Table S9. Alignments and Polymorphic sites 
The polymorphic position is numbered according position in HT1 in the sequence alignment. Dots indicate identity with the HT1 variant. Comparison of the polymorphic sites within E.caballus with the sequence from E. przewalskii allows the identification of the ancestral base in HT1 at all positions. Complete sequence alignments are available under accession numbers JX646942 – JX647045
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YXX_24123 ecYE3 ecYE17 ecYE52 ecYM23
34694 bp 14889 bp 18678 bp 17810 bp 10880 bp
1 1 1 2 2 2 2 1 1 1 1 1 1 1 1 1
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E. caballus HT1 T A C G A C A T G G C T norm norm T G C G A A G C T G G G A T
E. caballus HT2 . A
E. caballus HT3 . - A
E. caballus HT4 A .
E. caballus HT5 mut
E. caballus HT6 . . . . . . . . . del . . . . . . . . . . . . .
E.przewalskii HT1 C T T A C T G A G A G T norm norm T A G A C G A T C . T A G G
E.przewalskii HT2 Cc T T A C T G A G A G T norm norm T A G A Cc G A T C A T A G G
ecYMS88 ecYM89 ecYNO167.1to3 ecYNO167.5. ecYNO237 ecYP41 ecYP63
8508 bp 9393 bp 27711 bp 8830 bp 5528 bp dom 10486 bp, prz 7435 bp 11087 bp
2 2 2 -
6 8 1 4 7 2 5 9 5 5 8
2 8 9 3 5 3 1 3 3 6 2 2 7 8 0 2 5
8 6 9 0 7 6 5 3 3 1 1 4 1 9 5 6 6
0 8 5 3 5 1 4 7 8 8 9 1 2 7 3 8 0
E. caballus HT1 A C C T T A Cc A G G G norm G A A G
E. caballus HT2
E. caballus HT3
E. caballus HT4
E. caballus HT5
E. caballus HT6 . . . . . . . . . . . . . .
E.przewalskii HT1 G G T A C G T G C A A del A G G A
E.przewalskii HT2 G G T A C G T G C A A del A G G A
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