@ ChIP-Atlas M3k

IKZF1

@z chip "7
R W | SR TSPV YSURT W WU VY WS WP
| 11 (N 11 [l [ T T I 11 | [
JUNB (@ CD4+ T cells) JUNB (@ CD4+ T cells)  BRD4 (@ CD4+ T cells) BCL6 (@ CD4+ T cells)
Chl P-seq FOS (@ CI.1)4+ T cells) NFATC2 (@ I<:I|34+ Tcells) BRD4 (@ colt+ T cells) B‘CLG |(@ cl:ﬂ T oe:ls)
mET—% BRD4 (@ cI04+ T cells) NFATC2 (@ |C|D4+ Tcells) BRD4 (@ CD4+ T cells) ‘BRD4 (@ C|l|)4+ T cl>ells)
BRD4 (@ CD4+ T cells) NFATC2 (@ l'J]D4+ T cells) BRD4 (@ cL34+ T cells)
NFATC2 (@ CD4+ T cells) FOS (@ cnla:[u T cells) BRD4 (@ C[D4+ T cells)
10-200
fEi51 ATAC Y SR ' J I Al Ll
ATAC-Seq (@ cm«‘»I TI oellls) ]ATAC-Seq (@‘ ClDI4+ T oells)l ATl[\C-Seq (lé@‘ CD4+ T oells) lLT"ACl-IS;q (é”cm+ T oell!) |
ATAC-seq ATAC-Seq (@ cmlLlT oe‘lls) | ATAC-Seq (@I C|:D4+ T cells) ATAOSeq (@: c?l4+ T o]ellls:) A?'Aé—lsl:eq @ (|3D4J+ T| cells)
MET — ATAC-Seq (@ co4+ T oells) ATAC-Seq (@ CD4+ T cells) ATAC-Seq (@CD4+ T cells)  ATAC-Seq (@ co4+ T cells)
fi Bisuffite imlillliﬂllllullllll IIIIIIIIIIIhh.IIIIIII M. e Mh | I.I MIIMHHI
Bisulfite-seq - = g -

a7 —%

HRESEIRT—4 MBH : ChromHMM, FANTOMS, HiC, eQTL, GWAS SNPs
AT <2 FEHTY—)L : Differential ChIP peaks, Differentially methylated regions




(2) KBTI IRDHI -

2 A 75164

o0 0
Human (hg38) chr2 chr2:48,538,766-49,372,624 Go ff « » @ O = 2 | == RN (At
p25.2 p24.2 p23.2 p22.1 pl6.3 pl15 pl13.2 pll.2 qll2 ql3 ql42 q21.1 q222 233 q24.2 q31.1 q32.1 q33.1 q34 q36.1 q37.1
~ 833 kb ~
48,600 kb 48,700 kb 48,800 kb 48,900 kb 49,000 kb 49,100 kb 49,200 kb 49,300 kb
| | | | | | | | | | | | | | |
1k U II 5 H I,'II ," “" ¢ ,I I N 1 -I (II ¢ HI 1 ] H 5 5 5
Refseq genes LA ! !
STON1-GTF2A1L XR_001739460.2 FSHR FSHR XR_001739191.1 XR_001739461

ENCODE Blacklist

CpG lIslands

PhastCons (100-way)

Repeat Masker

Orphanet

I
22 28

0.956

High Signal Region

: { PR PR T W TR TR Y kLLLgJJlMA.thILMLlL.“LL,JLMJJu.UuLquJU wdlaldewitiil

I N T T O O T 0 A O A I | O I
NE SINE LTR SINE LINE LTR LINE LINE LINE LINE LTR DNA LTR LINE LINE LINE SINE LINE LTR LINE LTR LINE LTR L1

TN A0 U WU (T TT1 T NI
repeat LTR SINE

[WRURN 11T (N
SINE DNA SINE LTR LINE

LHCGR: Familial male-limited precocious puberty
| < < <

LHCGR: NON RARE IN EUROPE: Primary ovarian failure
< < <

LHCGR: Leydig cell hypoplasia due to partial LH resistance
[ < < <

LHCGR: Leydig cell hypoplasia due to complete LH resistance

[ETr |
SINE SINE LINE

FIEETEWE T WO - me (e e n

DNA SINE LTR DNA LTR

1]/ ]

