Scale
chr3:

ZNF4454
ZNF445«

ZNF852
ZNF852
ZNF852
ZNF852

RefSeq Curated -
NONHSAG034912.3 HI-’->.->->->->->->->->-I

NONHSAG111470.1
NONHSAG034913.2
NONHSAG034914.2
NONHSAG111471.1
NONHSAG034916.3
NONHSAG111226.1
NONHSAG034918.3
NONHSAG034917.2
NONHSAG084609.1
NONHSAG034919.2
NONHSAG034920.2
NONHSAG084610.1
NONHSAG034921.2
NONHSAG034922.2
NONHSAG111472.1
NONHSAG085474.1
NONHSAG034925.2
NONHSAG111227.1
NONHSAG111228.1
NONHSAG034926.2
NONHSAG084611.1

NONHSAT193822.1
NONHSAT245491.1
NONHSAT?245490.1
NONHSAT245489.1
NONHSAT089325.2
NONHSAT246449.1
NONHSAT195696.1
NONHSAT089327.2
NONHSAT089329.2
NONHSAT?246450.1
NONHSAT246451.1
NONHSAT089332.2
NONHSAT245492.1
NONHSAT246453.1
NONHSAT246452.1
NONHSAT193823.1
NONHSAT089365.2
NONHSAT193824.1
NONHSAT089367.2
NONHSAT089368.2
NONHSAT246454.1
NONHSAT246457.1
NONHSAT246456.1
NONHSAT?246455.1
NONHSAT193825.1
NONHSAT089369.2
NONHSAT089371.2
NONHSAT246458.1
NONHSAT246459.1
NONHSAT195697.1
NONHSAT193826.1
NONHSAT245493.1
NONHSAT245494.1
NONHSAT089380.2
NONHSAT193827.1

OMIM Alleles

ZNF445 ¢
ZNF852

Layered H3K27Ac
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GENCODE v24 C"Jmprehenswe Transcrlgt i‘(only BaS|c EIS
ZKSCAN7 b=+ ZNF1971 TGM4 -+
ZKSCANT7! | ZNF197¢ 1 ZNF502 =4 KIF15 BB BB - H B TGM4 -
M-« ZKSCANT | | ZNF197¢ h ZNF502 Hr KIF15 t====+=-+HHHE-H TMEM42 H ZDHHC3
M=« ZKSCANT7 =+ ZNF197 IHj ZNF502 =+ AC098649.11 KIF15 |-t ZDHHC3H
el ZKSCANT k=1 ZNF197 [~ ZNF501 + KIF15| ZDHHC3 I~
u ZKSCANT ¢ } ZNF35HE4 ZNF501 Ha KIF15 b MIR5641 ZDHHC3!
ZKSCAN7 >+ ZNF197 AS1 le=l ZNF501H KIF151 ZDHHC3!
RP11-944L7.4* ZNF501 H+i TMEM42 H
ZKSCAN7 H3----] ZNF35H ZNF501H TGM4 >+
ZNF660 =+~ ZNF35 Ht- KIAAL143 1eeeetetl TGM4 b=tHHHHHH
ZNF197 KIAA1143 mi TGM4H
ZNF6601 ZNF35 H+ TGM4 bt
ZNF660 1~ ZNF35H=1 RP11-272D20.21
ZNF660 H~m ZNF35 H=
AC099669.11
RP11-348P10.2n
Seq gene predictions, from NCBI
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OMIM Allelic Variants
Gene Exgression in 53 tissues from GTEx RNA-seq of 8555 samples (570 donors)
El24P3 ZNF660 32> F197 (333335 SOCS5P3«¢ KIF15 535555355353355353535553553333555) ZDHHC3 &«
€¢¢  ZKSCANT [33533535 ZNF35 333 ZNF502 333 AC098649.1 TMEM42 B
RP11-9441 7.4 ¢¢¢€¢¢¢CCCLELELLLELLLLLLLLCLLLLLLLLCLLLLCCK ZNF501 33 MIR564
MPRIPP1 RP11-348P10.2 % KIAA1143 RRRRERR TGM4 23535333333

ZNF197-AS1 <«
H3K27Ac Mark (Often Found Near Reaulatorv Elements) on 7 cell lines from ENCODE
No such file or directory

RP11-272D20.2

Can’t open /gbdb/hg38/bbi/wgEncodeReg/wgEncodeRegMarkH3k27ac/wgEncodeBroadHistoneGm12878H3k27acStdSig.bigWig to read
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