC

568 A_69_P018306 0,04 0,00 up 1,15 1,15 0,20 VKORC1
L1

vitamin K epoxide reductase 
complex, subunit 1-like 1 
[Source:HGNC 
Symbol;Acc:21492] 
[ENSECAT00000011515]

TTCATTCTTCTTATCATCAACTACAA
ACGACTAGTTTACTTAAATGAGGCC
TGGAAACGG

569 A_69_P002096 0,05 0,00 down 1,42 -1,42 -0,50 SLC8A3

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6VU44] 
[ENSECAT00000024282]

GAAACACCCACTTTACAAAGTATTTA
ATTCAATACAAGCCAACAACAGCAA
CAAACCCAC

570 A_69_P117046 0,05 0,00 down 1,09 -1,09 -0,13 SLMAP

PREDICTED: Equus caballus 
sarcolemma associated protein 
(SLMAP), transcript variant 
X20, mRNA

CAATAGAATTTCTCGAGTACAGATTA
AACTATTTGCACTAACACACGTGAT
GTGCATGAT

571 A_69_P097932 0,05 0,00 up 1,29 1,29 0,37 LRRC49

leucine rich repeat containing 
49 [Source:HGNC 
Symbol;Acc:25965] 
[ENSECAT00000026212]

GCTTTGCAGAAGCTTTGGCCACAAA
TGTTCATTGAGCTTGTTAGGGATGC
AGTCATAGAA

572 A_69_P017489 0,04 0,00 up 1,24 1,24 0,31 NUDT1

nudix (nucleoside diphosphate 
linked moiety X)-type motif 1 
[Source:HGNC 
Symbol;Acc:8048] 
[ENSECAT00000009517]

GACAGATACTGGTTTCCCCTCTTGC
TTCAGAAGAAGAAATTCCATGGGTA
CTTCAAGTTC

573 A_69_P020056 0,05 0,00 up 1,09 1,09 0,12 GNPTG

N-acetylglucosamine-1-
phosphate transferase, gamma 
subunit [Source:HGNC 
Symbol;Acc:23026] 
[ENSECAT00000011965]

CTCACAGGTTGTGCTCAAAGATGTA
GACAAAGTAAAGAGTCAAAGTTTTAA
TTAATTCCC



574 A_69_P012302 0,03 0,00 down 1,56 -1,56 -0,64 PTPLA

protein tyrosine phosphatase-
like (proline instead of catalytic 
arginine), member A 
[Source:HGNC 
Symbol;Acc:9639] 
[ENSECAT00000021501]

AGGTGATTGTAGAAAAGGATGATTA
AATGATCCCTACAAACACGGTGCTT
TTTCCAGAAC

575 A_69_P071345 0,04 0,00 up 1,22 1,22 0,28 ANAPC1
5

anaphase promoting complex 
subunit 15 [Source:HGNC 
Symbol;Acc:24531] 
[ENSECAT00000022428]

GATGAGATGAATGACTACAATGAGT
CACCTGATGATGGAGAGGTCAATGA
GGTGGACATG

576 A_69_P076263 0,04 0,00 up 1,29 1,29 0,37 TBX15

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6VPR5] 
[ENSECAT00000025103]

GCCCAACACCTTTGAAAAACAGGAA
CTGTGTATTATTTTTATTTTCTTTTCT
GGAGGAGG

577 A_69_P118094 0,05 0,00 down 1,17 -1,17 -0,22 FAM156A

PREDICTED: Equus caballus 
family with sequence similarity 
156, member A (FAM156A), 
transcript variant X2, mRNA 
[XM_005614210]

ATGCGGCAGGAAAGCAAAAGAATGT
TTCAGAGGCTCCTAAAACAGTGGTT
AAAAGAAAAC

578 A_69_P020676 0,04 0,00 up 1,33 1,33 0,41 CCDC41

coiled-coil domain containing 41 
[Source:HGNC 
Symbol;Acc:17966] 
[ENSECAT00000008537]

CTGAACGCTTGGAAAAAGAGCTACA
ATCAAGCAGTGAACAAAATACTGTTT
TAATCAGTA

579 A_69_P116902 0,04 0,00 up 1,97 1,97 0,98 ABI3BP

PREDICTED: Equus caballus 
ABI family member 3 binding 
protein (ABI3BP), transcript 
variant X26, mRNA

TAGGACCTCCAGGAATGAATGTATC
AGAGGATGTTTTCAAATTCTAACTCA
ACCTATAAT

580 A_69_P098757 0,05 0,00 down 1,20 -1,20 -0,27 TP53BP1

tumor protein p53 binding 
protein 1 [Source:HGNC 
Symbol;Acc:11999] 
[ENSECAT00000008867]

