Scale 5 kb} | hg3s
chrm: 1,000 2,000/ 3,000/ 4,000 5,000/ 6,000 7,000 8,000 9,000l 10,000 11,000 12,000 13,000| 14,000l 15,000| 16,000l
GENCODE V36
MT-TF 1 MT-TL11 MT-TWI MT-Ts1t - MT-co3 EEEl MT-THI MT-ND6 R MT-TPI
MT-RNR1 mmmm  VT-NDIEEEER  MT-TAR MT-TDI MT-TGI MT-TS21 MT-TEI
MT-TVI MT-TIL  MT-TNI MT-CO2 MT-ND3 MT-TL21 MT-CYB
MT-RNR2 EE— MT-TCI MT-TK1 MT-TRI MT-ND5 MT-TTH
MT-TQE  MT-TYI MT-ATPS B MT-ND4L B
MT-TMI MT-ATP6 BB  MT-ND4 EEEEEERN
MT-ND2 EEEEER
mT-co1 EEEEEEEN

RefSeq Curated

RefSeq genes from NCBI

0_ Stacked Quantitative R-loop Score
Quantitative R-loop Score
0_
Quantitative R-loop Zone
V2-Level-1
V2-Level-4
V2-Level-8
13.0572 _ bigwig_99_HEK?293_Control_DRIP-seq_ChIP_NS_1 SE
DRIP-seq_HEK293
0.9396 _
bigbed_99_HEK293_Control_DRIP-seq_ChIP_NS_1_SE
2587.61 _ bigwig_229_HEK293T_2HBD-Anti-GST_CUT&Tag_ChIP_NS_2_PE

CUT&Tag_HEK293T . I
0_

A A

-
bigbed 229 HEK293T_2HBD-Anti-GST_CUT&Tag_ChIP_NS_2_ PE

19.9644 _ bigwig_127_HEK293T_D210N_R-ChIP-SS_ChIP_SS_1_SE_fwd
R-ChIP-SS_HEK293T.fwo . ‘ I '
0_
-0_ bigwig 127 HEK293T D210N R-ChIP-SS ChIP SS 1 SE rev
R_ChIP_SS_HEKZ%TIev'?ﬁ'T%'T'vwﬂm
-23.0124 _|
bigbed 127_HEK293T_D210N_R-ChIP-SS_Input_SS_1 SE
FERE /N B K< - K- —a K] K @4 331 BN [ <
[ ]
No data _ bigwig_DeepER_Human_fwd
DeepER_Human.fwd
No data _
bigbed_DeepER_Human
No data _ bigwig_DeepER_Human_rev
DeepER_Human.rev
No data _
0.219512 _ GC-skew
GC-skew
-0.947368 _
0.612903 _ AT-skew
AT-skew
-0.333333 _ " T ! ‘
15.921 HEK293T_Control_G

GRO-seqHEK293T.fwd

0.1769_1_‘ Mu l‘l h“ MMM

-0.1769 _ L HEK293T Control GRO-seq.rev
e IR T R P TRV
-16.0979 _|
RLFS_RIloopDB
1] 1

K562_expl_181121 |
HepG2_expl_ 101091 |

K562_expl_181146|
K562_expl 181147

<}

CLIP_AQR
K562_expl 181152|
K562_expl_181153|

K562_expl 181154|
K562_expl_181156]

HepG2_expl 101092 K562_expl 181148| K562_expl 181155

K562_expl_ 181122
HepG2_expl_ 101093
HepG2_expl_101094
HepG2_expl_101095 |
HepG2_expl_101096 |
HepG2_expl_101097
K562_expl_ 181123
K562_expl_ 181124
HepG2_expl_101098
K562_expl_ 181125 |
HepG2_expl_101099 |
K562_expl_181126 |
HepG2_expl_101100 |
HepG2_expl_101101 |
HepG2_expl_101102 |
HepG2_expl_101103 [
HepG2_expl_101104
HepG2_expl_101105
K562_expl 181127
K562_expl_ 181128
K562_expl_ 181129
HepG2_expl_ 101106
HepG2_expl_101107
HepG2_expl_101108
HepG2_expl_101109
HepG2_expl_101110
HepG2_expl_ 101111
HepG2_expl_101112
HepG2_expl_101113 |
K562_expl_ 181130 |
HepG2_expl_101114 |
K562_expl_ 181131
HepG2_expl_101115
HepG2_expl_101116 |
HepG2_expl_101117 |
HepG2_expl_101118 |
HepG2_expl_ 101119 |
HepG2_expl_101120
HepG2_expl_101121|
HepG2_expl_101122|
HepG2_expl_101123|
K562 _expl 181132
K562 _expl 181133
HepG2_expl 101124
HepG2_expl_ 101125
K562_expl 181134
HepG2_expl 101126
K562_expl 181135
K562_expl 181136
HepG2_expl_ 101127
K562 _expl 181137
HepG2_expl 101128
K562_expl_181138
K562_expl_181139
K562_expl 181140|
K562_expl 181141|
K562_expl_181142|
K562_expl_181143|
K562_expl_181144|
K562_expl 181145|

K562_expl_181149|
HepG2_expl_101129|

K562_expl_181157]
K562_expl_181158|

K562_expl_181150]
K562 _expl 181151]
HepG2_expl 101130|
HepG2_expl 101131|

ChIP_BRCA1
KD_DDX5
Gene Expression in 54 tissues from GTEx RNA-seq of 17382 samples, 948 donors (V8, Aug 2019)
MT-TF MT-TG
pnll mm | T || | RIS | T _II '] n n ol | L
o “‘“ || ‘ ‘ “ “ Il | | |
MT-TV
_II im | In II | T I | MT-TH_II n ] | [

MT-RNR2 |||||
MT-TL1
MT-ND1
RepeatMasker l |

|| || ‘ MT-TS2_ul . "

MT-ND6 ‘
T i

MT-CYB
MT-TI
_IIlIl | I II I [T LT |
MT-TQ _u= I | [ MT-TT_..
MT-TM 1
_II n_ | In II I LT | L1 I | MT TP_.IIJ
i |||| | || || ‘
MT-TW_ . - -
MT-TA yuliunll ] [ T || In . -Mlis ..
MT-TN il | (110 | T O | [ [
wrre il CLLIREE! (1 [ T || o
el Wl Ll
MT-CO1
‘ ‘ | “ I
MT-TD_-. M | ]
MT-CO2 ||||
MT-TK - =l ] -
i |||| | || |
MT-ATP6 | ||
MT-CO3 ||||
MT-TR_.. - e || | B
Il || | || || | |
MT-ND4 ||||
MT-TL2 I
=l - [ ]
MT-ND5 ||‘|‘
I Repeating Eiements by RepeatMasker |



