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Species # LRead Raw Unique Ps,\éllffoSRzep MACS?2 NSC | RSC [QC
ength| fragments RPM
NumPeaks

hg38_no_haps Control_4_FGFR1_GSM2439179 1x50 36,740,346 1.421 1.027 1
hg38_no_haps Control_4_input-GSM2439178 1x50 33,997,437 1.163 0.469 -1
hg38_no_haps Patient_3 FGFR1_GSM2439181 1x50 33,294,331 24,257,330 1.508
hg38_no_haps Patient_3_NOTCH-GSM2439182 1x50 24,586,311
hg38_no_haps Patient_3_input-GSM2439180 1x50 34,700,795 20,740,325 1.142 0.305 -1

chrM Control_4_FGFR1_GSM2439179 1x50 36,740,346 624,038 0.04

chrM Control_4_input-GSM2439178 1x50 33,997,437 159,490 0.18

chrM Patient_3 FGFR1_GSM2439181 1x50 33,294,331 123,458 0.16

chrM Patient_3 NOTCH-GSM2439182 1x50 24,586,311 57,429 0.13

chrM Patient_3_input-GSM2439180 1x50 34,700,795 125,139 0.23

Aligned against the genome as well as against chrM alone
(due to NUMTSs, some of chrM is not uniquely mappable)
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4 Cross-correlation QC 2

Zontrol_4_FGFR1_GSM2439179.1x50mers.hg38-no-haps.uniq Control_4_input-GSM2439178.1x50mers.hg38-no—haps.uniqu
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Patient_3_NOTCH-GSM2439182.1x50mers.hg38-no-haps.uniq
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Patient_3_FGFR1_GSM2439181.1x50mers.hg38-no-haps.uniq

cross-correlation
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This is basic QC to make sure the ChIP

shows good enrichment overall

put-GSM2439180.1x50mers.hg38-no-haps.uniqu

Patient_3 in

It does
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4 Peak overlap

Control_4_FGFR1_GSM2439179

Patient_3_FGFR1_GSM2439181
Patient_3_NOTCH-GSM2439182

#DataSet:

Regio

Control_4_FGFR1_GSM2439179

Patient_3_FGFR1_GSM2439181

Patient_3_NOTCH-GSM2439182
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5 kb | hyg3s
s00] 1,000 15000 20000 2500l 3000 55000 40000 45000 so000] 55000 e.000] eso0l 7000 7so0l s0o00l 8500l 8000 ,s00] 10,000] 1o0,500] 11,000] 11,500] 12,000] 12,5000 13,000] 13,5000 14,000] 14,500] 15,000/ 15,500] 18,000| 16,500]
Contral_4_FGFR1_GSM2439173.1=50mers.chrid.unique RPR.higWig

Contral_4_input-G5z433178 1xG0mers chrid unigue RPM big'Win

Patient_3_FGFR1_GSMZ439161 1x50mers.chril.unigue . RPM . bigWig

Patient_3_input-GSh2433160.1x50mers.c . unique.RPM bigWwig

Patient_5_MNOTCH-GEMZz4539162 1x50mers chridunique RPR. bigWig

GEMCODE 33

WAT-TF B MT-TV B MT-TLT B WT-TI B MT-TW B MT-TS1 B WT-TH. B wWT-cO: R MT-ND4 Y MT-MO6 Rl MT-TT B
WAT-RIAT MT-MD 1 MT-T& W WT-TOW  WT-oTPs BE WT-TGE MT-TH MT-TE B 1AT-TP B
FAT-RHRZ MT-TQ W MT-TH B wWT-cOz EEEEEEEE T-MO3 R WT-TSZ W MT-CYE
MT-THM B MT-TC B MT-4TP6 EEEEEEEE WT-TR B MT-TLE W
WMT-M0z2 R rT-mo4L BB MT-HDS

MT-T B
MT-CO1
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5 kbt | hgas
so0] 1,000 15000 20000 2500l 3000 35000 40000 45000 so000] 55000 e.000] 6500l 7000 7so0l s000) 85000 8000 s,s00] 10,000] 1o,500] 11,000] 11,500] 12,000] 12,5000 13,000] 13,5000 14,000] 14,500] 15,000/ 15,500] 18,000] 16,500]
Control_4_FGFRT_GEMEZ439179.1x50mers.chrid.unique.plus. RP k. higwig

