Additional file 2 legends

Additional file 2 Fig. S1: Whole mitogenome organisation and annotation of Rhinoceros
Unicornis.

Additional file 2 Fig. S2: Gene-wise comparative analyses of polymorphism indices (S, Hd
and ) for all extant rhino species.

Additional file 2 Fig. S3: Estimation of mitogenome mutation rate for Indian rhino using
Caballine (Zebra, Donkey, Asiatic Wild Ass and Horse) as outgroup. Internal node calibration
points are presented in italics (bold). Estimated node ages and branch mutation rates with
available reference in literature is marked with * (Fernando et al., 2006; Steiner et al., 2011;

Steiner et al., 2017; Liu et al., 2021).
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Additional file 2 Fig. S2
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Additional file 2 Fig. S3
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