[ Downloaded from mg.genetics.ir on 2026-02-10 ]

[ DOR: 20.1001.1.20084439.1398.14.1.10.4 ]

SUTNP 9y b GR!0 I F 9 S pg ) 50 B! Sl
PRI
Detection of deletions and insertions in genome of Iranian dogs
and wolves with the method whole genome sequencing
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