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SetID SetID (TEC 1A3) _(TEC 1A3) (B6) __Absolute (86) (BALB/c) __ (BALB/c) | (NOD#1)  (NOD#1) _ (NOD#2) _ (NOD #2) (Human) (Human) Gene Title (Human) (Human)
209460_at 1433855_at up 1271 up 1703 up 1.434 up 1.699 18 ABAT 4-aminobutyrate aminotransferase Hs.336768
200450 s at 1433855 at up 1788 up 1.703 up 1434 up 1.699 18 ABAT 4-aminobutyrate aminotransferase Hs.336768
1553604 at 1440370 at up 1.307 up 2.566 up 1.883 154664 ABCA13 ATP-bindina cassette, sub-familv A (ABC1). | Hs.226568
1553605 a at 1440370 at up 1.404 up 2566 up 1.883 154664  ABCAL3 ATP-bindina cassette, sub-family A (ABC1), 1 Hs.226568
1553604 at 1446715 at up 1.307 up 3.057 up 1.601 154664 ABCA13 ATP-bindina cassette, sub-familv A (ABC1). | Hs.226568
1553605 a at 1446715 at up 1.404 up 3.057 up 1.601 154664  ABCAL3 ATP-bindina cassette, sub-family A (ABC1), 1 Hs.226568
226925 at 1456735 x at up 1279 up 1631 up 1715 up 1.642 up 1.748 92370 ACPL2 acid phosphatase-like 2 Hs.657887
226025 at 1429390 at up 1279 up 1174 92370 ACPL2 acid phosphatase-like 2 Hs.657887
209765 at 1418402 at down 1.246 down 2641 down 1.991 down 2237 down 1.960 8728 ADAM19 ADAM metallopeptidase domain 19 (meltrinb ~ Hs.483944
200765 at 1418403 at down 1246 down 1.949 8728 ADAMI9 ADAM metallopeptidase domain 19 (meltrin b~ Hs.483944
231703 s at 1422070 at up 1.203 up 2602 up 1.841 up 1761 up 2.016 127 ADH4 Alcohol dehvdroaenase 4 (class II). pi polvper Hs.1219
217761 at 1438759 x at up 1563 up 1.630 up 1322 55256 ADIL acireductone dioxvaenase 1 Hs.502773
222400 s at 1438759 x at up 1.702 up 1.630 up 1322 55256 ADI1 acireductone dioxvaenase 1 Hs.502773
217761 at 1449076 x at up 1563 up 1.306 up 1.697 55256 ADIL acireductone dioxvaenase 1 Hs.502773
222400 s at 1449076 x at up 1.702 up 1.306 up 1.697 55256 ADI1 acireductone dioxvaenase 1 Hs.502773
217761 at 1438758 at up 1563 up 1491 up 1516 55256 ADIL acireductone dioxvaenase 1 Hs.502773
222400 s at 1438758 at up 1.702 up 1.491 up 1516 55256 ADI1 acireductone dioxvaenase 1 Hs.502773
237281 at 1457541 at up 1241 up 1792 up 2,669 up 1779 up 1.654 158798 AKAP14 Akinase (PRKA) anchor protein 14 Hs.592245
204151 x at 1451030 at up 2013 up 3.058 up 1.255 up 1.993 up 1.854 1645 AKR1C1 aldo-keto reductase familv 1. member C1 (dih  Hs.460260
216594 x at 1451030 at up 2298 up 3.058 up 1.255 up 1.993 up 1.854 1645  AKRIC1 aldo-keto reductase family 1. member C1 (dih  Hs.460260
211653 x at 1451030 at up 2549 up 3.058 up 1.255 up 1.993 up 1.854 1646 AKR1C2 aldo-keto reductase familv 1. member C2 (dih  Hs.567256
200699 x at 1451030 at up 2670 up 3.058 up 1.255 up 1.993 up 1.854 1646 AKRIC2 aldo-keto reductase family 1. member C2 (dih  Hs.567256
209160 at 1419136 at up 4.434 up 14.105 up 7.043 up 8.653 up 21.837 8644 AKR1C3 aldo-keto reductase familv 1. member C3 (3-¢ Hs.78183
212224 at 1416468 at up 1.205 up 8.936 up 8.489 up 10.408 up 10117 216 ALDH1A1 aldehvde dehvdroaenase 1 family, member A Hs.76392
217238 s at 1451194 at up 1.090 up 4.925 up 5.338 up 4.701 229 ALDOB aldolase B. fructose-bisphosphate Hs.530274
207328 at 1420338 at up 1227 up 1973 up 1628 up 1770 up 1.795 246 ALOX15 arachidonate 15-ipoxvaenase Hs.73809
211036 x at 453307 a at up 1175 up 1.269 up 1.343 51433 ANAPCS anaphase promotina complex subunit 5 Hs.7101
211036 x at 1456695 x at up 1175 up 1.263 up 1475 51433 ANAPC5 anaphase promoting complex subunit 5 Hs.7101
211036 x at 1435178 x at up 1175 up 1.302 up 1.488 51433 ANAPCS anaphase promotina complex subunit 5 Hs.7101
211036 x at 1416906 at up 1175 up 1.374 up 1562 51433 ANAPC5 anaphase promotina complex subunit 5 Hs.7101
211036 x at 1433822 x at up 1175 up 1.290 up 1.245 51433 ANAPCS anaphase promotina complex subunit 5 Hs.7101
200442 x at 1451628 a at up 1123 up 1.389 up 1.632 up 1442 288 ANK3 Hs.499725
