crosslinked 3h Proteinase K,
samples: before clean-up
el a1()  B1 ca el A1) Bl a1
A A A A A A
10000 u— 10000 . S
2000 — 000
3500 3500 —
2500 | — 2500 ) —
1500 ‘ —
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1000 — 1 1000 ‘_‘ “
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00— p— ‘ 00—
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| — S —
100 . 100
L — 15 i

INUSZT
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4 D5000 TapeStation 2

3h Proteinase K,
post clean-up

el A1() Bl c1
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=
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3300 —
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— —
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15 -a —
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4 Mapping stats 2

. . Mean Read | Median Read
Species Assay # Mapping Base Contexts Reads Total Bases Length Length
Mus musculus CLAPP 2019_06_24_SOX2_Fixated DNA-mm10 Tombo 1.3denovo generic-A-C-T-G = 2,122,224  1,343,998,193 633 523
Note:

242,138 reads mapped to the amplified regions

1,880,086 reads mapped elsewhere




Scale kb { mm10
chria: | 86,395,300 86,395,400 66,395,500 86,395,600 86,335,700 86,395,800 86,395,900 86,396,000/ 86,396,100 86,396,200 96,396,300 6,398,400 56,396,500 86,398,600 86,396,700] 86,396,500/ 86,396,900] 86,397,000] 86,397,100
126 _ ChiP-Seq_SoxZ_VB3-GEM1082341.36mers.mm1 0.unique.counts plus.higWig

ChIP-5eq_Soxz_VE5

1

115 : ChIP-Gey_Sox<2_VE5-GEM1082341.36mers mm10.unique counts.abs_minus bigWig

ChIP-5eq_Soxz_VA5

1 . — —
114871 _ 2013_06_24_SOXZ_Fixated_DMNA-mm10.generic- A-C-T-G.cutoff 0.5.coverage. W10 51.cov.bigWi

2019_06_24_S0x2_|

1 2019_06_24_50x2_Fixated_DMA-mm10.generic-A-C-T-G.BI_w10_al0_b10.cutoff_0.5.coverageW10_51.meth.bigw

Z019_06_24_S0XZ_|

1 20719_06_z24_50XZ_Fixated_DMNA-mm10.generic-A-C-T-G.cutoff_0.5.coverage.W10_S1 meth.higWig

2019_06_24_S0X2_|

o_
Mouse ESTs That Have Been Spliced
Spliced ESTs
GENCODE VM2Z0 Comprehensive Transcript Set (only Basic displayed by defaulf)
Simple Mucleotide Palymorphisms (dbSNP 142) Fnhnd in >=1% of Samples

Camman SNPa1471 I




500 bases | { mmi
&6,395,500]  &6,395,600) 86,335,700 86,395,800 @6 395900  @s.39s,000] 86,396,100 6,336,200  66,396,300] 86396400  #6,396,500| 86,396,600 86,396,700 66,396,300 56,396,900  86,397,000] 86,397,100
ChIP-Ser_Sox2_VA5-G5M1062341.36mers mm1 0.unicue.counts plus bigWig

ChiP-Seq_Soxz_v65-GSM1082341.36mers.mm1 0. unique counts ahs_minus.bighig

Single-molecule (1000
r-e a d S S u b S a m p | e ) " 20130522 _50%Z_Fixated_DNA-mm0.generic-A-C-T-G cutoff 0 § coverage W10 51 cov bigWi

p : O . 5 b I n a r I Z a t I 0 n 2019_06_24_SOXZ_Fixated_DMA-mm10.generic-A- G.BI_w10_310_b10.cutaff_0.5.coverage.W10_ST.meth higw
— e b sanen oot o onnd i e o, e cndh oo POCPPN ande a—a

2013_06_24_50X2_Fixated_DNA-mm1 0.generic- A-C-T-G.cutoff_0L5.coverage W10_51.meth.bigWig




500 bases | { mmi
&6,395,500]  &6,395,600) 86,335,700 86,395,800 @6 395900  @s.39s,000] 86,396,100 6,336,200  66,396,300] 86396400  #6,396,500| 86,396,600 86,396,700 66,396,300 56,396,900  86,397,000] 86,397,100
ChIP-Ser_Sox2_VA5-G5M1062341.36mers mm1 0.unicue.counts plus bigWig

