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H]l::_::l]::a Lumi id S‘;r‘:llll:)l Ensembl Entrez| Unigene ]g;’::i Description iHOP Gv::lkels
ILMN 1705423 Ed5]5UnfUnjplE36gA TBCID29 |[ENSG00000197689 651450 [Hs.24142117q11.2 |TBC1 domain family, member 29 iHop wikigenes
CONVERT GENE ID'S ILMN_ 1697642 BU_IInUUkheOXOBERI BCAP29 |[ENSG00000075790 | 55973 [Hs.303787 |7q22.3 B-cell receptor-associated protein 29 iHop wikigenes
Home ILMN 1788184 |3Sm5Uom7k7tIIP61NM CIDEA I[ENSG00000176194 | 1149 [Hs.249129 18pl11.21 |Cell death-inducing DFFA-like effector a iHop wikigenes
ILMN_1681845 |QI8Lf5_HR6jleKf6ud PAPD4  |[ENSG00000164329 (167153 [Hs.418198 5q14.1 PAP associated domain containing 4 iHop wikigenes
Convert Gene [B's ILMN_1889845 [uiT4gnlKel. dcOwfdo [Hs 542469 [20p12.2 iHop [wikigenes
R 17@:333 =iz Bl 2 Search Probe Sequences ILMN_1690979 |rqJNCKP9iTJF7T7FR4 SLC17A3 |ENSG00000124564 | 10786 [Hs.327179 6p22.2  |Solute carrier family 17 (sodium phosphate), member 3 iHop |wikigenes
1697642 CreloiesiED ILMN_1811114 E_KBTdJTXVKCVFXhXw SDS [ENSG00000135094 | 10993 [Hs.654416 [12q24.13 |Serine dehydratase iHop wikigenes
1788184 Second Matehes ILMN 1660729 [uFKnit46gofh1K5Ijk ATP6VIC2 [ENSG00000143882 245973 [Hs.580464 2p25.1  |ATPase, H+ transporting, lysosomal 42kDa, V1 subunit C2 iHop |wikigenes
1889845 ILMN_ 1705659 HilESuDgOgllq3cX]4 FAM71C |ENSG00000180219 (196472 [Hs.591011 12q23.1 |Family with sequence similarity 71, member C iHop wikigenes
ILm_1e90973 Esnsctipihiormetion ILMN 1694630 |BX11LxXx1d3DNTepCo | AK055082 645113 [Hs.680609 22q12.3 iHop [wikigenes
Contact ILMN_ 1819355 \W3UuLHVT8SS7VQ95D0 IHs.558279 |8q24.12 iHop wikigenes
Efclaimer ILMN_ 1797055 Hqi3RRpw.jogr2KXEg LING2 ENSG00000205659 | 91750 [Hs.612866 (14q24.3 |Lin-52 homolog (C. elegans) iHop wikigenes
How to cite ILMN 1713038 \W5KEOeUil610idGwkO PCOTH |ENSG00000205861 (387911 |Hs.707257 [13q12.12 |Prostate collagen triple helix iHop wikigenes
%H:::—E%g?ji o ILMN_ 1670547 [rVzFCKIgHfRfjs73jE GRM1 I[ENSG00000152822 | 2911 [Hs.32945 |6q24.3 (S}hllt:mate Tec(;pt(g, léleta;)-nt;:)fsul;l S e iHop wikigenes
ILMN 1800425 |c121TelNdd10Que.qQ SLC9A1  [ENSG00000090020 | 6548 [Hs.469116 1p36.11 (a%;peoﬁggfﬁajﬁ g ar(sﬁor”fde S{ﬂ:‘i’g‘f‘e‘)e"“ Eviigfent), Toemm e iHop wikigenes
ILMN 1728019 uBujoq7tKivqEikiCI PML 5371 |Hs.526464 |15q24.1 |[Promyelocytic leukemia iHop wikigenes
ILMN 1783852 TvI.5C3EDid QSBOSU CD164 |ENSG()0000135535 8763 [Hs.520313 |6q21 CD164 molecule, sialomucin iHop wikigenes
ILMN_ 1882325 |3VIoo7pChEIRKHYHeY Hs.576630 |10q23.1 iHop [wikigenes
ﬁ;}:nggﬁ ILMN 1721344 [K0dTUXalUV1V]JSMaDA | MOBKL2A |[ENSG00000172081 [126308 [Hs.86912 [19p13.3 |MOBI1, Mps One Binder kinase activator-like 2A (yeast) iHop [wikigenes
ILMN_1679973 ILMN 1691223 NKQOxX FMIQKMt.NLO| ZNF566 |ENSG00000186017 |84924 |Hs.646371 [19q13.12 |Zinc finger protein 566 iHop wikigenes