206385 s at 1451628 a at up 1.267 up 1.389 up 1.632 up 1.442 288 ANK3 ankvrin 3. node of Ranvier (ankvrin G) Hs.499725
200442 x at 1452872 at up 1123 up 1196 up 1.465 288 ANK3 Hs.499725
206385 s at 1452872 at up 1.267 up 1.196 up 1.465 288 ANK3 ankvrin 3. node of Ranvier (ankvrin G) Hs.499725
200442 x at 1452124 at up 1123 up 1.694 288 ANK3 Hs.499725
206385 s at 1452124 at up 1.267 up 1.694 288 ANK3 ankvrin 3. node of Ranvier (ankvrin G) Hs.499725
222608 s at 1433543 at up 1.407 up 1925 up 1.904 up 2.246 54443 ANLN anillin, actin bindina protein Hs.62180
205083 at 1419435 at up 1.264 up 2738 up 2.490 up 2717 up 2.445 316 AOX1 aldehvde oxidase 1 Hs.406238
1555731 a at 1455735 at up 1358 up 2617 up 1727 up 1.540 130340 AP1S3 adaptor-related protein complex 1. siama3 st Hs.632555
201525 at 1416371 at up 1.352 up 2.646 up 4.296 up 4.161 up 3.266 347 APOD anolipoprotein D Hs.522555
200047 at 1416203 at up 2923 up 4618 up 4.039 up 4.407 up 4.256 358 AOPL aquaporin 1 (Colton blood aroup) Hs.76152
39248 at 1450460 at up 7.396 up 4.604 up 3.149 up 2397 360 AOP3 aquaporin 3 (Gill blood aroup) Hs.234642
39248 at 1422008 a at up 7.396 up 1.234 360 AOP3 aauaporin 3 (Gill blood aroup) Hs.234642
225166 at 1431133 at down 1.253 down 1.376 down 1.480 93663 ARHGAP18 Rho GTPase activatina protein 18 Hs.486458
225171 at 1431133 at down 1279 down 1.376 down 1.480 93663  ARHGAP18  Rho GTPase activatina protein 18 Hs.486458
225166 at 1426952 at down 1.253 down 2.855 down 1.753 93663 ARHGAP18 Rho GTPase activatina protein 18 Hs.486458
225171 at 1426952 at down 1279 down 2.855 down 1.753 93663  ARHGAP18  Rho GTPase activatina protein 18 Hs.486458
224996 at 1436455 at up 1176 up 1.169 444 ASPH aspartate beta-hvdroxviase Hs.591874
200135 at 1436455 at up 1298 up 1.169 444 ASPH aspartate beta-hvdroxvlase Hs.591874
224996 at 1420959 at up 1176 up 1.338 up 1.290 444 ASPH aspartate beta-hvdroxviase Hs.591874
200135 at 1420959 at up 1298 up 1.338 up 1.290 444 ASPH aspartate beta-hvdroxvlase Hs.591874
224996 at 1426015 s at up 1176 up 1.966 444 ASPH aspartate beta-hydroxylase Hs.591874
200135 at 1426015 s at up 1298 up 1.966 444 ASPH aspartate beta-hvdroxvlase Hs.591874
218857 s at 1424395 at up 1112 up 1782 up 1.607 up 1431 up 1.622 80150 ASRGL1 asparaginase like 1 Hs.535326
218857 s at 1460360 at up 1112 up 2575 up 1.809 up 1611 80150  ASRGLL asparaainase like 1 Hs.535326
218857 s at 1424396 a at up 1112 up 2.881 up 1.940 up 1.649 80150 ASRGL1 asparaginase like 1 Hs.535326
222740 at 1436174 at up 1588 up 1.408 up 1.524 up 1.696 20028 ATAD2 ATPase family. AAA domain containing 2 Hs.370834
218782 s at 1436174 at up 1.632 up 1.408 up 1524 up 1.696 29028 ATAD2 ATPase family, AAA domain containing 2 Hs.370834
228401 at 1436174 at up 1.666 up 1.408 up 1.524 up 1.696 20028 ATAD2 ATPase family, AAA domain containing 2 Hs.370834
212297 at 1442145 at up 1.259 up 1.199 up 1318 up 1.300 79572 ATP13A3 ATPase type 13A3 Hs.529609
200186 at 1427251 at up 1.287 up 1.056 up 1.092 488 ATP2A2 ATPase, Ca++ transporting, cardiac muscle, ~ Hs.506759
209186 at 1427250 at up 1.287 up 1.358 up 1.366 488 ATP2A2 ATPase, Cat+ transporting, cardiac muscle, Hs.506759
200186 at 1437797 at up 1.287 up 1.310 up 1474 488 ATP2A2 ATPase, Ca++ transporting, cardiac muscle. ~ Hs.506759
209186 at 1416551 at up 1.287 up 1.505 up 1.594 488 ATP2A2 ATPase, Cat+ transporting, cardiac muscle, Hs.506759
200186 at 1452363 a at up 1.287 up 1513 up 1638 488 ATP2A2 ATPase, Ca++ transportina, cardiac muscle, ~ Hs.506759
216120 s at 1433888 at up 1.359 up 2.305 up 1729 up 1.542 491 ATP2B2 ATPase, Ca++ transporting, plasma membrai  Hs.268942
204092 s at 1424511 at up 1.406 up 1351 up 1738 up 1531 6790  AURKA aurora kinase A Hs.250822
208079 s at 1424511 at up 1.430 up 1.351 up 1738 up 1531 6790 AURKA aurora kinase A Hs.250822
210535 at 1417596 at up 1313 up 1.208 up 1472 up 1119 up 1127 27077 BODL B9 protein domain 1 Hs.462445