Contral_4_FGFR1_GSk2439179.1x50mers.chrid.unigue. minus RPM. big'Wi

Control_4_input-GSk24391 78.1<50mers.chrid.unigue.plus. RPM . bigWig

Cantral_d_input-GEki24:39178.1x50mers.chrid.unigque. minus RP M. higWig

GENCODE Y35

AT-TF B MT-TV B MT-TLT B WT-TI W MT-T B MT-TS1 B WT-TH B WT-co: s WT-nD4 B et < < < < <« | MT-TT B
AT-RMAT MT-MD1 MT-TA N WT-TOW  WT-aTPS BB WT-TGE MT-TH MT-TE B 1T-TF B
MT-RMNA? MT-T B MT-TH B wWT-CO? EEEEEEEE mT-n0s B MT-TSZ B mT-cv'e R
MT-TH B MT-TC B MT-4TP6 EEEEEEEE WT-TR B MT-TLZ W
MT-NDZ R rT-nD4L BB MT-NDS

MT-Tv B
MT-CO1

The D-loop signal is probably an artifact, but the rest does look real




/ 5 kb} | hgas \

sool 10000 15000 zoool zsool 3000 35000 40000 45000 5000 s500] e000 65000 7000] 7500l s0000 &5000 9000l 95000 10,000] 10,500] 11,000] 11,500] 12,000] 12,500] 13,000] 13,5000 14,000] 14,500] 15,000] 15,500] 16,000 18,500
Patient_3_FGFR1_GSM2439161.1x50mers.chri.unigue.plus.RPM bigWig

Fatient 3 FGFR1_GEM24391561 1x50mers.chrid.unigque.minus. RP R big'¥i

Fatient_3_input-G5kZ4 39180 1x50mers.chriiunigue.plus. RP M bigiWig

Patient_3_input-Gar24 39180 1x50mers.chrid.unigue.minus. RPR.Dig'ic

GEMCODE Y35

T-TF B WT-TV B MT-TL1 W FAT-TI B FAT-To W WT-TS1 W WT-TE W MT-Cos R MT-MD4 R EEE Rl < < < < < < | WT-TTH
MT-RIAT I — WT-MD R MT-Tes W MT-TON  WT-aTPS EE WAT-TG MT-THE WT-TE B MT-TF B
FAT-RMAZ I AT-TC W MT-TH B MT-Co: EEEEEEEE rT-MD3 [EEE MT-T52 1 wWT-CvE R
MT-Thi B MT-TC B WT-aTPE IR WT-TR B MT-TL2 B
MT-ND? mT-nD4L EEE MT-MNDS
WT-T B
WT-CO1

The expected strand asymmetry around occupancy sites is observed
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Skbf | hy3a
soo| 1,000 1,500 2,000 2500 3,000 3,500 4,000 4,500 sS.000] 5,500 60000 6,500| 7o00] 7.s00] &o0o00) 65000 @,000) 4,500 10,000 10,500 11,000] 11,500] 12,000] 12,500 13,000 13,500] 14,000 14,500] 15,000 15,500] 18,000] 16,500
Patient_3_MOTCH-GEME243918Z2.1x50mers.chrid.unique.plus. RP k. hig'wig

Patient 3 MNOTCH-GEME439152.1x50mers.chrid.unigue minus. RPM. bigWig

Patient_3_input-GSh2439160.1=50mers.chridunigque. plus RPM.bigWig

Patient_3_input-GSh24 39150 1:<50mers.chrid.unigue.minus. RP b big'Wic

GENCODE Y35

AT-TF B MT-TV B MT-TLT B WT-TI W MT-T B MT-TS1 B WT-TH B wWT-co: TR MT-MND4 et < < < < <« | MT-TT B
AT-RMAT MT-MD1 MT-TA N WT-TOW  WT-aTPS BB WT-TGE MT-TH MT-TE B 1T-TF B
MT-RMNR? I MT-TG B MT-TH B wWT-c0? R wT-nD 5 BB MT-TSZ B wT-cv'E R
MT-TM B MT-TC MT-4Tr EEEEEEEEd WT-TR B MT-TL2 W
MT-MOZ2 EEEE R raT-nD4 L BB MT-MDS
WT-T4 B
MT-CO1
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MEME-ChIP, Control FGFR1
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SpaMo & FIMO

Motif Found
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Motif Found
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Discovery/Enrichment Program [2] E-value Known or Similar Motifs [Z]

STREME

OMNECUT3 DBD

5.7e-111
ONE

2.2e-082

ONECUT3 (MA0757.1),
CUT1 DBD

Discovery/Enrichment Program E-value Known or Similar Motifs

Discovery/Enrichment Program E-value Known or Similar Motifs

SP1 (MAD079.3)

6.12-063

1.7e-048

7.0e-033

SP2 (MADS516.1)

SP1 DBD

ZNF263 (MA0528.1)
Zfx (MAD146.2)

ETWE full 1

Not Centrally Enriched

Distribution

Not Centrally Enriched

Distribution

Not Centrally Enriched

Distribution

Not Centrally Enriched

Distribution

Not Centrally Enriched
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MEME-ChIP, Patient N
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Motif Found
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Reverse Complement s Show 1 More 12

bits

Motif Found

Motif Found

ﬂTQQQC?Q.Qg¢H

Reverse Complement s Show 2 More 12

Motif Found

POTACA, . T6CCa.

