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Representative ig domain proteins

1AM _GORGO [Gorila gorila gorila Jowland gorila)] class i histocompatibiity antigen, gogo-a0101 alpha chain precursar

vt @@ me (355 ees)

ALC1 GORGO [Gorila gorila gorila (lowdand gorila)] ig alpha-1 chain © region
@@

AMAL DROME [Drosophila melanogaster (fruit fiy)] amalgam protein precursor
o -

B2MG BOVIN [Bos taurus (bovine)] beta-2-microglobulin precursor (lactoliny
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gene X

Alignment isnot a
reconstruction of the
evolution

(common ancestor is extinct by the
time of alignment)

geneY
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