222446 s at 1438645 x at up 1.437 up 2983 up 2197 up 1.964 25825 BACE2 beta-site APP-cleaving enzyme 2 Hs.529408
222446 s at 1435581 at up 1437 up 1.448 up 1.458 25825  BACE2 beta-site APP-cleavina enzvme 2 Hs.520408
222446 s at 1416673 at up 1.437 up 1.895 up 1.627 25825 BACE2 beta-site APP-cleaving enzyme 2 Hs.529408
222446 s at 1437846 x at up 1437 up 3.607 up 1.866 25825  BACE2 beta-site APP-cleavina enzvme 2 Hs.520408
203304 at 1423753 at up 2.002 up 2.164 up 2122 up 1.700 up 1.905 25805 BAMBI BMP and activin membrane-bound inhibitor h Hs.533336
210497 s at 1456632 at up 1222 up 1415 up 1232 up 1.409 53335  BCL1A B-cell CLL/lvmphoma 11A (zinc finer protein ~ Hs.370549
219497 s at 1419406 a at up 1222 up 1.655 53335 BCL11A B-cell CLL/lymphoma 11A (zinc finer protein ~ Hs.370549
205681 at 1419004 s at up 1336 up 1.902 up 1.464 up 1.660 up 1619 507 BCL2AL BCL2-related protein AL Hs.227817
205681 at 1450812 at up 1.336 up 1.180 597 BCL2A1 BCL2-related protein AL Hs.227817
205681 at 1437913 at up 1336 up 1638 597 BCL2AL Hs.227817
204493 at 1417045 at up 1.259 up 1.847 up 1.397 up 1575 up 1.655 637 BID BH3 interacting domain death agonist Hs.591054
211725 s at 1417045 at up 1391 up 1847 up 1.397 up 1575 up 1.655 637 BID BH3 interactin domain death aconist Hs.591054
205733 at 1448953 at up 1529 up 1386 up 1.899 up 1518 up 2305 641 BLM Bloom syndrome, RecO helicase-like Hs.716515
226530 at 1454880 s at  down 1615 down 1.466 down 1.274 down 1.358 90427 BMF Bcl2 modifyina factor Hs.591104
201641 at 1424921 at up 1771 up 2579 up 2419 684 BST2 bone marrow stromal cell antigen 2 Hs.118110
229801 at 1456210 at up 1.246 up 1.951 up 1.267 up 1.606 254427 C100rf47 chromosome 10 open readina frame 47 Hs.435775
219544 at 1433807 at up 1342 up 1579 up 1.967 79866  C130rf34 chromosome 13 open reading frame 34 Hs.714340
219544 at 1420478 at up 1342 up 1292 79866  C130rf34 chromosome 13 open readina frame 34 Hs.714340
1557755 at 1441867 x at up 1118 up 1730 up 1.988 up 1.242 145508 C14orf145 chromosome 14 open reading frame 145 Hs.162889
1557756 a at 1441867 x at up 1.309 up 1.730 up 1.988 up 1.242 145508 C14orf145 chromosome 14 open reading frame 145 Hs.162889
1557755 at 1429228 at up 1118 up 1.432 145508 C14orf145 chromosome 14 open reading frame 145 Hs.162889
1557756 a at 1429228 at up 1.309 up 1.432 145508 C14orf145 chromosome 14 open reading frame 145 Hs.162889
1557755 at 1429229 s at up 1118 up 1775 up 1.747 145508 C14orf145 chromosome 14 open reading frame 145 Hs.162889
1557756 a at 1429229 s at up 1.309 up 1775 up 1.747 145508 C14orf145 chromosome 14 open reading frame 145 Hs.162889
225300 at 1423464 at up 1.498 up 1.207 90417 C15orf23 chromosome 15 open reading frame 23 Hs.525796
225300 at 1423463 a at un 1.498 un 1347 up 1.468 90417 Cl5orf23 chromosome 15 open readina frame 23 Hs.525796
225300 at 1442280 at up 1.498 up 1162 up 1441 up 1710 90417  Cisorf23 chromosome 15 open reading frame 23 Hs.525796
225300 at 1420081 s at un 1.498 up 1241 90417 Clsorf23 chromosome 15 open readina frame 23 Hs.525796
220840 s at 1437186 at up 1504 up 1258 up 1319 55732 Clorfll2 chromosome 1 open reading frame 112 Hs.443551
220840 s at 1434365 a at up 1.504 up 1.544 up 1.420 up 1.731 55732 Clorfl12 chromosome 1 open readina frame 112 Hs.443551
223127 s at 1444235 at down 1.226 down 1187 down 1.332 down 1.268 81563 Clorf21 chromosome 1 open reading frame 21 Hs.497159
221272 s at 1444235 at down 1261 down 1187 down 1332 down 1.268 81563  Clorf2l chromosome 1 open readin frame 21 Hs.497159
223127 s at 1436431 at down 1.226 down 1.341 81563 Clorf21 chromosome 1 open reading frame 21 Hs.497159
221272 s at 1436431 at down 1261 down 1341 81563  Clorf2l chromosome 1 open readin frame 21 Hs.497159
218123 at 1437682 x at up 1145 up 1.890 up 2759 up 1627 up 1.687 56683  C21orf59 chromosome 21 open reading frame 59 Hs.5811