Reverse Complement 5

Discovery/Enrichment Program E-value

MEME 8.7e-081

Discovery/Enrichment Program E-value
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m

2.3e-057

Discovery /Enrichment Program E-value

MEME 5.5e-041

Discovery /Enrichment Program E-value

STREME 8.1e-037

Discovery/Enrichment Program E-value [Z]

STREME 2.4e-020

Known or Similar Motifs

ZNF384 (MA1125.1)

Known or Similar Motifs

Known or Similar Motifs

KLF4 (MA0039.3).

Known or Similar Motifs

SP1 (MAQO79.3)
5SP1 DBD
KLF16 (MAD741.1)

Known or Similar Motifs [2]

Distribution

Mot Centrally Enriched

Distribution

Mot Centrally Enriched

Distribution

Mot Centrally Enriched

Distribution

Mot Centrally Enriched

Distribution

Mot Centrally Enriched

SpaMo & FIMO
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SpaMo & FIMO

« Motif Spacing Analysis
» Motfif Sites in GFF3
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5 kb | hy3é
soo0| 1,000 1,500 2000l 2,500 3,000 3,500 4,000 4,500 s,000 s,500 60000 6500|7000 75000 @000 @500 9,000 4,500 10,000 10,500 11,000 11,500] 12,000] 12,500] 13,000] 13,500] 14,000] 14,500] 15,000] 15,500] 16,000] 16,500]
FIMO.CCCCGOCCCCECCCT-MEME-1 bigBed
|1l | | | |1 | | [ | \ Il \ | | | [
| | | | | FIMD.AAAAWAMAAAAA\'\"'I\'VA—MEME—Z.D\QBEG |

Fit0 CTGTAATCCCAGCWMfMllEMEfB higEed

FIMO.CGCCCYCTGEY GGC-5TREME-2Z.higBed
FIMO.RCCGGAAGTGR-STREME-3.higBed

Control_4_FGFR1_G5MZ439173 1x50mers.chrtd.unique. plus RPM.bigWig

Control_4_FGFR1_GEMZ433173.1x50mers.chrid uﬂiiue.minus.RPM.bigWig

Patient_3_FGFR1_GS3M2439181.1x50mers.chrid.unigue.plus RPM.bigWig

‘4‘4— — &MM“MM ———41— .J.‘

Fatient_3_FGFR1_GSMMZ2439161.1<00mers. chrii.unigue. minus RPR.bigiwi

Patient_5_MNOTCH-GSMz4539152 1x50mers chrhd unigue plus RPh bigWig

Fatient_3_MOTCH-GEMZ433182 1x50mers chrid Unigue.minus RPR bigWi

GEMCODE V35

MT-TF B MT-Tw W WT-TLT W WT-TI W MT-Tt B MT-TS1 0 MT-TK W wT-co: R MT-MD4 RS MT-MO6 TR MT-TTH
MT-RMR 1 E— MT-NDT R MT-T& B MT-TO B MT-2TP5 BE MT-TG B MT-TH B MT-TE B MT-TF B
AT-RINR2 MT-TQ W MT-TH WMT-C02 R WT-MD 3 EEE MT-TS2 0 WT-cvE
MT-TH B RT-TC B MT-5TP6 EEEEEEEE MT-TR B MT-TLZ W
MT-MD2 R mT-Mo4L [EEE MT-MDS

rAT-T W
MT-CO1

The top motif is seen in quite a few of the peaks, but not all of them
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5 kbl | hgas
1,000l 1,500/ zoool 2500l 3000 35000 40000 4500l soo00] 5500l o000l esonl 7oool 7sool soo0l ssool 9000l 9500l vo,000f 1o,5000 1v,000) 11,500] 12,000] 12,500] 13,000] 13,500] 14,000] 14,500/ 15,000] 15,500/ 18,000] 18,500
Conirol_4_FGFR1_G5MZ439179.1x50mers. hg3f-no-haps.unique RPW higwig

