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Amino acid sequence data of QLD and SA variants of SLC26A6 transcript variant 

XM_020999000.1. 

Sequence 1:  Amino acid sequence of the SA SNP variant of SLC26A6 Transcript 

XM_020998995.1 (SNPs marked in Red)  

MGPPEPPGPRDTQALLASQDLSMEKLEVEPGPLPCDYRVDRRVLNEQELEETGQRSQSPKPSRWFT

LPRCSTAVAWATLCRFLPILSWLPKYPAREFLLGDLLSGLSVGIVQLPQGLAYALLAGLPPVFGLYSSF

YPVFVYFLFGTSRHISVGTFAVISVMVGSVSEALAPNDAFLVPGNDTEVNEIARDATRVKVASALSFL

VGVFQVGMGLLQFGFVVTYLSEPLVRGYTTAASVQVLVSQLKHVFGLSVKDYSGPLSQIYIVLEIIWK

LPESNVGTVVTALIASTLLLAMKIINQKLGRKLPVPMPSELIMLIGATAISYGVGLKEKFKVDIVGNIPA

GLEPPQLFDYHFFGKIVGNAFAISVVGFAIAISLGKIFGMKHGYEVDNNQELIALGLSNFFGSFFQCFP

ISCSMSRSLVQEGSGGNTQIAGAISSLLILIVIIKLGELFYHLPKAILASIIIVNLKGMFVQFSDICYLW

KANRVDLLIWLVTFVATVLLNLDIGLAVAIVFSLLSVVFRTQLPHYSILGQVPDTDIYRDVTQYKEARE

VPGVKIFSSSATLYFANAEFYRQALKEKIGLDVDHLIAKKKKLIKKQRLKTKKLQKKENRQKKAAARK

VPLDSSEPNSMNVKIEEMDIENAQLGGVDRPDNAVVNDKGFTLTLEALGLPQPHFHNLILDLGTLNF

VDTVCIKTLKNIFRDFQEIEVNVYLAGCHGNIISQFESGNFFEDSITKGHLFVSIHDAVTFALMQPRPR

TTQSVLATRM* 

 

Sequence 2:  Amino acid sequence of the QLD SNP variant of SLC26A6 Transcript 

XM_020998995.1 (SNPs marked in Red)  

MGPLEPPGPRDTQALLASQDLSMEKLEVEPGPLPCDYRVDRRVLNEQELEETGQRSQSPKPSRWFT

LPRCSTAVAWATLCRFLPILSWLPKYPAREFLLGDLLSGLSVGIVQLPQGLAYALLAGLPPVFGLYSSF

YPVFVYFLFGTSRHISVGTFAVISVMVGSVSEALAPNDAFLVPGNDTEVNEIARDATRVKVASALSFL

VGVFQVGMGLLQFGFVVTYLSEPLVRGYTTAASVQVLVSQLKHVFGLSVKDYSGPLSQIYIVLEIIWK

LPESNVGTVVTALIASTLLLAMKIINQKLGRKLPVPMPSELIMLIGATAISYGVGLKEKFKVDIVGNIPA

GLEPPQLFDYHFFGKIVGNAFAISVVGFAIAISLGKIFGMKHGYEVDNNQELIALGLSNFFGSFFQCFP

ISCSMSRSLVQEGSGGNTQIAGAISSLLILIVIIKLGELFYHLPKAILASIIIVNLKGMFVQFSDICYLW

KANRVDLLIWLVTFVATVLLNLDIGLAVAIVFSLLSVVFRTQLPHYSILGQVPDTDIYRDVTQYKEARE

VPGVKIFSSSATLYFANAEFYRQALKEKIGLDVDHLIAKKKKLIKKQRLKTKKLQKKENRQKKAAARK

VPLDSSEPNSMNVKIEEMDIENAQVGGVDRPDNAVVNDKGFTLTLEALGLPQPHFHNLILDLGTLNF

VDTVCIKTLKNIFRDFQEIEVNVYLAGCHGNIISQFESGNFFEDSITKGHLFVSIHDAVTFALMQPRPR

TTQSVLATRM* 
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Figure 1 Secondary Structure prediction with Phyre2 for SA variant (panel A) and QLD 

variant (Panel B) Key:  

 

 



 