218123 at 1424315 at up 1145 up 1.745 up 2.927 up 1.787 up 1.829 56683 C210rf59 chromosome 21 open readina frame 59 Hs.5811
1550036 at 1418021 at up 1122 up 1234 up 1364 up 1.626 720//721 CAA/IC4B  complement component 4A (Rodaers blood a  Hs.534847
226046 at 1437285 at un 1.094 up 1.442 up 1289 up 1.401 133686  C50rf33 chromosome 5 open readin frame 33 Hs.81907
226046 at 1437286 x at up 1.094 up 1731 up 1478 133686 C50rf33 chromosome 5 open reading frame 33 Hs.81907
226046 at 1437287 at un 1.094 un 1377 133686  C50rf33 chromosome 5 open readin frame 33 Hs.81907
229070 at 1427957 at down 1.269 down 1710 down 1.605 down 2517 down 2541 84830  C60rf105 chromosome 6 open reading frame 105 Hs.126409
232038 at 1440928 at un 1246 up 1243 un 1231 up 1.248 221322 C6orf170 chromosome 6 open readina frame 170 Hs.121396
231270 at 1421308 at up 1.496 up 1734 up 1513 up 1623 up 1.668 377677 CA13 carbonic anhydrase Xl Hs.127189
231270 at 1439620 at un 1.496 up 2423 up 1518 up 1802 up 2197 377677 CA13 carbonic anhvdrase XIll Hs.127189
231270 at 1421307 at up 1.496 up 2377 up 1.852 377677 CA13 carbonic anhydrase Xl Hs.127189
206208 at 1418094 s at un 3335 up 5.007 up 3.060 un 4316 up 1.985 762 cA4 carbonic anhvdrase IV Hs.89485
206209 s at 1418094 s at up 4.417 up 5.097 up 3.060 up 4316 up 1.985 762 caa carbonic anhydrase IV Hs.89485
206208 at 1448949 at up 3335 up 5.365 up 3.413 up 4.048 up 3.973 762 cA4 carbonic anhvdrase IV Hs.89485
206209 s at 1448949 at up 4.417 up 5365 up 3.413 up 4.048 up 3973 762 cA4 carbonic anhydrase IV Hs.89485
225531 at 1441938 x at  down 1318 down 2.186 down 1602 91768  CABLESL  Cdk5 and Abl enzvme substrate 1 Hs.11108
225532 at 1441938 x at  down 1.498 down 2186 down 1.602 91768  CABLES1  Cdk5 and Abl enzyme substrate 1 Hs.11108
225531 at 1422477 at down 1318 down 1.628 91768 CABLES1 Cdk5 and Abl enzvme substrate 1 Hs.11108
225532 at 1422477 at down 1.498 down 1628 91768  CABLES1  Cdk5 and Abl enzyme substrate 1 Hs.11108
225531 at 1439778 at down 1318 down 1219 91768 CABLES1 Cdk5 and Abl enzvme substrate 1 Hs.11108
225532 at 1439778 at down 1.498 down 1219 91768  CABLES1  Cdk5 and Abl enzyme substrate 1 Hs.11108
204811 s at 1450754 at un 14.289 un 2.885 un 4708 up 5.889 9254  CACNA2D2  calcium channel. voltade-dependent, aloha 2/ Hs.476273
221401 at 1434785 at up 1398 up 2913 up 4.448 up 4195 up 3171 27091  CACNGS calcium channel, voltage-dependent, gamma  Hs.278907
200030 s at 1431611 aat  down 1379 down 1134 down 1356 down 1327 23705 CADM1 cell adhesion molecule 1 Hs.370510
209032 s at 1431611 a at  down 1.407 down 1134 down 1.356 down 1327 23705 CADM1 cell adhesion molecule 1 Hs.370510
209031 at 1431611 a at down 1.474 down 1.134 down 1.356 down 1.327 23705 CADM1 cell adhesion molecule 1 Hs.370510
209030 s at 1417376 a at  down 1379 down 1355 23705 CADM1 cell adhesion molecule 1 Hs.370510
200032 s at 1417376 aat  down 1407 down 1355 23705 CADM1 cell adhesion molecule 1 Hs.370510
209031 at 1417376 aat  down 1474 down 1355 23705 CADM1 cell adhesion molecule 1 Hs.370510
200030 s at 1417378 at down 1379 down 1218 23705 CADM1 cell adhesion molecule 1 Hs.370510
209032 s at 1417378 at down 1.407 down 1.218 23705 CADM1 cell adhesion molecule 1 Hs.370510
209031 at 1417378 at down 1.474 down 1218 23705 CADM1 cell adhesion molecule 1 Hs.370510
210349 at 1452572 at down 1217 down 1.157 down 1147 814 CAMK4 calcium/calmodulin-dependent protein kinase ~ Hs.591269
210349 at 1421941 at down 1217 down 1162 down 1235 814 CAMK4 calcium/calmodulin-dependent protein kinase  Hs.501269
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CXCL2
cxcL2
CXCL2
CYP1B1
CYP1B1
CYP1B1
CYP1B1
CYP1B1
CYP1B1
DAGL
DCBLD2
DCBLD2
DDAH1
DDAH1
DDAH1
DDAH1
DDX58
DDX58
DDX58
DDX58
DDX58
DDX58
DDX60
DDX60
DENNDSB
DEPDC6
DEPDC6
DEPDC6
DEPDC6
DLK1
DLL1
DNA2
DNA2
DNAH1
DNAH2
DNAJA4
DNAJA4
DNAJA4
DNM1
DNMT38B
DNMT3B
DPY19L1
DPY19L1
DPY19L3
DPY19L3
DPYD
DPYD
DPYD
DPYD
DPYD
DPYD
DscC1
DTL