ChiP-Seq_Soxz_v65-GSM1082341.36mers.mm1 0. unique counts ahs_minus.bighig

Single-molecule (1000
r-e a d S S u b S a m p | e ) " 20130522 _50%Z_Fixated_DNA-mm0.generic-A-C-T-G cutoff 0 § coverage W10 51 cov bigWi

p : O . 3 b I n a r I Z a t I 0 n 2019_06_24_SOXZ_Fixated_DMA-mm10.generic-A- G.BI_w10_310_b10.cutaff_0.5.coverage.W10_ST.meth higw
— e b sanen oot o onnd i e o, e cndh oo POCPPN ande a—a

2013_06_24_50X2_Fixated_DNA-mm1 0.generic- A-C-T-G.cutoff_0L5.coverage W10_51.meth.bigWig




500 bases | { mmi
&6,395,500]  &6,395,600) 86,335,700 86,395,800 @6 395900  @s.39s,000] 86,396,100 6,336,200  66,396,300] 86396400  #6,396,500| 86,396,600 86,396,700 66,396,300 56,396,900  86,397,000] 86,397,100
ChIP-Ser_Sox2_VA5-G5M1062341.36mers mm1 0.unicue.counts plus bigWig

ChiP-Seq_Soxz_v65-GSM1082341.36mers.mm1 0. unique counts ahs_minus.bighig

Single-molecule (1000
re a d S S u b S a m p | e ) " 20130522 _50%Z_Fixated_DNA-mm0.generic-A-C-T-G cutoff 0 § coverage W10 51 cov bigWi

p : O . 1 b I n a r I Z a t I 0 n 2019_06_24_SOXZ_Fixated_DMA-mm10.generic-A- G.BI_w10_310_b10.cutaff_0.5.coverage.W10_ST.meth higw
— e b sanen oot o onnd i e o, e cndh oo POCPPN ande a—a

2013_06_24_50X2_Fixated_DNA-mm1 0.generic- A-C-T-G.cutoff_0L5.coverage W10_51.meth.bigWig




scale 1k} { mm10
chrs | 8s173300] 85173400 651735000 65173600 85173700/ 85173800/ 85,173,900/ 851740000 85174100 65174200 651743000 85174400] 85174,500] 65174,600] 85,174,700] 8s5,174.800] 85,174.900] 85,175,000 65,175,100
85 _ ChIP-Seq_Sox2_VEB5-GEM1062341 36mers.mm10 unigue.counts plus bigWig

ChiP-Seq_SoxZ_VE%

1_ —_
106 _ ChlIP-5Seq_Sox2_Y&5-GSM1082341 36mers.mm10.unique.counts.abs_minus.higWig

ChiP-Seq_Sox2_V&5

1 —

7404: 2013_06_24 SOXZ Fixated DNA-mml10.generic-A-C-T-G.cutoff _0.5.coverage W10 S1.cov bigwi

2019_06_z4_50XZ_|

1 2019_06_z4_50XZ_Fixated_DMNA-mm10.generic-A-C-T-G.BI_w10_a10_h10.cutofl_0.5.coverage W10_51.meth.higW

2018_06_24_50%2_|

a

T 2019_06_24_50XZ_Fixated_DMNaA-mm10.genetic-A-C-T-G.cutoff_0.5.coverage. W10_51.meth.bigiiy

2019_06_24_S0XZ_|

1}

Mouse ESTs That Have Been Spliced

Spliced ESTs
GEMCODE VM20 Comprehensive Transcript Set (only Basic displayed by defaulty
Simple Nucleotide Pn\yr?nrpmsms (dbSMP 142) Found in == 1% of S?mp\?s

Famman ShIDe/{ A%




500 bases | | mm10
65173400l 85173500l esazacool  esi7asool  esi7aEonl  esazasool  esiramool  esazatool  esirazool  esavasool  esi7adool  esizasool  esizasonl  ssiraool  ssirasool  asa7as00]  6s17s.000]
ChIP-Seq_Sox2_VB5- GEM1082341.36mers it 0 unique. couts. plus. big Wiy

ChIP-Seq_Sox2_V65-GSM1082341.36mers.mm10.unigue.counts.ahs_minus. bigWig

Single-molecule (1000
reads subsample)

p - O . 5 b I n a r I Z a t I 0 n 2019_06_24_S0X2_Fixated_DNA-mm10.generic-A-C-T-GB_w10_a10_b10.cutoff_0.5.coverage.W10_S1.meth.big
[N NSNS .-, POV N WP WS USROSy S S . _n.

