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africanum 34 101 2 4 4 1 1 1 29 1

bovis 130 99 129 1 1 1 50

orygis 2 101 1

caprae 4 100 4 4

microti 6 100 6 1

pinnipedii 3 100 3 3

mungi 1 99 1 1

canetti 14 97 100% coverage; 99% identity

lacus 2 43 97% coverage; 77% identity

decipiens 1 52 97% coverage; 79% identity