ILMN 1766219 BX30JOPNGJE66AG6lo HGC6.1.1 [ENSG00000153298 | 26236 |Hs.225962 |6q27 Homo sapiens HGC6.1.1 mRNA, complete cds. iHop wikigenes
ILMN 1679973 |ivRLKrrrTxXIPTuzXo OR1]2 IENSG00000197233 | 26740 [Hs.460145 |9q33.2 Olfactory receptor, family 1, subfamily ], member 2 iHop wikigenes
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Plosse chotss oJRIID Ype: ILMN 1705423 [CTCTGCAGCTGCCCAGCTCTTCCAGCTGATGGCTCCACATCTTGGGGGAA  [RefSeq S 60.00 [0 [Perfect
E— ILMN_1697642 [CCATTGAGAAGAGCTCCACCAGCAGACCTGATGCCTATGAACACACACAG [RefSeq A 52.00 [0 [Perfect
Entrez L ILMN_1788184 |[CAGGCGTGCCCAGGAGCGTGTGCATGTGTCAGAGCCATITGGTCCATCAT  [RefSeq A 58.00 [0 [Perfect
il ILMN_1681845 |GCCTTAAGTCTTIGCTTGACTCACTGGGATAGACTGAGGCTITGGGTGTG  [RefSeq S 50.00 [0 [Perfect
ek i
e ILMN 1889845 GAGCATTGAGAAGCTGCCAGGCTGGCCTTTCTCCTAATGTAACTTTGAGG  [Unigene S 50.00 0 Perfect ek amgi‘:g;h‘s pelie sl i, oo E8E
ILMN_1690979 (GGGAGCATCAAGAGGATTTTCGAGCATAGCACCTGTCATTGTACCCACTG  [RefSeq S 50.00 [0 [Perfect
ILMN_1811114 TTGAGGAACCATCTCAGCCATCCTCCCAGGAAGCCCACCCCTGACCCTTA — [RefSeq S 58.00 [0 [Perfect
[Submit| [Reset] ILMN_1660729 ACCAGGGCTGAGGTCTGATGGGAAGGACTTGACTCCAGGTGCAGAGATGC [RefSeq S 58.00 [0 Perfect  * Transcript match to reverse strand
ILMN_1705659 [GAGGCCACATGCGTGAATGGGATGGAAGCCAGAGGGTCTCTACCTAGCTG [RefSeq S 58.00 [0 [Perfect
ILMN 1694630 |CCTTCCTCCAGTTACCCITACTCCCTCTCTAATATCCATCTGGGCAAGGG  [RefSeq S 52.00(0  [Perfecre " Check this probe manually, no CDS
ILMN 1819355 TCTCCAGTGAGTACTCCCCATTTACAGCAGTGTCCCCAATTCTGCAATGG  |Unigene S 50.00 |0 Perfoct**x ;::ngi‘:ﬁl(‘)sms probe manually, no CDS
ILMN_1797055 |(GGGGAGTCTCACCACGGCTAATTTGATGGAGAAGGTTCGAGGCCTACAGA [RefSeq S 54.00 [0 [Perfect
ILMN_1713038 TGCAGGACAATGCTGCCAGAGGCCTGGICCTCAGAGCTCACGTAAGCATC [RefSeq S 58.00 [1 Perfect  [* Transcript match to reverse strand
ILMN_1670547 |[CCCTATACCAAGAGGGCCGAAACTCTTCACCTIGATGTATGTTCTGATAC  [RefSeq S 16.00 1 [Perfect
ILMN_1800425 TCCTCGGCCCATCTGTCCATCCTCCTCTCCATGCAAGTGCTGTTTGGGCA — [RefSeq S 58.00 [0 Perfect  [*Transcript match to reverse strand
ILMN_1728019 [AACGTGGATGGAGGGTGTGTCAGGGAGGTTGGGACAGAGGCAGAGAAGAG RefSeq I 58.00 [0 Perfect  [*Transcript match to reverse strand
ILMN_1783852 |GTTAGATTTTGCAAGTCTACAAATGAGCTCTTGCAACAGAACTCACAGCC  [RefSeq S 42.00[0 [Perfect
* Transcript match to reverse strand | ***
ILMN_1882325 (CCCAGAGGAGGATGTGGCAAGGACACAAGACACAGGACTCGAACTCTGCG [Unigene S 58.00 [0 Perfect¥* Check this probe manually, no CDS
annotation
ILMN_1721344 TCACTCCATCCACCTCGGAGACCACCCTCCCCCAGCCAGATACGGAATAA  [RefSeq S 58.00 1 [Perfect
UNIVERSITY OF ILMN_1691223 AGGCAAATGTACCCTTTGACCATATCCCAAAGGATAGICTTTATCAGTIC  [RefSeq S 40.00 [0 [Perfect
C AMBRIDGE TLMN_1766219 |CCTTCTGGAAGCTCAATTATCACGAGCACATGGTGGAAAACGTGGGCCGG [RefSeq S 54.00 [0 Perfect
ILMN 1679973 (GTTCACAGTAGGGGTGGTGGTCATTACCCTGCCATTCATGTGTATCCTGG  [RefSeq S 52.00 [0 [Perfect

Click Here To Download Table as a Tab Delimitted Text File

Figure S1