GAGATTGTGTTTTAACCAGGTTTTAA
ATGTGTCTTGTGTGTAACTGGATTC
CTTGCATGG

581 A_69_P052431 0,04 0,00 up 1,39 1,39 0,48 REP15

RAB15 effector protein 
[Source:HGNC 
Symbol;Acc:33748] 
[ENSECAT00000011159]

TGTCTGAGTAAGAAAGATGAGCTGC
GAGAGGTGGGCAAGGTTTATATTAG
CATCCTCTGA



582 A_69_P031056 0,04 0,00 up 1,99 1,99 0,99 ABI3BP

ABI family, member 3 (NESH) 
binding protein [Source:HGNC 
Symbol;Acc:17265] 
[ENSECAT00000002615]

CACACCCAAATCAATTATGTCCAGT
GGTATGAATGCGGGACCACAATTCC
TGGAAAATGG

583 A_69_P017486 0,03 0,00 up 1,24 1,24 0,31 NUDT1

nudix (nucleoside diphosphate 
linked moiety X)-type motif 1 
[Source:HGNC 
Symbol;Acc:8048] 
[ENSECAT00000009517]

AGATACTGGTTTCCCCTCTTGCTTC
AGAAGAAGAAATTCCATGGGTACTT
CAAGTTCCGG

584 A_69_P004147 0,04 0,00 up 1,26 1,26 0,34 SOD2

Equus caballus superoxide 
dismutase 2, mitochondrial 
(SOD2), mRNA 
[NM_001082517]

TACATGGCTTGCAAAAAGTAAAGCA
TTATCGTTACACCGAGTGCATTAAG
CAATTTCCAA

585 A_69_P095887 0,04 0,00 down 1,84 -1,84 -0,88

dual specificity phosphatase 13 
[Source:HGNC 
Symbol;Acc:19681] 
[ENSECAT00000000110]

CCCAGTCTAGAGATTCTTTATGCAAA
AGAGAGTTCAGTCTGTCTCTATAATA
AAAGGTTC

586 A_69_P041492 0,04 0,00 up 1,72 1,72 0,78 STEAP3

STEAP family member 3, 
metalloreductase 
[Source:HGNC 
Symbol;Acc:24592] 
[ENSECAT00000006653]

ACACACACGTGCGTGTGATGTATAT
GTTCCTATATATTTCATATGTATAAC
AGGATTTGC

587 A_69_P038317 0,05 0,00 down 1,18 -1,18 -0,23 DRB
Equus caballus MHC class II 
DR-beta chain (DRB), mRNA 
[NM_001142811]

TGCACCTGAACTCACCTCTGCCCAC
ATTTCTTTATAAAGTTTTTCTCAAATA
AACATGGA

588 A_69_P059791 0,04 0,00 up 1,29 1,29 0,36 EML4

echinoderm microtubule 
associated protein like 4 
[Source:HGNC 
Symbol;Acc:1316] 
[ENSECAT00000008379]

TCAGAAATTACTGTGTGTGTAAGTG
GTATGGTGTAAATACTGGAACAAAA
GCGGCAGTTG

589 A_69_P080471 0,03 0,00 up 1,90 1,90 0,92 FAM115C

family with sequence similarity 
115, member C [Source:HGNC 
Symbol;Acc:26878] 
[ENSECAT00000014923]

ATCTATGGGTCAAGAAGTTCTCTGA
AAAGGTGCAGAAGAATCTGGCTCCG
TTCTTTGAGG



590 A_69_P120476 0,05 0,00 up 1,83 1,83 0,87 MAPK14

PREDICTED: Equus caballus 
mitogen-activated protein 
kinase 14 (MAPK14), mRNA 
[XM_005604060]

ACGAGAAACTCACGGTGGATGAATG
GAAGCAGCACATCTACAAGGAGATT
GTGAACTTCA

591 A_69_P108991 0,03 0,00 down 1,86 -1,86 -0,89 FAM107A

PREDICTED: Equus caballus 
family with sequence similarity 
107 member A (FAM107A), 
transcript variant X3, mRNA

GAGATGTAAATAATTGCCAATCTGC
ATTTCTTACCACACTGTTATGATTCA
ATCTTAGCC

592 A_69_P094496 0,04 0,00 up 1,37 1,37 0,45 TAF5

TAF5 RNA polymerase II, TATA 
box binding protein (TBP)-
associated factor, 100kDa 
[Source:HGNC 
Symbol;Acc:11539] 
[ENSECAT00000006298]

