Variants of the H1J/H1)J diplotype
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Variant Effect
synonymous
missense
unknown
unknown

dbSNP Clinvar
rs63750222  Benign
rs2258689 Benign
rs151340107,r<Benign
rs7521 Benign

Coverage
3998
1676
3972
3996

MAF

0.11
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0.386 (ref)