< < < < < < < <

FSHR: 46,XX gonadal dysgenesis
< < < < < < < <

FSHR: Ovarian hyperstimulation syndrome
< < < < < < < <

FSHR: NON RARE IN EUROPE: Primary ovarian failure

e T

LTR DNA LTR LTR LTR

> tracks

|[@]fohr2:49,286 610 |

|[524M of 964m




(3) t4REEIR D - il PRI % BB R

o0 0
Human (hg38) chr10 chr10:70,591,475-70,606,914  Go Tt <« » @ [ = 2 | == RERERIRIANAN] Ry
| || ||
p15.1 p13 pl231 pl21 pli22 plll qll.22 q21.1 q21.2 q22.1 q223 q23.2 q23.33 q2431 q25.1 q25.3 q26.13 q26.3
- 15 kb -
70,592 kb 70,594 kb 70,596 kb 70,598 kb 70,600 kb 70,602 kb 70,604 kb 70,606 kb
| | | | | | | | | | | | | | |
RN
Refseq genes -
PRF1

H Bl .
ChromHMM: Hep G2

Heterochromatin Insulator ~ Weak Promoter Heterochromatin
Hm
Basophil
Ha
FANTOMS expressed enhancers Natural killer cell
Hm
Granulocyte
Hm
Hm
FANTOMS differentially expressed enhancers Natural killer cell
| | | |
GWAS Catalog
interferon-related traits Neutrophil-to-lymphocyte ratio Multiple keratinocyte cancers
I 0 — | [ | il
Familial hemophagocytic lymphohistiocytosis 2 ~ NA
[l RNNEE (1 [ ]
Familial hemophagocytic lymphohistiocytosis 2
[ 1N [
Familial hemophagocytic lymphohistiocytosis 2
(I (RTT [T
ClinVar Familial hemophagocytic lymphohistiocytosis 2

[ B B 1B 1
Familial hemophagocytic lymphohistiocytosis 2
I I |
Familial hemophagocytic lymphohistiocytosis 2
I
Familial hemophagocytic lymphohistiocytosis 2
I

Familial hemophagocytic lymphohistiocytosis 2

1 tracks [[@]fenr10:70 592,453 Il |}453M of 964m




() BEETIROAI B FHRR

00 IGV
Human (hg38) chré chr6:31,145,915-31,173,794 Go ff « » @ O = 2 | [ RANARARARARRN] [ARTNRRINY
h p25.1 p241 p223 p22. p21.2 pl123 pll.2 ql2 ql3 ql4l ql5 ql16.2 q21 q22.1 q22.32 q233 q24.2 q25.2 q26
2
‘g - 27 kb -
8 31,150 kb 31,160 kb 31,170 kb
£ I I I I
<
H HH Biem renll - — e el | ol Jik
Refseq genes L L i !
CCHCR1 TCF19 POUSF1 PSOR
100 -

RNA-seq (GTEx): Adipose_subcutaneous

RNA-seq (GTEXx): Brain_cortex

RNA-seq (GTEx): Heart_left ventricle

RNA-seq (GTEXx): Liver

RNA-seq (GTEx): Ovary

RNA-seq (GTEXx): Testis

RNA-seq (ENCODE): H1-hESC._rep 1

RNA-seq (ENCODE): K-562_rep 1

RNA-seq (ENCODE): MCF-7_rep 1

RNA-seq (ENCODE): Hep G2_rep 2

RNA-seq (ENCODE): HeLa S3_rep 1

RNA-seq (ENCODE): NHEK _rep 1

0 iV Y N . a

3 tracks |[@]fcrré:31,168,314 Il |[502M of 964Mm




(5) BEEEEIRDBI : HI-C

XX ) IGV

Human (hg38) chr7 chr7:155,374,066-157,038,661 Go T « » @ [ = 3 | (=] H T e [+
h p22.1 p21.2  pl53 pl143 pl41 pil23 pll.2 qll.21 ql1.23 q21.12  q21.3 q222 q31.1 3131 q32.1 q33 q34 q36.1 q36.3
2
g
o
“g.J - 1,664 kb >
8 155,600 kb 155,800 kb 156,000 kb 156,200 kb 156,400 kb 156,600 kb 156,800 kb 157,000 kb
S | | | | | | | | | | |
<

