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47 (FrABENN)
60 (FTALENN)
30 (FTABENN)
30 (FrAREND)

S5t 4,773
Autosome 59,199,967 8,238,823
chrX (PAR1+PAR2) 2,316,891 341,289
chrX(PAR1+PAR2+XTR) 2,318,572 341,547

chrMT 2,801
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OREFR
AFR: African/African American
AMR: Admixed American
ASJ: Ashkenazi Jewish
EAS: East Asian
NFE: Non-Finnish European
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: HIGH -> frameshift, stop-gain,
splicing acceptor/donor/ &
: MODERATE -> non-synonymous/d &
: LOW -> synonoymous, splicing region’t &
: MODIFIEER -> intron, inter-genic/t &
(from snpEff IMPACT info)
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AFR: African/African American
AMR: Admixed American
ASJ: Ashkenazi Jewish
EAS: East Asian
NFE: Non-Finnish European
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