
SUPPLEMENTARY FIG. S4. Multiple sequence alignment of B. bubalis Hoxc11 mRNA across the species. In silico
analysis revealed more than 94% homology of B. bubalis Hoxc11 mRNA with that of other species. Nucleotides identical in
the species are indicated by an asterisk (*). The buffalo Hoxc11 sequence is given in red. The positions of start and stop
codons are highlighted in yellow.
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