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1 RAS5H

o DERWIN in/bins.csv (180 4 bin, chr01, 0-based FFFX|[8] [start, end), bin B& 100) ,
SHA256 = 6e66£2. ..67d5a9 (£fEN out BRE manifest)o SR = log2_ratio (1R
£8), ESRMAAFERNRA synthetic relative coverage, SERRASFERRA synthetic DNA

vle

o liftover I\ in/points.csv(6 M), SHA256 = 77c676. . .6456a8e8;chain = in/test.chain,
SHA256 = facb74...1726500 (5 in/genetic-input.json FBE—%, BRI,

e chain RSFRIIINBFERR: Synthetic exact fixture v1; chrA is UCSC target-field source,
Original synthetic fizture,1% chain JREBIEMMIR fixture(test-vl — test-v2), F5& hgl19/hg38
HEFESLAR,

2 FESSH

53E& . DNAcopy 1.72.3 (R 4.2.2 Patched) circular binary segmentation, 2%{: mode=log2_ratio,
permutations (nperm)=1000,seed=1729,alpha=0.01,min_width=2,undo.splits=sdundo,undo.SD=3,
RTEF, RMREFRITTEN, RiITELEITEL, LIFAE: 0-based FFFKIE [start, end); CBS
REEY start+1,

Liftover: pyliftover 0.4.1 S¥E#R, (NZHFRA (RZ#FXI(E]/BED/FAUERER) . S5
W ES—RY 0-based mfil; RESLEPILED, XA ABEES. AR BIFENE chain B
InFER (IEPER targetStrand=+, TAFER targetStrand=—), REFEMRETEYBREIRS EERERE
BiES R (p6 FI1E) .

3 HR: PR (AMES)

3 NEE%, £ 180 bins (chr01, 0-based FFXia], bin XiEGHAESR):
segment chromosome start_Obased end_Obased bins / mean log2 ratio

1 chr01 0 6000 60 / +0.0007
2 chr01 6000 12000 60 / +1.0027
3 chr01 12000 18000 60 / 4+0.0009

BE: FRAEIHES (log2_ratio) WMBIE, FRRLE I NECRTS ; RIAE /5% /GC/mappability
RIE, IRAIGRARRR. W ERED seg2 (6000-12000) FEIHMESSFEL 219027 ~ 2.01 1,

4 HB: liftover METS FRIRET

BUTR (RE, SENSERMEEFER; BT contig fRHF chrB/chr0l HEARFMLPRREE, p5
FEi#B chain BESCEMIERE chr0l/chrB H17)



point_id src chr pos(Ob) strand status tgt chr tgt pos(Ob) tgt strand score

pl chrA 110 + unique chrB 310 + 100
p2 chrA 160 + ambiguous chrB 360 + 100
p2 chrA 160 + ambiguous chrB 1489 - 90
p3 chrA 250 4+ unmapped — — — —
p4 missing 100 + unknown_ contig — — — —
p5 chrA 1000 + out_of bounds — — — —
pb6 chrA 160 — ambiguous chrB 360 — 100
p6 chrA 160 — ambiguous chrB 1489 + 90

4.1 RBRGIEEIBHA

e p3 (unmapped): chrA:250(+) FKZENEM chain block BEX (8] GRAFETR), Ti¥
2,

« p4 (unknown_ contig): J& contig & missing FIFEETF chain BY source FE& (3% chain X
& chrd) , AE5EMFTE,

« p5 (out_of bounds): chrA:1000(+) #BHiZ chain 3 chrA WEZCEE LR, AR,

« p2 / p6 (ambiguous): RACEEMNEE block AR /EEX, HAHEFMREIE (chrB:360
5 chrB:1489) , TEGREBLHLERBENE, FAL/GEIHERE,

o unique (p1): ME—ITEZ, chrA:110 — chrB:310 (0-based, WHERIF)o

$AM: p6 FARMEE (-), HRMREEFLIRSBIEINE chrB:360(—) 5 chrB:1489(+), 5
chain By targetStrand FBA—2, K&MEEH RAMIFLITREE,
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Figure 1: =1 CBS A EEHIEMESI9E (log2_ratio; IFLEIFHEIIED,

5 PR#

DERERAMNEIBEES 0, IFLITIEDL, RMAE /EM%/GC/mappability RIESKIGK
fBF%, chain NP ERABNEMK fixture (test-vl — test-v2) , XHAEBRIANIELAZESS; liftover X
B, TXEHEFVERER, BEXRUFRELBEEREMAK, £ERYE chr0l / chrB FFEIG
e, REMBIMSTEIETL AFALE,
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Figure 2: FERIHEZME (BE% 0; BMAEESS log2 ratio)s

DNAcopy CBS - chrO1

Observed relative signal; not absolute copy number or clinical calls
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Figure 3: DNAcopy BAIZHIE (Z bin 555 CBS SEEEM).