GATCCACTAACATTTTTGCTTGGCC
CATGATTAGTGGAATGTACGTTAAC
TGGGTAGGGT

593 A_69_P065072 0,03 0,00 up 1,35 1,35 0,43 POP5

processing of precursor 5, 
ribonuclease P/MRP subunit (S. 
cerevisiae) [Source:HGNC 
Symbol;Acc:17689] 
[ENSECAT00000010367]

AAGTTCCTGATTCAGTACAACCGGA
GACAGCTGTTGATCTTGTTGCAACA
CTGCACTGAT

594 A_69_P102596 0,05 0,00 up 1,27 1,27 0,34 F2R
TSA: Equus caballus 
contig28377.EqcaPBMC mRNA 
sequence. [JL641856]

CAACTGAGTGGAGATTTAGTCATTG
TTCATTCAGTCTGTATGTATTAAAAT
ACCTCTGAC

595 A_69_P111931 0,05 0,00 down 1,50 -1,50 -0,58 SPON1

Select seq 
ref|XM_014844124.1| 
PREDICTED: Equus asinus 
spondin 1, extracellular matrix 
protein (SPON1), mRNA

CTCTTTCTTACCAAAGTCTTGTGTTA
GGTGGTTTATAGTTTTTCTGGCTAA
CCAATCATT

596 A_69_P056123 0,03 0,00 down 1,14 -1,14 -0,19 IP6K2

inositol hexakisphosphate 
kinase 2 [Source:HGNC 
Symbol;Acc:17313] 
[ENSECAT00000007129]

GTCCCAGCCTGAGCCAGCCCTAACT
GTGCTCGGAGTCTATTTATTTTAACT
ATTTCTTCA

597 A_69_P090518 0,04 0,00 down 2,03 -2,03 -1,02

Uncharacterized protein  
[Source:UniProtKB/TrEMBL;Acc
:F6Z1L7] 
[ENSECAT00000023688]

GAGCCATGGAGTCCTTAGTTTCAGT
CATGACAGATGAAGAAGGGGCAGA
ATAAATGTTTT



598 A_69_P113227 0,05 0,00 down 2,16 -2,16 -1,11 SLCO2A
1

Select seq 
ref|XM_008512913.1| 
PREDICTED: Equus 
przewalskii solute carrier 
organic anion transporter 
family, member 2A1 
(SLCO2A1), mRNA

TACGAATGGTGAATGCCAATCTTGA
GATTCTGGAAGATTGATTGCCCTCC
GAAGCCTTTA

599 A_69_P058616 0,05 0,00 down 1,37 -1,37 -0,45 RMND5A

required for meiotic nuclear 
division 5 homolog A (S. 
cerevisiae) [Source:HGNC 
Symbol;Acc:25850] 
[ENSECAT00000021214]

AGGAAGAAAGCTGTGGTAGATTCCA
AATTTGCTTTTTGATGTTTTCCTCTG
CTCCAGCTC

600 A_69_P105857 0,05 0,00 up 1,17 1,17 0,22 GNA12

PREDICTED: Equus caballus 
guanine nucleotide binding 
protein (G protein) alpha 12 
(GNA12), transcript variant X3, 
mRNA [XM_005598542]

CCCTCTGTGTATTACTCTACTAAAAA
AGTCTGTCTATTGTGTTTAGGACTTT
TCCTAGCA

601 A_69_P066187 0,04 0,00 up 1,65 1,65 0,73 COLEC1
2

collectin sub-family member 12 
[Source:HGNC 
Symbol;Acc:16016] 
[ENSECAT00000020273]

TAAAGGACGGTGATGTAATAACATG
AGCAAATTTTCAAAGAGTTCTCAAAG
GCAAAGGAT

602 A_69_P079277 0,04 0,00 up 1,49 1,49 0,57 GGCT

gamma-
glutamylcyclotransferase 
[Source:HGNC 
Symbol;Acc:21705] 
[ENSECAT00000018919]

CTGGAGTATCAAAAGATGTTAAATG
CAATAGAACCAAATGACTACAAAGG
AAAGGTCTCA

603 A_69_P032622 0,04 0,00 up 1,41 1,41 0,50 ARHGAP27

Rho GTPase activating protein 
27 [Source:HGNC 
Symbol;Acc:31813] 
[ENSECAT00000006684]

