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Supplementary Fig. 2 Example of Visual SNP

Visual SNP for MPS Data by STRait Razor 3.0

Marker Informaticn Sequence Data File
ot MEf PrecisionID_SNP_Info.txt ot e PrecisionlD-2800M_Seq.txt
124 markers: Loading completed! 124 markers: Analysis completed!
Analysis option @ Marker Chr:Pos Ref. Obs. Cryptic Var. Read Valid Gross ACR
rs2269355:1  chr12:6836750 C C 2613 100.0 (88.2)
- Mini read b 20
inimum read number 20 | 1515235371 chr20:52679623 T C 1021 100.0 (93.6)
- Noise threshold 0.05 1s2342747:1 chr16:5818699 A A 121 533 (50.2)
52342747:2  chr16:5818699 G 5818728G=C 106 467 (44.0)
- Homopolymer (> 7) error (<@ on ACR) IS a - (
rs1355366:1 c¢hr3:191088319 T C 1487 503 (45.6)
- Allele coverage ratio (<< on ACR)
rs1355366:2 chr3:191088319 T T 1469 497 (45.0)
Download demo-file (Precision ID Identity panel) rs719366:1 chr19:27972429 G A 1055 100.0 (97.0)
Marker Information for Autosomal SNPs 1$1493232:1 chr181127985 C A 6348 1000 (97.5)
Sequence Data File by STRait Razor 3.0
rs4288409:1 chr8:135826986 A C 289 502 (46.4)
rs4288409:2 chrB8:135826986 A A 267 498 (46.1)
rs9951171:1 chr18:9749882 G G 512 100.0 (94.8)
rs10488710:1 chr11:115336457 C G 566 528 (49.2)

Download Result
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Four adjustable analysis options are listed in left panel, and the corresponding analysis results are displayed in the right panel.

Marker, 124 target SNPs in the Precision ID Identity Panel; Chr:Pos, chromosomal position of target SNPs; Ref., allele of reference sequence; Obs.,
allele of sample; Cryptic Var., additional variations other than the target SNPs in the reference sequence; Read, read count; Valid, allele coverage ratio
for read without noise; Gross, allele coverage ratio for read including noise; ACR, alleles outside the threshold for Homopolymer error or allele coverage
ratio for read including noise



