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WHAT WE DID

O1 Cross-cell-line survey
A unified comparison of linear and spatial SV context.

WHY IT MATTERS

(SVs) are a major
source of genomic alterations in cancer,
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; SV calling: cuteSV, DeBreak,
Same-donor comparison

* 3D genome analysis:
HiCExplorer

3D contacts extend the annotation space

Linear annotation leaves a gap
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Representative somatic SVs associated with 3D chromatin remodeling

CASE A | chrX intronic DEL in SH2D1A CASE B | chr5 intergenic DEL
(a) (b) chrX (a) (b) chrs
123.6 123.8 124.0 124.2 124.4 124.6 124.8 Mb 125.0 I
| | g | ‘ Y TN 5 I 4 . : : > P ; LTy “ s
= | ; . HCC1937 bam Coverage | i ‘ * ,} ~ .o ‘ “}’}1 ‘-,:(t& | " *;?: 7}5‘: 4
| 151 } 200 “:”“ ‘, ‘{ L.’-"‘* '?‘ "."_:l_.'}'. ".-:_' y -"?‘j‘.& e _1": : ' A
I 13 : oo | R t‘.« ’ r'm .3, ok .bf‘:’?.""l oA ey -5 A8 Hcc1937
i:g ’ i:: : so{ |3 -;f;_’ ‘ 7 -‘;* AN TH  1.. AN Y )
o | a3 | X, ]“;__:... ) o . -.‘-. D Db RN 4
HCC1937. bam 110 HCC1997.bam | 51 . B0 XAIPTITT A A A e g Vadl JiF ¥,
10 | s I X \": t:_.\:._' ':..\. ) §f ’:"‘:’ ,1.:':'\"{ L "t ’“(: LY
| 151 ) s e S ' i
110 2% 208 S . P NI 4 S 'y L : 151 _ % f': b :0 : O o ._'_‘ 3 W “' '“- - .' - -‘ >
" S R, MR N MY = e R R R A A
HCC1937_BL bam Coverage MY, g 'ﬁ s R HCC1937_BL bam Coverage o LR, :‘,., % ?“ U BN Y T M TRl e
= A ”’*' % it Vign3 BB OO A S N - 5
: . - . A Dy s ¢ | | 20,0 ;v. .".- 4 .'s "‘--fh. --‘.. vy ._.‘.. ’ o \.‘. 3 ‘{
10.0 f e > LA uw: X .:?v: A‘ jﬁz{ﬁ HCC1937 BL I : 5 ’4“. . o::,.r. i": % ; e . RS 3, R . 35"’\:.::{-#‘,‘ e
N - oAy : : N RN b s g : N -
HCC1937_BL bam i:: A SEAX g K / : :. e | HCC1937 BL bam I : 20 ff* :’: ,_ ' 4t A" i ik
 $- 4 V. WP’ * N3 3% o ¥ ’ § S0 I | . Vol 3 R ; ' :
FAY o A2t ¥ pped SO R 3 8T | ! : AR :
o e / { . . s 2 . | | '/ Uik _}' -'_ + A
| | B
0.005 : i 089; /—\
Sequance //—/’VV\ insulation score —— = I —————— | — T e
KRR BYE! wﬁ — e O TR Eren e T e v e ey e e iy \"sua'm s
SUILSERPT RSP RR AR AT LSRRI
(C) DEL_chrX_124350174_124350342 (d) (c) DEL chrS 124882321 124882472 (d)
1.0 4 —— Background windows l Sl a
— = SV window i Chrom | Gene Start End | Ghrom )  Gene olant i e | Chrom | Gene Start End | Chrom| Gene Start End
0.8 - I |
chrl SLC2A1( | 42925354 | 42958868 | chr2 ]
o i - — L oo e r00n - FAP 162170683/162243445 0 i chr5 SMADS5 (136132844(136182734| chr5 CAVIN3 | 6318945 | 6320501
s | e L e CTSB | 11842524 | 11868087 06 | chr7 | RHEB [151466011/151519895 chr5 | GRIAL |1534905231153813873
w I [a)
0.4 | chr15 | IQGAP1 |90388241 |90502239 | chrl5 ¥ :
| VRl g s s R NOXS | 68930524 | 69062762 04 | chr8 EYA1 |71197432 (71548094 | chr5 | 7NFe08 |124636914|124748824
I
1 | o L N7 | NXF2B |102360394/102440008 - i chrg | LOXL2|, |23296896 23404120 | chr9 | RAPGEF1 |1315767741131740076
. hrX XIAP 123859707(123913972| chrX '
00{ — | | pertation » - 0.0299 chr chiX | OCRL |129540258/129592553 . el chrd | RAPGEF1 [131576774/131740076| chr® | Tiea | 79571772 | 79726881
-0.4 -0.2 0.0 0.2 0.4 i =
A insulation ~0.6 —0.4 ~0.2 0.0 0.2 0.4 0.6
latio
Loss of a pre-existing TAD boundary Emergence of a new TAD boundary

&=
)

7 gcan to learn more
~




