Scale 20 kbl | hg38
chrl7: 76,880,000 76,890,000 76,900,000 76,910,000| 76,920,000| 76,930,000| 76,940,000| 76,950,000|

GENCODE V36 (6 items filtered)
MGATSB ph-H - H e p->hm
MGATSB pp+ - t - p->hm
MGAT5B
MGATSB ph-H - t - t-
RefSeq genes from NCBI
RefSeq Curated i HHH — H——t—t—
0.0690396 _ Stacked Quantitative R-loop Score
Quantitative Score l
0_ . | I i b ‘
] Quan}ltatlve R-loop Region ul . . . o
\/2-Level-1
HEEEEEIEEEEEE! EXXEEEEEZEEd u [ I I I I I I I I I I I Z X EEEEE EEEEEEEEE X EEEEEZEXL
POR > >>5555 55 [ >>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>>
V2-Level-4
1 (| u D> > 1 0 DI D))
V2-Level-8
R-loop Signal
DRIP-seq_HEK293 | | I QY 0
DRIP-seq_HEK293
CuT&Tag HEK293T I | L0 L LUR U0 e Rl ITm QIR (R B Wil N
cutatag_HEk293T I B | I il n il lI i 1101 10|
R-ChIP-SS_HEK293T.fwd | | | ] \ N IR |

R-ChIP-SS_HEK293T. rev—___

R-ChIP-SS_HEK?293T

0.99172 _ bigwig_DeepER_Human_fwd
DeepER_Human.fwd l l
6e-05 _ w
bigbed_DeepliR_HurrE\an
-6e-05 _ NN bigwig DeepER_Human rev .
DeepER_Human.rev ‘ l i
-0.99876 _
1_ GC-skew
GC-skew ,lll,h‘i,h“‘hh_‘l‘lIIA,‘M‘I,,J‘,U' ,H-“rm,m m1hLuln,,_"u"mu‘llh‘wg,_‘.J'-i.lrﬂr;‘n‘,-lﬂ‘,h,"m,nm“p‘;.m,.-mg,rrl‘_)‘mi,'lhj‘]ualjllhtlli‘mﬁ‘[ ,lmh ﬂl T PRI PR N
-1
0.771429 _ AT-skew
AT-skew e S wq«lr""wllm"‘ﬁ*]--r"r‘lnrlr ‘A"‘]r“A et M iyt wif's J1|‘ r"'A"\"‘*F\"W!’l'“l'1“""‘“‘l’ﬁ#*“| da 1"L'"‘j'mw"‘m%h'IH"'Nr‘"1”“'MMF‘["lﬁrk‘liw“‘“mi“‘“m.’wﬁh{lpiww%ntw
-1
0.5307 _ HEK293T_Control_GRO-seq.fwd

GRO-seq_HEK293T.fwd |

oo L e e L

-0.1769 _ | HEK293T Control_GRO-seq.rev :
GRO-seq_HEK293T.rev “
-1.2383 _
RLFS_RIloopDB
1 i i 1] ORI i (I o o1 e
Regulator
CLIP_AQR
chip_BRCAL| |
KD_DDX5
Gene Expression in 54 tissues from GTEx RNA-seq of 17382 samples, 948 donors (V8, Aug 2019)
MGATS5B

RepeatMasker [T IET BT VRN T TE I|II|

F Elements by RepeatMasker



