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Homozygous variants in regions mapped by homozygosity mapping
1 165173160 165173160 A G LMX1A* .
5 112179055 112179055 T G APC** .
Genome-wide homozygous variants
5 1411381 1411381 G A SLC6A3** .
6 43336941 43336941 G A ZNF318** .
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X-linked variants
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Possible compound heterozygous variants (Phase unknown)
1 223177972 223177972 G A DISP1** .
1 223164937 223164937 A G DISP1** .
8 144812619 144812619 C T FAM83H** .
8 144808567 144808567 G A FAM83H** .
*Segregates with hearing loss in the family
**Does not segregate with hearing loss in the family
***Untested for segregation
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LMX1A:NM_001174069exonic ENSG0000016. nonsynonymo  ENSG00000162761:EN
APC:NM_001127511:exexonic ENSG0000013. nonsynonymo  ENSG00000134982:EN

SLC6A3:NM_001044:exexonic ENSG0000014. nonsynonymo  ENSG00000142319:EN
ZNF318:NM_014345:exexonic ENSG0000017. nonsynonymo  ENSG00000171467:EN
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PPP1R3F:NM_033215:eexonic ENSG0000004. nonsynonymo  ENSG00000049769:EN
RTL4:NM_001004308:eexonic ENSG0000018. nonsynonymo  ENSG00000187823:EN

DISP1:NM_001350630: exonic ENSG0000015. nonsynonymo  ENSG00000154309:EN
DISP1:NM_032890:exo exonic ENSG0000015. nonsynonymo  ENSG00000154309:EN
FAM83H:NM_198488:eexonic ENSG0000018. nonsynonymo  ENSG00000180921:EN
FAM83H:NM_198488:eexonic ENSG0000018. nonsynonymo  ENSG00000180921:EN
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LIM homeobox transcription factor 1 alpha [Source:HGNC Symbol;Acc:HGNC:6653]
APC, WNT signaling pathway regulator [Source:HGNC Symbol;Acc:HGNC:583]

solute carrier family 6 member 3 [Source:HGNC Symbol;Acc:HGNC:11049]
zinc finger protein 318 [Source:HGNC Symbol;Acc:HGNC:13578]
collagen type X alpha 1 chain [Source:HGNC Symbol;Acc:HGNC:2185]

protein phosphatase 1 regulatory subunit 3F [Source:HGNC Symbol;Acc:HGNC:14944]
retrotransposon Gag like 4 [Source:HGNC Symbol;Acc:HGNC:25214]

dispatched RND transporter family member 1 [Source:HGNC Symbol;Acc:HGNC:19711]
dispatched RND transporter family member 1 [Source:HGNC Symbol;Acc:HGNC:19711]
family with sequence similarity 83 member H [Source:HGNC Symbol;Acc:HGNC:24797]
family with sequence similarity 83 member H [Source:HGNC Symbol;Acc:HGNC:24797]
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