2019_06_24_SO0XZ_Fixated_DNA-mm1 0. generic- A-C-T-G.cutoff_0 5 coverage W10_51.meth bighy

GENCODE V20 Comnrehensive Transcrint Sef fanly_Basic disnlaver by defaulh




Single-molecule (1000
reads subsample)
p=0.3 binarization

500 bases | | mm10
851734000 85173500 esaFaeoo|  esit737e0]  esi7asool  esi73300]  esaramool  esizaool  esi7azaol  esi7ed0l  esi7ade0l  esi7as00l  esi7apool  esi7a7o0l o esiraso0l  6s174,900]
ChIP-Seq_Sox2_VB5- GEM1082341.36mers it 0 unique. couts. plus. big Wiy

ChIP-Seq_Sox2_V65-GSM1082341.36mers.mm10.unigue.counts.ahs_minus. bigWig

2013_06_24_S042_Fixated_DNA-mm1 0.generic-A-C-T-G.BI_w10_al 0_b10.cutof_0.5.coverage.#10_51 meth.big

l

PO N P W RNy Sy WSS\ e oo

65,175,000/

2019_06_24_SO0XZ_Fixated_DNA-mm1 0. generic- A-C-T-G.cutoff_0 5 coverage W10_51.meth bighy




Single-molecule (1000
reads subsample)
p=0.1 binarization

500 bases | | mm10
65173400l esi7as00l  esaracool  esi7asool  esivaEonl  esarasool  esiracool  esazatool  esirazool  esirasool  esi7ddool  asi7a500)  85174.600
ChIP-Seq_Sox2_VB5- GEM1082341.36mers it 0 unique. couts. plus. big Wiy

ChIP-Seq_Sox2_V65-GSM1082341.36mers.mm10.unigue.counts.ahs_minus. bigWig

2013_06_24_S042_Fixated_DNA-mm1 0.generic-A-C-T-G.BI_w10_al 0_b10.cutof_0.5.coverage.#10_51 meth.big

l

PO N W W SRR SRy S NS N

85174700 85174800 85,174,300 85,175,000/

2019_06_24_SO0XZ_Fixated_DNA-mm1 0. generic- A-C-T-G.cutoff_0 5 coverage W10_51.meth bighy




Scale 1 Kb} | mm10
chr1o | 116,561,500] 116,561,600] 118,561,700 116,561,600 116,561,900 118,562,000] 116,562,100] 116,562,200 116,562,300 116,562,400 116,562,500| 118,562,600] 116,562,700] 116,562,600/ 116,562,300] 116,563,000] 116,563,100 116,563,200] 116,563,300
200 _ ChIP-Seq_50%2_WBS-GEMT052341 35mers.mm 1 0 unigue.counts plus bigwig

ZhIP-Seq_SoxZ_VE5

1 - - - ——

179 : ChlIP-3eq_Soxz_VB5-G5h108625341.58mers. mm10.unique.counts.ahs_minus hig'wig

ChiP-Seq_Soxz_WEBS

1_
5039.1 _

2019_06_z4_50XZ_Fixated_DMNA-mm10.generic-A-C-T-G.cutoff_0.5.coverage.W10_S1 cov higWig
2018_06_24_S0OK2_|

1

1 2019_06_24_30XZ_Fixated_DMNA-mm10.generic-A-C-T-GBI_w10_a10_b10.cutofl_0.5.coverage.W10_S1.meth.higW

2019_06_24_S0K2_|

1}

1 2019_06_g4_S0K2_Fixated_DMNA-mm10 generic-A-C-T-G.cutoff_0.5.coverage. W10_51 meth.big'Wig

018_06_z4_S0X2_|

a

Mouse ESTs That Have Been Spliced

Spliced E5Ts
GENCODE Y20 Comprehensive Transcript Set (only Basic displayed by defaulf)

Cnot2
Cnot?
Cnotz
Cnot?
Cnot2
Cnot2




500 I { mm10
116,561,6800] 1165613001 116,562,000 116562100/  116.562,200]  116,562,300] 116562400l 1165625001 1165628001 1165627001 1165628001 1165628001 116,563,000 116,563,100  116.563,200]
ChiP-Seq_S0x2_V65-GSM1082341 36mers mm1 0 unigue.counts. plus.bigwig

