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~ |detail I@ hd |1ype - |pvalue -!|minus_log10_pvalue - |odds
- TMEM242 (transmembrane 729515
I 1) — rotein 242) cnv_increase 5.57E-15 14.3] 0.236!
V=D %MUCI' MUC3A, MUCA MUCA (mucin 1, cell surface 4582
associated) complete_del_or_het_del 9.70E-15 14.0! 0.128!
N MUC3A MUCS3A (mucin 3A, cell 4584
MUClZ' MUC6' MUC47b) J: surface associated) cnv_high_increase 7.61E-12 1.1 0.275]
MUC12 MUC12 (mucin 12, cell 10071
L. ) > > SIN surface associated) cnv_increase 1.82E-10 9:71 0.313,
ﬁL a* %%ﬁ L T W é — a 73)) 7] 7\)) MUC6 MUCS6 (mucin 6, oligomeric 4588
ing) cnv_increase 2.01E-09 8.7 0.000:
- 4 TTC34 (tetratricopeptide 100287898
Z) o E C\_\ 7 \OX r7 T /f ﬁ@l‘ff ;5.’1‘]‘ D repeat domain 34) cnv_high_increase 2.50E-08| 7.6 0.000
LINC01043 |LINC01043 (long intergenic 101928752
- < non-protein coding RNA
7: & Z 6\ 0-7 ]) 7] //\OX '7 fu sy 1043) cnv_increase 3.99E-08, 7.4 0.000
KCNJ12 KCNJ12 (potassium inwardly 3768
— rectifying channel subfamily J
7o ARSI Jlél': E ‘ﬁ member 12) cnv_increase 5.44E-08 7.3 2.690
/f * k 7b % uf% E,J i ﬁ o = Ea = GOLGASG |GOLGABSG (golgin A8 family 283768
- é: S member G) cnv_increase 1.47E-07 6.8 3.336
b 3 3 > MUC4 MUC4 (mucin 4, cell surface 4585
L f u z) — 7‘7) 2 75 2 f\'o ‘L\ '7‘ associated) cnv_increase 1.57E-07, 6.Bj 0.000!
- GTPBP6 |GTPBP6 (GTP binding 8225
- I N T AS N rotein 6 (putative cnv_increase 3.65E-07| 6.4 0.082:
L¥ ‘iﬂ%ﬁ:{ k 6‘] ("z‘ﬁ:{y‘)) & Z) i))‘ TRPM2-AS |TRPM2-AS (TRPM2 101928607
antisense RNA) cnv_increase 3.96E-07 6.4] 0.000!
Y - | ~ 15 N FSCN2 FSCN2 (fascin actin-bundling 25794
EE L‘— Hﬁﬂ! ‘L\ % 7 0) Eg 1%‘/\)) gﬁ < A) rotein 2, retinal cnv_increase 1.98E-06| 5.7 0.283
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genes regionname gitype pvalue
595 aiprotein_coding%‘ﬁjij RNF150:protein_coding chr4-141158288-141158327-CAAAAA  repsum  2.54E-07
RP11-260018.1:incRNA chr3-81986760-81986788-T repmax  7.59E-08
DSTRTH - 720 HIE. 2 chr3-88680115-88680177-TTTTC repmax  7.29E-08
ACO007040.11:protein_coding | ATPé
NEDOKEREZHICHEEDE  ViBl:protein_coding| ATP6V1B1-
AS1:antisense chr2-70940886-70940931-T repmax  3.79E-08
WHhDEFTLH-0IZ, B MYM4protein_coding chr1-35380294-35380341-TTTA repmax  2.87E-08
. . AL163953.3:processed_transcript  chr14-53665945-53666071-ATCT repmax  2.28E-08
|§,’§—§ Eﬁ?ﬁ:% vy y—o 1@ MGATS: protein_coding chr2-134225077-134225102-A repsum  7.67E-09
ke »a vy o —j 8 DNAJCTprotein_coding chr17-42010142-42010189-AAAG repsum  4.93E-09
Intergenic chr2-142590592-142590633-AC repsum  2.35E-09
A VIR O ILFWFFE % BAAS  intergenic Chr2-142590592-142590633-AC repmax  1.06E-09
" L Intergenic chré-151649652-151649684-TTTCTT repsum  1.25E-10
L. S %{ (3 kmﬁ = iﬁ b[] < Intergenic chr14-88801753-88801793-AC repmax  4.51E-11
TN 2T > T o L %2 SEROIVANY—LT /%47 E STR OEE

ZATH 5.
COEHIT, mMEREBICEHLET ) AN Z1TH) 2L T, INETOT 2 A7 4 FEHEfENT T
BRZTI o 2ELTIZOWT OIS HEATE Y, EHOBRMEIHICKX TPV TW5,



