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MBE sequencing
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[SRJ5: GB/T 29859-2013, 2.4.13]
3.2

ZERBIEEE the nucleic acid database
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[SRJ5: GB/T 34798-2017, 3.1]
3.3

{fIE location
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[SR¥F: GB/T 34798-2017, 3.6]
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T read length
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VCF *%Etft#mﬁ']

PAGATKER 443 HT H 2K )AL 2 SNP A Inde 178 57 45 SEVCF SCA A, B BCRFVCFvA. 2RRAR (1% s .

VCFIﬁ:}*@AﬁZXE’JU##ﬁ%ﬁﬁ%lﬁ:fm‘uﬁDEEfZ’-‘Ij\]%F’}E#{nM FHRNERF TR D RN
AR5 S (CHROMD . iléﬂuﬁ(Pos) S ID(ID) « ZH 7 HIIELAE B (REF) « A8 il AE(5E 5 (ALT)
B EEEE (QUAL) | JIEEE (FILTER)  HABZEHES (INFOO o FERFAE R (FORVAT) .
FEAR G5 J 0 MR RS B o BT R T BN ARG R, 75k U2 B2 o0 L 2 SCRIfERE o 491
un, EAERAERHARGTHE S (INFO FRINAACER (AC=1) , FESK ST SN RTACES th e XA
fAFE (##INFO=<ID=AC, Number=A, Type=Integer, Description="Allele count in genotypes, for each
ALT allele, in the same order as listed”>) . VCEXAHF Bk LA ATH N AP AN “8” VENiEIR,
PLIX 7> EAR N2

Pl

##tfileformat=VCFv4. 2

##ALT=<ID=NON_REF, Description="Represents any possible alternative allele at this location”>
##FORMAT=<ID=AD, Number=R, Type=Integer, Description="Allelic depths for the ref and alt alleles in the
order listed”>

##FORMAT=<ID=DP, Number=1, Type=Integer, Description="Approximate read depth (reads with MQ=255 or with bad
mates are filtered)”>

##FORMAT=<I1D=GQ, Number=1, Type=Integer, Description="Genotype Quality”>
##FORMAT=<ID=GT, Number=1, Type=String, Description="Genotype”>
##FORMAT=<I1D=PL, Number=G, Type=Integer, Description="Normalized, Phred-scaled likelihoods for genotypes
as defined in the VCF specification”>

##INFO=<ID=AC, Number=A, Type=Integer, Description="Allele count in genotypes, for each ALT allele, in the
same order as listed”>

##INFO=<ID=AF, Number=A, Type=Float, Description="Allele Frequency, for each ALT allele, in the same order
as listed”>

##INFO=<ID=AN, Number=1, Type=Integer, Description="Total number of alleles in called genotypes”>
##INFO=<ID=DP, Number=1, Type=Integer, Description="Approximate read depth; some reads may have been
filtered”>

##tcontig=<ID=chrl, length=248956422>

#CHROM POS  ID REF ALT  QUAL FILTER INFO FORMAT samplelD_demo
chrl 10439 rs112766696 AC A 377.77 . AC=1;AF=0. 500;AN=2;DP=18 GT:AD:DP:GQ:PL
0/1:4,14:18:74:406, 0, 74

chrl 13273 . G C 218.77 . AC=1;AF=0. 500;AN=2;DP=40 GT:AD:DP:GQ:PL
0/1:28, 12:40:99:247, 0, 749

chrl 13417 . C CGAGA 214.77 . AC=1;AF=0. 500;AN=2;DP=18 GT:AD:DP:GQ:PL
0/1:11,7:18:99:243,0, 610

chrl 13613 . T A 43.77 . AC=1;AF=0. 500;AN=2;DP=39 GT:AD:DP:GQ:PL

0/1:32,7:39:72:72,0, 758
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