DTL

DTL

DTL

DTL

DTL
DTX3L
DUSP16
DUSP16
DUSP9
DYNLL2
DYNLL2
DZIP3
DZIP3
DZIP3
E2F6
EBF3
ECM1
EIF2AK2
EIF2AK2
ELL2
ELL2

calcium/calmodulin-dependent protein kinase
cathelicidin antimicrobial peptide

catalase

catalase

catalase

catalase

Chemokine binding protein 2

Chemokine bindina protein 2

coiled-coil domain containina 18

coiled-coil domain containina 18

coiled-coil domain containing 52

cvelin A2

cyclin A2

cvelin A2

cyclin A2

CCR4 carbon catabolite repression 4-like (S.
CDCA42 effector protein (Rho GTPase bindinc
CDC42 effector protein (Rho GTPase bindinc
CDCA42 effector protein (Rho GTPase bindinc
CDC42 effector protein (Rho GTPase bindinc
cell division cycle associated 5

cell division cvcle associated 5

cell division cycle associated 8

cell division cvcle associated 8

cell division cycle associated 8

cadherin 5. tvpe 2 (vascular endothelium)
cyclin-dependent kinase 2 associated protein
Cvelin-dependent kinase inhibitor 1C (p57. Ki
cyclin-dependent kinase inhibitor 1C (p57. Kit
cvclin-dependent kinase inhibitor 1C (057. Kit
cyclin-dependent kinase inhibitor 1C (p57. Kit
cvclin-dependent kinase inhibitor 1C (057. Kit
centromere protein F, 350/400ka (mitosin)
centromere protein F. 350/400ka (mitosin)
centrosomal protein 152kDa

CHK2 checkpoint homoloa (S. pombe)
cartilage intermediate laver protein, nucleotide
CDC28 protein kinase reaulatory subunit 2
CDC28 protein kinase requlatory subunit 2
chloride channel accessory 2

calmeain

calmeain

ceroid-lipofuscinosis, neuronal 8 (epilepsy. pr
ceroid-lipofuscinosis. neuronal 8 (epilepsy. pr
ceroid-lipofuscinosis, neuronal 8 (epilepsy. pr
cwvtidine monophosphate N-acetvineuraminic ¢
contactin 2 (axonal)

collagen. tvpe XIV. alpha 1

collagen, tvpe XIV. alpha 1

collagen. tve I. alpha 1

collagen, type I, alpha 1

collagen. tve I. alpha 1

collagen, tvpe VI, alpha 1

collagen. tvpe IX. alpha 3

cartilage oligomeric matrix protein

coenzyme Q2 homoloa, prenvltransferase (ve

copine Il
carbamovl-phosphate synthetase 1, mitochon
carbamovi-phosphate synthetase 1, mitochon
cartilage acidic protein 1
cartilage acidic protein 1
cartilage acidic protein 1
crystaliin, alpha B

crystallin, alpha B

connective tissue arowth factor

chemokine (C-X-C motif) liaand 2

chemokine (C-X-C motif) ligand 2

chemokine (C-X-C motif) liaand 2
cytochrome P450, family 1, subfamily B, polvi
cytochrome P450, familv 1, subfamily B, polvi
cytochrome P450, family 1, subfamily B, polvi
cytochrome P450, familv 1, subfamily B, polvi
cytochrome P450, family 1, subfamily B, polvi
cytochrome P450, familv 1, subfamily B, polvi
dystroalycan 1 (dystrophin-associated alycopi
discoidin, CUB and LCCL domain containina
discoidin, CUB and LCCL domain containina
dimethvlarainine dimethviaminohvdrolase 1
dimethylarginine dimethylaminohvdrolase 1
dimethvlarainine dimethviaminohvdrolase 1
dimethylarainine dimethylaminohvdrolase 1
DEAD (Asp-Glu-Ala-Asp) box polypeptide 58
DEAD (Asp-Glu-Ala-Asp) box polypeptide 58
DEAD (Asp-Glu-Ala-Asp) box polypeptide 58
DEAD (Asp-Glu-Ala-Asp) box polypeptide 58
DEAD (Asp-Glu-Ala-Asp) box polvpeptide 58
DEAD (Asp-Glu-Ala-Asp) box polypeptide 58
DEAD (Asp-Glu-Ala-Asp) box polvpeptide 60
DEAD (Asp-Glu-Ala-Asp) box polypeptide 60
DENN/MADD domain containina 58