“L..“k N “h luhulMM&u

Patient_3_F GFR1_GSM2439181.1x50mers.hg3a-no-haps.unique. RPM.higWig

A‘LA..MA‘AA e ats h L Mo 4 ia aan 4u suili

Patient_3_MOTCH-GSM2433182.1x50mers. hgds-no-haps.unique. RPM bigwig

" RM o Sl b b

0]

iFR1_GEMz

0.0338 _
753174 _

iFR1_GShZ

00412 _
201713 _

GEMCODE V35
MT-TF B MT-TY B MT-TLT B MT-TI H WT-Tw B MT-TS1 B WT-TK B wT-cos EEEEEEE MT-ND4 R WT-HDG R MT-TT B
MT-RMNRT E— WMT-ND1 R MT-Ta B MT-To B WT-a7P7 BRI MT-TG B MT-TH B MT-TE B WMT-TP B
MT-RHRZ I MT-TG B MT-TH B mT-coz EEEEREEE wT-rD 3 B MT-TSZ 1 wWT-C+E R
MT-TM B MT-TC B mT-2TP6 EEEEEEEE MT-TR B MT-TLZ B
MT-NDz R wT-ND4L [EEE WT-NDS S S R
MT-T+ B
MT-CO1

These are RPM-normalized tracks, generated from the alignment against the whole genome
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iFR1_GSMz

FR1_GSMz

0041z _
164364 _

ITCH-GEMZ

0.0347 || .

S

ol FGFR

p nuclear peaks (Co

™

1 K
| 48,389,600| 48,389,700/ 46,369,500 46,369,900 45,330,000] 46,390,100 48,330,200] 46,390,300| 46,390,400/ 46,390,500 46,390,600 46,390,700 46,330,600] 46,390,300| 46,391,000 46,391
Control_4_FGFR1_GSMZ439179.1x50mers hg38-no-haps.unique RFM hig¥ig

e . m A

Patient_3_FGFR1_GSM2439181.1x50mers.hg3d-no-haps unigue . RPM. bigWig

_-.‘._-‘_

Patient_3_MOTCH-GSME439162.1x50mers.hg3d-no-haps.unique. RPR.higig

N —

This is likely an artifact

| ngag
,100] 46,391,200 46,391,300] 48,3971,400| 46,391,500 46,391 600] 48,391,700/




5 kbl

™~

This is real

S

1184280000 1184290000 1184300000 1184310000 1184320000 118,433,000 1184340000 118,435,000 118,437,000 118,441,0000  118442,0000  118443,000]  118,444,000]
Conirol_4_FGFR1_GEMZ2439173 1x50mers hgdf-no-haps.unigue RPM hlngg
iFR1_GSMZ
0.0338 _ _ o e - - _ _ _ e am e B ma - - = .- - - - - - -
39.0808 _ Patient 3 FGFRI. GSM2433181. 1xs0mes. hg38-no-haps.unique.RPM.bigWig
FR1_GSMZ
00412 _ oo oo - - _ I - — - — -
29163 _ Patient_3_NOTCH-GSM2433162. 1x50mers hg3G-no-haps unigue RPM bigWig
ITCH-GSMZ ‘
[I[I347_l 1 = n ﬁl III n | Ifl [ ] - 1; 77L nl Lll [ ] ] - I -
GENCODE vas (3 items filtered)
WPO01267.5
WPOD1267 5
ATPEMG — AP00T267.2 I krTza R
iratze R
KhAT? &4




4 N

Scale 5 kb | hyas
chriz: | 6,684,000 B,654,500| 6,665,000) §685,500) & 686,000 6686500 6637,000| 6667500| 66660000 6.688,500| 6,689,000| 6669,500) 6,690,000) &,690,500) 661,000 6,631,500 6,692,000 6692500) 66930000 6,693,500 6,694,000] 6,694,500) 6,695,000
51723 _ Control_4_FGFRT_GSM2439179.1x50mers. hg35-ho-haps. unique RPM.bigWig

R1_GEME

0.0336 _ . m~  _m _ . _ o _ _ - - _—— = - - o m e e a o hmew . -— -

4.3049 _ Patient_3_FGFR1_GEMZ439181.1x50mers hg3f-no-haps.unigue RPM hig¥ig

I_GSM2E

ooatz [, . - - - — - - - —_- —— - — . - —— -

15276 _ Patient_3_MNOTCH-GSM2439152. 1x50mers.hg38-no-haps.unique. RPM.bighWig

CH-GEME

0047_ . . m | I - J ] i ] - - 11 I - 1 a
GEMCODE V35 (3 items filtered)

ZMF 354 <k | PIANP —H

ZMF 354 £ L PIANP —H

ZMF 354 < | FlANP I |

ZHF 354 < . entun l an ol T

This is real too

Peak levels on chrM are several-fold higher than the top 3 nuclear peaks, i.e. they are unlikely
to be due to NUMTs
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