Supplementary Figure 1 — Alignment of Abbassa amh, amhy, and amhAy open reading frame
(ORF) and their encoded amino acid sequences. Coding sequence conservation is shaded and
encoded amino acids are marked as alternating bold to demarcate exon boundaries. Missense
single nucleotide polymorphisms contributing to amino acid change is marked in blue on the
encoded amino acid sequence.



Abbassa amh
Abbassa amhy
Abbassa amhAy

Abbassa amh
Abbassa amhy
Abbassa amhAy

Abbassa amh
Abbassa amhy
Abbassa amhAy

Abbassa amh
Abbassa amhy
Abbassa amhAy

Abbassa amh
Abbassa amhy
Abbassa amhAy

Abbassa amh
Abbassa amhy
Abbassa amhAy

Abbassa amh
Abbassa amhy
Abbassa amhAy

Abbassa amh
Abbassa amhy
Abbassa amhAy

Abbassa amh

ATGTTGGGTCTGCTCGTTCTTTACAGCGAGGCGCTGACACTCTGCTGGACCCTGCAACCG
ATGTTGGGTCTGCTCGTTCTTTACAGCGAGGCGCTGACACTCTGCTGGACCCTGCAACCG
ATGTTGGGTCTGCTCGTTCTTTACAGCGAGGCGCTGACACTCTGCTGGACCCTGCAACCG

121
121
121

181
181
181

241
241
241

301
301
301

361
361
361

421
421
421

481

GCGTTGCGTGATGGTGTGGGGGACAGCGGCGAACTGACAAACAGCAGTTTGGTTCTGTTT
GCGTTGCGTGATGGTGTGGGGGACAGCGGCGAACTGACAAACAGCAGTTTGGTTCTGTTT

GGATTCTGCTCGCAGTCTGCCCGCTCATCAGCCTCGGTCTCGTTAGACCTCGCTAACAAG
GGATTCTGCTCGCAGTCTGCCCGCTCATCAGCCTCGGTCTCGTTAGACCTCGCTAACAAG
GGATTCTGCTCGCAGTCTGCCCGCTCATCAGCCTCGGTCTCGTTAGACCTCGCTAACAAG

GGAACAATCACGTTGACCTTTGACCTCCCACGGCCTCCATCGCTCATGACAAACCCTGTG
GGAACAATCACGTTGACCTTTGACCTCCCACGGCCTCCATCGCTCATGACAAACCCTGTG

CTGCTCTTGGTCTTTGAAAATCCACTGGCACGAGGAGACCTGGAAGTTGCTTTCACTAGT
CTGCTCTTGGTCTTTGAAAATCCACTGGCACGAGGAGACCTGGAAGTTGCTTTCACTAGT
CTGCTCTTGGTCTTTGAAAGTCCACTGGCACGAGGAGACCTGGAAGTTGCTTTCACTAGT]

CAGTTTCTGCAGCCTAACACGCAGGCTGTGTGCATTTCAGGAGACACACAGTACGTACTG



Abbassa amhy
Abbassa amhAy

Abbassa amh
Abbassa amhy
Abbassa amhAy

Abbassa amh
Abbassa amhy
Abbassa amhAy

Abbassa amh
Abbassa amhy
Abbassa amhAy

Abbassa amh
Abbassa amhy
Abbassa amhAy

Abbassa amh
Abbassa amhy
Abbassa amhAy

Abbassa amh
Abbassa amhy
Abbassa amhAy

Abbassa amh
Abbassa amhy
Abbassa amhAy

Abbassa amh
Abbassa amhy
Abbassa amhAy

481
481

541
541
541

601
601
601

661
661
661

721
721
721

781
781
768

841
841
768

901
901
768

961
961

CAGTTTCTGCAGCCTAACACGCAGGCTGTGTGCATTTCAGGAGACACACAGTACGTACTG
CAGTTTCTGCAGCCTAACACGCAGGCTGTGTGCATTTCAGGAGACACACAGTACGTACTG
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