TTTTTTCCCCTGGCCTGTTCTGCTA
GAGGTTAATTGGGTTCTGTTCTTTAT
TACAGCGCC

604 A_69_P033696 0,04 0,00 down 1,26 -1,26 -0,34 HOXB9
homeobox B9 [Source:HGNC 
Symbol;Acc:5120] 
[ENSECAT00000002621]

AAATACCAGACGCTGGAGCTAGAGA
AAGAGTTTCTGTTCAATATGTACCTC
ACCAGGGAC



605 A_69_P084436 0,05 0,00 up 1,41 1,41 0,50 SLC2A9

solute carrier family 2 
(facilitated glucose transporter), 
member 9 [Source:HGNC 
Symbol;Acc:13446] 
[ENSECAT00000005389]

AACAAGGCATTCCCACCAGAGGAGA
AGATCGACTTAGCTGTAACTGACGA
CAAGATGATT

606 A_69_P025436 0,05 0,00 down 1,21 -1,21 -0,28 KCNS1

potassium voltage-gated 
channel, delayed-rectifier, 
subfamily S, member 1 
[Source:HGNC 
Symbol;Acc:6300] 
[ENSECAT00000010717]

CCAAAGTCTCAGATTTATTAAAACCA
AGGTTCCATGGGCCTCTTCCCACAT
CCCTACAGT

607 A_69_P064743 0,04 0,00 down 1,76 -1,76 -0,81 C8H22orf
31

chromosome 22 open reading 
frame 31 [Source:HGNC 
Symbol;Acc:26931] 
[ENSECAT00000011961]

GCTCATGGGATCAGGATATTCTCTG
CTAGATGTCTGAAAAATAAACACCA
CTTTGCACCT

608 A_69_P038104 0,05 0,00 up 1,29 1,29 0,36 LY6G5B

lymphocyte antigen 6 complex, 
locus G5B [Source:HGNC 
Symbol;Acc:13931] 
[ENSECAT00000008570]

TGTTGCTGTCCTGCGCCACATATAC
TTGTTCCTTAACAATTCAGGACTTTT
GGTTCTTCC

609 A_69_P025772 0,05 0,00 up 1,13 1,13 0,17 UBE2V1

ubiquitin-conjugating enzyme 
E2 variant 1 [Source:HGNC 
Symbol;Acc:12494] 
[ENSECAT00000012403]

CTAGATACGTCTTGTAGACCTCAAA
GTACTGGAAAGGAAGCTCCCATTCA
AAGGCAATTT

610 A_69_P119341 0,03 0,00 down 1,60 -1,60 -0,68 LOC1021
47361

PREDICTED: Equus caballus 
uncharacterized 
LOC102147361 
(LOC102147361), misc_RNA 
[XR_288371]

CGAAAAACAAGCACTAAAGGGTCCC
CAACACTTGCAGCCCTGGTTCAAGA
AACATCATAA

611 A_69_P033946 0,05 0,00 down 1,29 -1,29 -0,37 CA10

carbonic anhydrase X 
[Source:HGNC 
Symbol;Acc:1369] 
[ENSECAT00000013652]

ACACATGCAAACATATCTATATACAT
GTAAACTCACCCAGCCTCCTTCATG
GGAAGTCAA



612 A_69_P111106 0,05 0,00 up 1,23 1,23 0,29 PEX3

PREDICTED: Equus 
przewalskii peroxisomal 
biogenesis factor 3 (PEX3), 
mRNA

GCTGAAATTGTGTTGATGCGGTTTA
CTCACGGCTGTTATTAACTACATAGT
TTCAATAAT

613 A_69_P004086 0,03 0,00 up 1,13 1,13 0,18 RPS26
Equus caballus ribosomal 
protein S26 (RPS26), mRNA 
[NM_001163890]

TTACATTACTGTGTGAGTTGTGCCAT
TCACAGCAAGGTAGTCAGGAATCGC
TCTCGTGAA

614 A_69_P006328 0,05 0,00 up 1,29 1,29 0,36 TLR1
Equus caballus toll-like receptor 
1 (TLR1), mRNA 
[NM_001256899]

TATGGGGAAAAAGAAGACTCTGAGA
GCCTTCGACACCTTAACACAGAGAG
TCTGCACATT

615 A_69_P019208 0,05 0,00 down 1,67 -1,67 -0,74 SYT17

synaptotagmin XVII 
[Source:HGNC 
Symbol;Acc:24119] 
[ENSECAT00000009185]

ATCCTTTCTACAACGAGTCCTTCAG
CTTCAAAGTTCCCCAAGAAGAACTG
GAAAATGCCA

616 A_69_P117882 0,03 0,00 down 5,97 -5,97 -2,58 TBC1D8
PREDICTED: Equus caballus 
TBC1 domain family member 8 
(TBC1D8), mRNA