Hi-C (ENCODE): MCF-7
%/ A\ E% /7

Hi-C (ENCODE): Hep G2

Y

~AS

A\

= Il HiHitHH | 1 - + W H————sHH—H—<44—1—IH |
47174 .1 NR_126344.1 SHH LOC389602 XR_928250.2 XR_928244.1 RNF32 LMBR1 XR_928255.2
I FH - | " = H- ~ W

Refseq genes _928239.2 RBM33 LOC389602 XR_928247.2 LINC01006 LMBR1 NOM1
— HHH-H - i + I H—H———+ |

9282371 RBM33 LOC389602 XR_928248.2 XR_002956590.1 LMBR1 NOM1

— HitHHHY § —# H
OADVA DDA22 DAIC29 LADDA INTal V. E]

 tracks |[@]fonr7:155 438,088 Il |[765M of 964m




(6) t4REEIR DA - eQTL

'0 o IGV
Human (hg38) chr9 chr9:127,343,173-127,494,301 Go Tt <« » @ [ = 2 | (=] I ey [+
T D [ B B [0 ) ||_|muu—|_|-_|_3|_u_u_
h p24.1 p22.3 p21.3 p21.1 pl13.2 qll ql2 ql3 q21.12 q21.2 q21.33 q22.31 q31.1 q31.3 q33.1 q33. q34.13
2
‘g -t 151 kb >
8 127,360 kb 127,380 kb 127,400 kb 127,420 kb 127,440 kb 127,460 kb 127,480 kb
5 | | | | | | | | | | | | | | |
<
H—>4——HH } H+HH3  —toHHH ——t—t——8 tH—HH—— -
GARNL3 SLC2A8 ZNF79 RPL12 LRSAM1
Refseq genes H->4—>—HH } H+H3 o+ ——>—8 | H+H—-— }
GARNL3 SLC2A8 ZNF79  SNORA65 LRSAM1
tH—H+—* —t———8
GARNL3 SLC2A8 ZNF79 LRSAM1
rs112543283/GARNL3 rs10987643/SLC2A8  rs142103850/ZNF79
| ——é|
rs2779711/GARNL3 rs7873847/SLC2A8 rs10987645/ZNF79 .
——{ . 1
rs2779734/GARNL3 rs11791717/SLC2A8 rs2253639/ZNF79
. | I I {
eQTL (GTEx): Liver rs4837148/SLC2A8 rs2253806/ZNF79 .
——{ . 1
rs11791288/SLC2A8 rs2254041/ZNF79
|
rs10987639/SLC2A8 rs2243608/ZNF79

i

rs11794990/SLC2A8 rs2254437/ZNF79

!

rs4240417/SLC2A8 rs2243903/ZNF79

!

rs4837142/SLC2A8 rs2243906/ZNF79

rs7847781/SLC2A8 rs140774171/ZNF79

H

eQTL (GTEx): Whole blood . rs4836561/SLC2A8 rs34968274/ZNF79

|

rs10733687/SLC2A8 rs2244468/ZNF79

|
|

rs10987630/SLC2A8 rs2247303/ZNF79

|

rs2247322/ZNF79

|

re22A774/7ZNE7Q

 tracks [[@]fenro:127,493,979 Il |[827M of 964m




(7) Diff Analysis *V—JL D BfiFE

A ChlP-Atlas: Diff Analysis

Detect differences between given ChlP-Seq, ATAC-Seq or Bisulfite-Seq dataset groups
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1. Choose experiment type 2. Enter dataset A 3. Enter dataset B 4. Analysis description
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