DEP domain containing 6

DEP domain containina 6

DEP domain containing 6

DEP domain containina 6

delta-like 1 homolog (Drosophila)

delta-like 1 (Drosophila)

DNA replication helicase 2 homoloq (veast)
DNA replication helicase 2 homoloq (veast)
Dynein, axonemal, heavy chain 1

dynein, axonemal, heavy chain 2

DnaJ (Hsp40) homoloa, subfamily A, membe:
DnaJ (Hsp40) homoloa, subfamily A, membe
DnaJ (Hsp40) homoloa, subfamily A, membe:
dynamin 1

DNA (cytosine-5-)-methyltransferase 3 beta
DNA (cviosine-5-)-methyltransferase 3 beta
Dpy-19-like 1 (C. elegans)

Dpv-19-like 1 (C. eleaans)

dpy-19-like 3 (C. eleaans)

dpv-19-like 3 (C. eleaans)

dihydropyrimidine dehvdrogenase
dihvdropyrimidine dehvdroaenase
dihydropyrimidine dehvdrogenase
dihvdropyrimidine dehvdrogenase
dihydropyrimidine dehvdrogenase
dihvdropyrimidine dehvdroaenase

defective in sister chromatid cohesion 1 homc
denticleless homoloa (Drosophila)
denticleless homolog (Drosophila)
denticleless homoloa (Drosophila)
denticleless homolog (Drosophila)
denticleless homoloa (Drosophila)
denticleless homolog (Drosophila)

deltex 3-like (Drosophila)

dual specificity phosphatase 16

dual specificitv phosphatase 16

dual specificity phosphatase 9

dvnein, liaht chain, LC8-tvpe 2

dynein, liaht chain, LC8-type 2

DAZ interactina protein 3, zinc finer

DAZ interactina protein 3, zinc finaer

DAZ interactin protein 3, zinc finger

E2F transcription factor 6

earlv B-cell factor 3

extracellular matrix protein 1

eukarvotic translation initiation factor 2-alpha |
eukaryoltic translation initiation factor 2-alphal
elonaation factor. RNA polvmerase 11, 2
elongation factor, RNA polymerase II, 2

Hs.591269
Hs.51120
Hs.502302
Hs.502302
Hs.502302
Hs.502302
Hs.146346
Hs.146346
Hs.716682
Hs.716682
Hs.477144
Hs.58974
Hs.58974
Hs.58974
Hs.58974
Hs.639842
Hs.369574
Hs.369574
Hs.369574
Hs.369574
Hs.434886
Hs.434886
Hs.524571
Hs.524571
Hs.524571
Hs.76206
Hs.719107
Hs.106070
Hs.106070
Hs.106070
Hs.106070
Hs.106070
Hs.497741
Hs.497741
Hs.597323
Hs.291363
Hs.442180
Hs.83758
Hs.83758
Hs.241551
Hs.86368
Hs.86368
Hs.127675
Hs.127675
Hs.127675
Hs.311346
Hs.519220
Hs.409662
Hs.409662
Hs.172928
Hs.172928
Hs.172928
Hs.474053
Hs.716639
Hs.1584
Hs.144304
Hs.654387
Hs.654387
Hs.339809
Hs.149252
Hs.149252
Hs.500736
Hs.500736
Hs.500736
Hs.408767
Hs.408767
Hs.591346
Hs.19904
Hs.75765
Hs.75765
Hs.75765
Hs.154654
Hs.154654
Hs.154654
Hs.154654
Hs.154654
Hs.154654
Hs.76111
Hs.203691
Hs.203691
Hs.379858
Hs.379858
Hs.379858
Hs.379858
Hs.190622
Hs.190622
Hs.190622
Hs.190622
Hs.190622
Hs.190622
Hs.591710
Hs.591710
Hs.118166
Hs.112981
Hs.112981
Hs.112981
Hs.112981
Hs.533717
Hs.379912
Hs.532446
Hs.532446
Hs.655469
Hs.367649
Hs.513053
Hs.513053
Hs.513053
Hs.522413
Hs.643024
Hs.643024
Hs.408623
Hs.408623
Hs.194392
Hs.194392
Hs.335034
Hs.335034
Hs.335034
Hs.335034
Hs.335034
Hs.335034
Hs.315167
Hs.656473
Hs.656473
Hs.656473
Hs.656473
Hs.656473
Hs.656473
Hs.518201
Hs.536535
Hs.536535
Hs.719154
Hs.514368
Hs.514368
Hs.409210
Hs.409210
Hs.409210
Hs.603093
Hs.591374
Hs.81071
Hs.131431
Hs.131431
Hs.192221
Hs.192221




238500 at
225078 at
225079 at
204975 at
238500 at
225078 at
225079 at
204975 at
209392 at
209392 at
223253 at
223253 at
217886 at
217887 s at
217886 at
217887 s at
205767 at
213365 at
222603 at
208394 x at
222262 s at