116,561.600] 116,561,700/

S i n g I e_ m O | e C u | e ( 1000 - CHIF-Se0_S0xZ_\BS- Gk 032341.36mers.mi 0.uniue counts abs_minuskighiy e
r‘e a d S S u b S a m p | e ) T - - "Z2019_06_24_50x2_Fixaled_DNA-mm1 0 generic-A- C-T-G.culof_D & coverage W10_51 cov bigwig -
p=0.5 binarization

2019_D6_24_SOXZ_Fixated_DNA-mm10.generic-4-C-T-G BI_w10_a1 0_b1 0.cutoff_0 5.coverage W10_51 meth bight

l

PPy . A e P A

2019_06_24_SOX2_Fixated_DNa-titn10.genetic-A-C-T-G.t utoff_D5.coverage. W10_S1 meth bigwig




Single-molecule (1000
reads subsample)
p=0.3 binarization

l

16,561,600/

500 I { mm10
116,561,600 116.561,300] 116,562,000 116562100  116.562,200]  118,562,300)  116562400] 116,562,500  116.562,8001 116,562,700
ChiP-Seq_S0x2_V65-GSM1082341 36mers mm1 0 unigue.counts. plus.bigwig

116,561,700/

ChiF-Seq_Soxz_VE5-GSM 1082341 36mers mm10.unigue counts abs_minus bigwig
2019_06_24_SOX2_Fixated_DNA-mm10 generic--C-T-G.culof_D.5.coverage W10_S1.cov. bigWig

2019_D6_24_SOXZ_Fixated_DNA-mm10.generic-4-C-T-G BI_w10_a1 0_b1 0.cutoff_0 5.coverage W10_51 meth bight

PN W W v - -

ol 116,562,800 116,562,900 116,563,000 116563100 116.563,200]

. A

2019_06_24_SOX2_Fixated_DNa-titn10.genetic-A-C-T-G.t utoff_D5.coverage. W10_S1 meth bigwig




Single-molecule (1000
reads subsample)
p=0.1 binarization

l

16,561,600/

500 I { mm10
116,561,600 116.561,300] 116,562,000 116562100  116.562,200]  118,562,300)  116562400] 116,562,500  116.562,8001 116,562,700
ChiP-Seq_S0x2_V65-GSM1082341 36mers mm1 0 unigue.counts. plus.bigwig

116,561,700/

ChiF-Seq_Soxz_VE5-GSM 1082341 36mers mm10.unigue counts abs_minus bigwig
2019_06_24_SOX2_Fixated_DNA-mm10 generic--C-T-G.culof_D.5.coverage W10_S1.cov. bigWig

2019_D6_24_SOXZ_Fixated_DNA-mm10.generic-4-C-T-G BI_w10_a1 0_b1 0.cutoff_0 5.coverage W10_51 meth bight

PN W W v - -

ol 116,562,800 116,562,900 116,563,000 116563100 116.563,200]

. A

2019_06_24_SOX2_Fixated_DNa-titn10.genetic-A-C-T-G.t utoff_D5.coverage. W10_S1 meth bigwig




Scale 1kb} | mm10
chri1. | 816123000 81612400 81.612,500] 816126000 816127000 81612600 81612300 @1,613,000] @1613,700] 816132000 81,613,300 81613400 81613500 61613,600] 81,613,700 81613800 81,613,300 @1.614,000] 81,614,100
75 ChIP-Ge0_S0x2_VH5-G3k1 082341 36mers.mml 0 unique.counts plus bigwig

ChIP-Seq_Sox2_WE65:

N —
ChiP-Seq_Sox2_WEBS-GEM1082341.36mers.mm10. unique counts. abs_minus.bigWig
ChlP-Seq_Sox2_VES:

1

0.00190538 _ taski.importance.counts v

taskl.impartance.cour

-0.00128572 _

0.00145448 _ taskl.importance. profile bw

taskl.importance.profi

-0.000360054 _
T4383.2 _ 2019_06_24_50XZ_Fixated_DMA-mm10.generic-A-C-T-G.cutaff_0.5.coverage W10_51.cov.higWig

