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Abstract :

The Mikado pheasant, a long-tailed pheasant endemic to Taiwan, is living at
mountainous regions in central and southern Taiwan, from 2,000 to 3,200m above sea
level. It has been evaluated as near threatened species. In this study, we present a draft
genome sequence of Mikado pheasant which is the first complete genome sequence
among all five pheasants in Syrmaticus. The draft assembly contained 1.03 Gb of
sequence, 27,125 predicted genes, and 31,471 protein sequences. Compared with other
avian genomes, Mikado pheasant diverged from them approximately 32.4 million years
ago. We found an amino acid substitution in HbA enhances hemoglobin-O, binding
affinity and adapts to inhabit high-altitude regions. Besides, we completed to annotate and
analyze the MHC gene cluster of Mikado pheasant. The results indicated that the MHC
structure components show high similarity with chicken. These findings contribute to
study the evolutionary history of Mikado pheasant and provide an important implication
for understanding adaptation mechanisms to extreme conditions in other animals.
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