Scale chrM:

RefSeq Curated

RepeatMasker

5 kb hg38 1,000 2,000 3,000 4,000 5,000 6,000 7,000 8,000 9,000 10,000 11,000 12,000 13,000 14,000 15,000 16,000 GENCODE V36

RefSeq genes from NCBI

Stacked Quantitative R-loop Score

Quantitative R-loop Region V2-Level-1 V2-Level-4 V2-Level-8 bigwig_99_HEK293_Control_DRIP-seq_ChIP_NS_1_SE

bigbed_99_HEK293_Control_DRIP-seq_ChIP_NS_1_SE

bigwig_229_HEK293T_2HBD-Anti-GST_CUT&Tag_ChIP_NS_2_PE

bigbed_229_HEK293T_2HBD-Anti-GST_CUT&Tag_ChIP_NS_2_PE bigwig_127_HEK293T_D210N_R-ChIP_ChIP_SS_1_SE_fwd

bigbed_127_HEK293T_D210N_R-ChIP_ChIP_SS_1_SE

bigwig_127_HEK293T_D210N_R-ChIP_ChIP_SS_1_SE_rev

bigwig_DeepER_Human_fwd

bigbed_DeepER_Human bigwig_DeepER_Human_rev

GC-skew

AT-skew

HEK293T_Control_GRO-seq.fwd

HEK293T_Control_GRO-seq.rev

RLFS_RloopDB

CLIP_AQR

ChIP_BRCA1 KD_DDX5 Gene Expression in 54 tissues from GTEx RNA-seq of 17382 samples, 948 donors (V8, Aug 2019)

Repeating Elements by RepeatMasker

MT-TF MT-RNR1 MT-TV MT-RNR2

MT-TL1 MT-ND1

MT-TI

MT-TQ MT-TM MT-ND2

MT-TW MT-TA MT-TN MT-TC MT-TY

MT-CO1

MT-TS1 MT-TD MT-CO2

MT-TK MT-ATP8 MT-ATP6

MT-CO3 MT-TG MT-ND3 MT-TR MT-ND4L MT-ND4

MT-TH MT-TS2 MT-TL2 MT-ND5

MT-ND6 MT-TE MT-CYB MT-TT

MT-TP

K562_exp1_181121 HepG2_exp1_101091 HepG2_exp1_101092 K562_exp1_181122 HepG2_exp1_101093 HepG2_exp1_101094 HepG2_exp1_101095 HepG2_exp1_101096 HepG2_exp1_101097 K562_exp1_181123 K562_exp1_181124 HepG2_exp1_101098 K562_exp1_181125 HepG2_exp1_101099 K562_exp1_181126 HepG2_exp1_101100 HepG2_exp1_101101 HepG2_exp1_101102 HepG2_exp1_101103 HepG2_exp1_101104 HepG2_exp1_101105 K562_exp1_181127 K562_exp1_181128 K562_exp1_181129 HepG2_exp1_101106 HepG2_exp1_101107 HepG2_exp1_101108 HepG2_exp1_101109 HepG2_exp1_101110 HepG2_exp1_101111 HepG2_exp1_101112 HepG2_exp1_101113 K562_exp1_181130 HepG2_exp1_101114 K562_exp1_181131 HepG2_exp1_101115 HepG2_exp1_101116 HepG2_exp1_101117 HepG2_exp1_101118 HepG2_exp1_101119 HepG2_exp1_101120 HepG2_exp1_101121 HepG2_exp1_101122 HepG2_exp1_101123 K562_exp1_181132 K562_exp1_181133 HepG2_exp1_101124 HepG2_exp1_101125 K562_exp1_181134 HepG2_exp1_101126

K562_exp1_181135 K562_exp1_181136 HepG2_exp1_101127

K562_exp1_181137 HepG2_exp1_101128

K562_exp1_181138 K562_exp1_181139 K562_exp1_181140

K562_exp1_181141 K562_exp1_181142 K562_exp1_181143 K562_exp1_181144 K562_exp1_181145

K562_exp1_181146 K562_exp1_181147 K562_exp1_181148 K562_exp1_181149 HepG2_exp1_101129 K562_exp1_181150 K562_exp1_181151 HepG2_exp1_101130 HepG2_exp1_101131

K562_exp1_181152 K562_exp1_181153

K562_exp1_181154

K562_exp1_181155

K562_exp1_181156

K562_exp1_181157 K562_exp1_181158

MT-TF

MT-RNR1

MT-TV

MT-RNR2

MT-TL1

MT-ND1

MT-TI

MT-TQ

MT-TM

MT-ND2

MT-TW

MT-TA

MT-TN

MT-TC

MT-TY

MT-CO1

MT-TS1

MT-TD

MT-CO2

MT-TK

MT-ATP8

MT-ATP6

MT-CO3

MT-TG

MT-ND3

MT-TR

MT-ND4L

MT-ND4

MT-TH

MT-TS2

MT-TL2

MT-ND5

MT-ND6

MT-TE

MT-CYB

MT-TT

MT-TP

Quantitative Score 0 _ 0 _

DRIP-seq_HEK293

13.0572 _

0.9396 _

CUT&Tag_HEK293T

2587.61 _ 0 _

R-ChIP_HEK293T.fwd

19.9644 _ 0 _

R-ChIP_HEK293T.rev

-0 _

-23.0124 _

DeepER_Human.fwd

No data _

No data _

DeepER_Human.rev

No data _

No data _

GC-skew

0.219512 _

-0.947368 _

AT-skew

0.612903 _

-0.333333 _

GRO-seq_HEK293T.fwd

15.921 _

0.1769 _

GRO-seq_HEK293T.rev

-0.1769 _

-16.0979 _