214890 s at
227410 at
218898 at
1568891 x at
242560 at
1568891 x at
242560 at
1568891 x at
242560 at
221345 at
221345 at
208240 s at
1552721 a at
208240 s at
1552721 a at
207501 s at
214170 x at
212169 at
212169 at
210316 at
223936 s at
223936 s at
223936 s at
223936 s at
223936 s at
223936 s at
223936 s at
223936 s at
213524 s at
208868 s at
208869 s at
208868 s at
208869 s at
211458 s at
211458 s at
205890 s at
205890 s at
229724 at
229724 at
218313 s at
218313 s at
218313 s at
213280 at
202191 s at
202191 s at
202191 s at
209710 at
209710 at
235175 at
219539 at
200681 at
200681 at
200681 at
212959 s at
200708 at
214324 at

205862 at
202554 s at
210912 x at
243228 at
227711 at
211555 s at
203817 at
214414 x at
214414 x at
214414 x at
205919 at
205919 at
205919 at
203821 at
203821 at
213515 x at
213515 x at
229406 at
235468 at
206313 at
211654 x at
211654 x at
211654 x at
210982 s at
209709 s at
207165 at
209709 s at
207165 at
201277 s at
201277 s at
201277 s at
201277 s at
201277 s at
214328 s at
210211 s at
214328 s at
210211 s at
214328 s at
210211 s at
214328 s at
210211 s at
207062 at
207062 at
207062 at
207062 at
207826 s at
212221 x at
206342 x at
202439 s at

1425272

1434751
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x
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2

2
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2591
2.591

1.103
1.269
1.269
1.269
1.247
1.146
1146
1.146
1471
1471
2113
1739
1101
1101
1101
1.340
1117
1101
1.236
1173
1228
1.257
1218
1195
1.901
1.347
1.098
1138
7.196

1.338

down
down

down

6.228

1973
2.855

1.832
1477

1.397

1122
1155
1.530
2428
1.654
1654
2181
2181
1.654
2181
2322
1519

1931

1.265

1218
1.376
1.376

1.255

1239

7.159
6.628
7.892
6.752
2135
1.420
1.420
1.420

down

1.396

2.085
1.793
2.035
1.760

1.845
1.577
2504

2502
1.390
1610
1.615
1.636
1.852

5.977

2251
1.900
2.302
2.302
1.655
1.306
1.286

1441

1.235
1.235
1.567
1.567
1.872
1.872
1.499
1.499
5.340
5.887
6.961
5.216

1.441
1441
1.441
1441
2.855
3570
1.423
1.389
1515
1515

1.403

1141
1141

1.446
1.445
1518

1.561
1.248
1126

2.906
1.823
1.823
1.790
1.790
1.823
1.790
2.264
1.361
1313
1137
1723

1229

2611

2578

2817

2.053
2053
1528
1.294
1241
1271
1241
1482
1.482
1.665
1.665
1.264
1.336

1.393

1170
1170

7.919
8.177
5.624
12271
1.651
1.285
1.285
1.285

down
down

1771
1771
1.835
1.835
1771
1.835
2.204

2.541

1.835

1.267
2.755

2.845
1.547
1.392

2.183
2.183
1.726
1.280
1317

1.710
1.710
1.913
1.913
1.409
1.458
1.585
1.709

1.196
1.196
1.607
1.607
1717
1717

7.077
22.872

1.800

23710

EMP2
EMP2
EMP2
EMP2
EMP2
EMP2
EMP2
EMP2
ENPP2
ENPP2
EPDR1
EPDRL
EPS15
EPS15
EPS15
EPS15
EREG
ERI2
ERMP1
ESM1
ETNK1
ETNK1
EXO1
EXOC6
EXOC6
FAM105B
FAM105B
FAM107B
FAM107B
FAM107B
FAM149A
FAM149A
FAM43A
FAMS7A
FANCD2
FANCD2
FANCD2
FANCD2
FANCD2
FANCD2
FFAR2
FFAR2
FGF1
FGF1
FGF1
FGF1
FGF12
FH
FKBP9
FKBP9
FLT4
FOXP1
FOXP1
FOXP1
FOXP1
FOXP1
FOXP1
FOXP1
FOXP1
G0Ss2
GABARAPL1
GABARAPLL
GABARAPL1
GABARAPLL

epithelial membrane protein 2
epithelial membrane protein 2
epithelial membrane protein 2
epithelial membrane protein 2
epithelial membrane protein 2
epithelial membrane protein 2
epithelial membrane protein 2
epithelial membrane protein 2

ependymin related protein 1 (zebrafish)
ependymin related protein 1 (zebrafish)
epidermal arowth factor receptor pathway suk:
epidermal arowth factor receptor pathway suk
epidermal arowth factor receptor pathway suk
epidermal arowth factor receptor pathway suk
epirequlin

exoribonuclease 2

endoplasmic reticulum metallopeptidase 1
endothelial cell-specific molecule 1
ethanolamine kinase 1

