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Name
BOVIN-

KRTAP1-1.CDS
BOVIN-
KRTAPl 2.CDS
KRTAP] 3.CDS
KRTAP1-4 CDS
KRTAPl 1.CDS
KRTAPJ. 2.CDS
KRTAPl 3.CDS
ANFA-
KRTAPIACDS
KRTAP1-1.CDS
HORSE-
KRTAP1-2.CDS
HORSE-
KRTAPl-iCDS
KRTAP1-4 CDs
HUM,
KRTAPl 1.CDS
KRTAP] 3.CDS
HUMAN-
KRTAP1-4 CDS
KRTAPl 5.CDS
KRTAPJ. 1.CDS
KRTAPl 2.CDS
KRTAPl 3.CDS
KRTAP1-4 CDS
MACMU-
KRTAP1-1.CDS
MACMU-
KRTAP1-2.CDS
MACMU-
KRTAPi-E.CDS
MACM
KRTAP1-4 CDS
KRTAM 1.CDS
KRTAPl 2.CDS
MOUSE-
KRTAP1-3.CDS
MOUSE-
KRTAP1-4.CDS
RABIT-
KRTAP1-1.CDS
RABIT-
KRTAPl 2.CDS
KRTAPl 3.CDS
KRTAP1~4 CDS
KRTAPl-l.CDS
KRTAP1-2.CDS
RAT-
KRTAP1-3.CDS
RAT-
KRTAP1-4.CDS
SHEEP-
KRTAP1-1.CDS
SHEEP-
KRTAPJ. 2.CDS
KRTAPl 3.CDS
SHEEP-
KRTAP1-4.CDS
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Figure S2. MEME identifies copies of the 30 bp intragenic KRTAP1 repeat at both ends of the gene.

MEME output showing the positions of 30 bp repeat motifs amongst all KRTAP1-n copies from all ten mammalian species. The red boxes represent the
previously identified 30 bp repeat that is present at the 5’ and 3’ ends of the gene and varies in copy number between repeat copies within and between
species. Other colored boxes are other motifs detected by MEME, and are predominantly motifs shared between rather than within genes.