CCCATTGAAGCCATTTACCTGACCC
TAGAGCTTTTATCATAATTAAACATG
ATTATGGGT

617 A_69_P113226 0,05 0,00 down 2,05 -2,05 -1,03 SLCO2A
1

HL0200PREDICTED: Equus 
asinus solute carrier organic 
anion transporter family 
member 2A1 (SLCO2A1), 
mRNA

CTTGAGATTCTGGAAGATTGATTGC
CCTCCGAAGCCTTTATTCTATTATGA
TATTGCTAT

618 A_69_P031841 0,03 0,00 down 1,24 -1,24 -0,32 FOXJ1
forkhead box J1 [Source:HGNC 
Symbol;Acc:3816] 
[ENSECAT00000014984]

TAGACTTTGACGAGACCTTCCTGGC
CACGTCCTTCCTGCAGCACCCCTGG
GACGAGAGTG

619 A_69_P081261 0,04 0,00 up 2,26 2,26 1,18 LOC1006
30858

Metallothionein  
[Source:UniProtKB/TrEMBL;Acc
:F6VKN2] 
[ENSECAT00000001640]

TCCTGCAAATGCAAAGAGTGCAGAT
GCACTTCCTGCAAGAAGAGCTGCTG
CCCCTGCTGC

620 A_69_P108681 0,04 0,00 down 1,45 -1,45 -0,53
TSA: Equus caballus 
contig23102.EqcaPBMC mRNA 
sequence. [JL637774]

TGTCCTTCCAAAAATGTTGTGTACAA
ACCATGCTTTCAATGTTGGCCTCCA
AGTTTTTTA



621 A_69_P000613 0,04 0,00 up 1,17 1,17 0,23 SOD2

Equus caballus superoxide 
dismutase 2, mitochondrial 
(SOD2), mRNA 
[NM_001082517]

GGGAGAATGTATCTGAGAGATACAT
GGCTTGCAAAAAGTAAAGCATTATC
GTTACACCGA

622 A_69_P129291 0,04 0,00 up 1,27 1,27 0,34 SLC16A8

PREDICTED: Equus caballus 
solute carrier family 16 
(monocarboxylate transporter), 
member 8 (SLC16A8), mRNA 
[XM_001499671]

AGATCATCTTCTACCTGGCCGGCTC
TGAGGTGGTCCTCGCAGGGGTCTT
CATGGCTGTGG

623 A_69_P000611 0,04 0,00 up 1,29 1,29 0,36 SOD2

Equus caballus superoxide 
dismutase 2, mitochondrial 
(SOD2), mRNA 
[NM_001082517]

AAGCATTATCGTTACACCGAGTGCA
TTAAGCAATTTCCAACTATTTTTGTA
GTAGCTCGA

624 A_69_P065075 0,04 0,00 up 1,37 1,37 0,45 POP5

processing of precursor 5, 
ribonuclease P/MRP subunit (S. 
cerevisiae) [Source:HGNC 
Symbol;Acc:17689] 
[ENSECAT00000010367]

ACATGTCAGAAGTTCCTGATTCAGT
ACAACCGGAGACAGCTGTTGATCTT
GTTGCAACAC

625 A_69_P102959 0,04 0,00 down 1,12 -1,12 -0,17

LeukoN4_2_B02.b1_A026 
Unstimulated peripheral blood 
leukocytes N4 Equus caballus 
cDNA clone 
LeukoN4_2_B02_A026 3', 
mRNA sequence [CD464177]

TGCCTGGGAGGAGATGAAGATGAG
GAGGTTTTTCCTTACTGTATAAATGA
ATATTTGTAT

626 A_69_P033871 0,05 0,00 up 1,37 1,37 0,45 RSAD1

radical S-adenosyl methionine 
domain containing 1 
[Source:HGNC 
Symbol;Acc:25634] 
[ENSECAT00000024928]

TTTGAGCCCCAGCTGAACCTTTGGG
ACGTGTTTGGAGCAAGCACAGAGGT
GAAGGTGCTG

627 A_69_P111264 0,05 0,00 down 1,31 -1,31 -0,39

CT02037B2G01 Equine 
Articular Cartilage cDNA Library 
Equus caballus cDNA clone 
CT02037B2G01, mRNA 
sequence [CX604288]

TATTCAAGTTCAAATGATGAACTTCC
AGACTCTGGTGACTCATACTTCCCA
GAGCCGACC