2019_06_24_S0KE_|

1

1_ 20719_06_24_S0OXZ_Fixated_DMNA-mm10.generic-A-C-T-G.EL_w10_al0_b10.cutoff_0.5. coverage W10_51.meth higW

2019_06_24_SOXZ_|

]

1_ 2019_06_24_5S0XZ_Fixated_DNA-mm10.generic-A-C-T-G.cutoff_0.5.coverage.W10_51.meth.hig'ig
2019_06_24_50x2_|

1}

Mouse ESTs That Have Been Spliced
Spliced ESTs

<](} GEMCODE YMZ0 Comprehensive Transcript Set {only Basic displayed by default) {>[
Asic2

S\m;lale Mucleotide Polymorphisms (dbESMP 142) Found in == 1% of Samples

Common SNPs142) I |

S /




500 bases | | mm10
| esizaool @ eizsool  sieizeonl  sieiz7ool  sveizeool  sieizsonl  sieraoool  sieiaiool  sieiszool  sieissonl  sieisanol  seiasool  sieiseonl  sierazool  s11a800 81613300/
ChIP-Seq_Soxz_VB5-GEMI 082341 36mers.mm10.unique.counts plus bigiig

M — d— — —
I n g e - m O e C u e ChIP-Seq_Sox2_V65-GSM1082341.3Bmers.mm1 0.unique counts.abs_minus.bigWig
re a d S S U b S a I I l p | e ) — 2019_06_24_S5OK2_Fixated_DNA-mmt 0.generic-4-C-T-G.culofi_0.5.coverage W10_51 cov.hightiy
0.5 binarizati
p * I n a r I Z a I 0 n 2019_06_24_50%2_F iated_DNA-mm 0.generic-A-C-T-6.B_wi 0_al 0_bi 0.culoff_0.5 coverage. W10_51.meth.bight

2013_06_24_S0X2_F ixated_DNA-mm10.generic-A-C-T-G.cutoff_0 5.coverage.W10_51.meth higWig




500 bases | | mm10
| esizaool @ eizsool  sieizeonl  sieiz7ool  sveizeool  sieizsonl  sieraoool  sieiaiool  sieiszool  sieissonl  sieisanol  seiasool  sieiseonl  sierazool  s11a800 81613300/
ChIP-Seq_Soxz_VB5-GEMI 082341 36mers.mm10.unique.counts plus bigiig

M — d— — —
I n g e - m O e C u e ChIP-Seq_Sox2_V65-GSM1082341.3Bmers.mm1 0.unique counts.abs_minus.bigWig
re a d S S U b S a I I l p | e ) — 2019_06_24_S5OK2_Fixated_DNA-mmt 0.generic-4-C-T-G.culofi_0.5.coverage W10_51 cov.hightiy
0.5 binarizati
p * I n a r I Z a I 0 n 2019_06_24_50%2_F iated_DNA-mm 0.generic-A-C-T-6.B_wi 0_al 0_bi 0.culoff_0.5 coverage. W10_51.meth.bight

2013_06_24_S0X2_F ixated_DNA-mm10.generic-A-C-T-G.cutoff_0 5.coverage.W10_51.meth higWig




500 bases | | mm10
| esizaool @ eizsool  sieizeonl  sieiz7ool  sveizeool  sieizsonl  sieraoool  sieiaiool  sieiszool  sieissonl  sieisanol  seiasool  sieiseonl  sierazool  s11a800 81613300/
ChIP-Seq_Soxz_VB5-GEMI 082341 36mers.mm10.unique.counts plus bigiig

M — d— — —
I n g e - m O e C u e ChIP-Seq_Sox2_V65-GSM1082341.3Bmers.mm1 0.unique counts.abs_minus.bigWig
re a d S S U b S a I I l p | e ) — 2019_06_24_S5OK2_Fixated_DNA-mmt 0.generic-4-C-T-G.culofi_0.5.coverage W10_51 cov.hightiy
0.5 binarizati
p * I n a r I Z a I 0 n 2019_06_24_50%2_F iated_DNA-mm 0.generic-A-C-T-6.B_wi 0_al 0_bi 0.culoff_0.5 coverage. W10_51.meth.bight

2013_06_24_S0X2_F ixated_DNA-mm10.generic-A-C-T-G.cutoff_0 5.coverage.W10_51.meth higWig