ethanolamine kinase 1

exonuclease 1

exocvst complex component 6

exocyst complex component 6

family with seauence similaritv 105. member |
family with sequence similarity 105, member |
family with seauence similaritv 107. member |
family with sequence similarity 107, member |
family with seauence similaritv 107. member |
family with sequence similarity 149, member /
family with seauence similaritv 149. member /
family with sequence similarity 43, member A
family with seauence similaritv 57. member A
Fanconi anemia, complementation aroup D2
Fanconi anemia. complementation aroup D2
Fanconi anemia, complementation aroup D2
Fanconi anemia. complementation aroup D2
Fanconi anemia, complementation aroup D2
Fanconi anemia. complementation aroup D2
free fatty acid receptor 2

free fattv acid receptor 2

fibroblast arowth factor 1 (acidic)

fibroblast arowth factor 1 (acidic)

fibroblast arowth factor 1 (acidic)

fibroblast arowth factor 1 (acidic)

fibroblast arowth factor 12

fumarate hvdratase

FKS506 bindina protein 9, 63 kDa

FK506 bindina protein 9. 63 kDa

FMS-like tyrosine kinase 4

forkhead box P1

forkhead box P1

forkhead box P1

forkhead box P1

forkhead box P1

forkhead box P1

forkhead box P1

forkhead box P1

GO/G1switch 2

GABA(A) receptor-associated protein like 1
GABA(A) receptor-associated protein like 1
GABA(A) receptor-associated protein like 1
GABA(A) receptor-associated protein like 1

23710 /11 23766 GABARAPLL /l GABA(A) receptor-associated protein like 1/,
23710 /// 23766 GABARAPL1 // GABA(A) receptor-associated protein like 1./
10537 /// 2550 GABBR1 /// UB gamma-aminobutvric acid (GABA) B receptor
GABBRL /// UB gamma-aminobutyric acid (GABA) B receptor

10537 /I 2550
2562
2562
51809

51809
51809

653519

GABRB3
GABRB3
GALNT7
GALNT7
GALNT7
GARNL4
GAS7

GPR89A

‘aamma-aminobutric acid (GABA) A receptor
‘gamma-aminobutyric acid (GABA) A receptor
UDP-N-acetvl-alpha-D-aalactosamine:polypel
UDP-N: I-alpha-D- polypel
UDP-N-acetyl-alpha-D-aalactosamine:polypel
GTPase activating Rap/RanGAP domain-like
arowth arrest-specific 7

arowth arrest-specific 7

arowth arrest-specific 7

GATA binding protein 2

GATA bindina protein 2

quanylate bindina protein 4

aem (nuclear oraanelle) associated protein 6
alvoxalase |

alyoxalase |

alvoxalase |
N-acetvialucosamine-1-phosphate transferast
alutamic-oxaloacetic transaminase 2, mitocha
alycoprotein 2 (zymoaen aranule membrane)
G protein-coupled receptor 89A

111 653519 /// 7 GPR89A /Il GP G protein-coupled receptor 89A /// G protein-¢
111653519 /// 7 GPR89A /Il GP G protein-coupled receptor 89A /// G protein-¢
111 653519 /Il 7 GPR89A /Il GP G protein-coupled receptor 89A /// G protein-¢

493869

2983
3039 /// 3040
3039 /// 3040
3039 /// 3040

3046

3046

3046

1839

1839
3047 /1 3048
3047 /I 3048

146713
146713

3111

3119

3119

3119

3122

3161

3161

3161

3161

3182

3182

3182

3182

3182

3320

3320

3320

3320

3320

GPX8

GRB14
GREB1
GSTM3
GSTM4
GTF3C4
GTSF1
GUCY1B3
GUCY1B3
HBAL /// HBA2
HBAL /// HBA2
HBAL /// HBA2
HBEL

HBEL

HBEL

HBEGF
HBEGF

alutathione peroxidase 8 (putative)

arowth factor receptor-bound protein 14
GREBL protein

dlutathione S-transferase mu 3 (brain)
alutathione S-transferase mu 4

General transcription factor I11C. nolvpeptide ¢
agametocyte specific factor 1

aquanviate cyclase 1. soluble, beta 3
quanviate cyclase 1, soluble, beta 3
hemoalobin, alpha 1 /// hemodlobin, alpha 2
hemoalobin, alpha 1 /// hemoglobin, alpha 2
hemoalobin. alpha 1 /// hemoalobin, alpha 2
hemoalobin, epsilon 1

hemoalobin, epsilon 1

hemoalobin, epsilon 1

heparin-bindina EGF-like arowth factor
heparin-binding EGF-like arowth factor

HBG1 /// HBG2 hemoalobin, aamma A /// hemoalobin, aammg
HBG1 /// HBG2 hemoalobin, gamma A /// hemoglobin, gammé

hCG 1776007
hCG 1776007
HLA-DOA
HLA-DOB1
HLA-DOB1
HLA-DOB1
HLA-DRA
HMMR
HMMR
HMMR
HMMR
HNRNPAB

hexaribonucleotide bindina protein 3
hexaribonucleotide binding protein 3
maior histocompatibility complex, class Il DO
major histocompatibility complex, class Il, DO
maior histocompatibility complex, class Il DO
major histocompatibility complex, class Il, DO
maior histocompatibility complex, class II, DR
hyaluronan-mediated motility receptor (RHAM
hvaluronan-mediated motility receptor (RHAM
hyaluronan-mediated motility receptor (RHAM
hvaluronan-mediated motility recep