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Shared Homology with Reference Alignment

T e e a TR Ty Ty *

O Default Guide Tree B Chained Guide Tree

I I I I I I I I I
16 32 64 128 256 512 1024 2048 4096

Number of Sequences

Total Reference Columns Preserved

2 0] é ; © T % °
?T J_% 1 B ﬁ! %@ o % E: %i %E
O B -

O Default Guide Tree B Chained Guide Tree

I I I I I I I I I
16 32 64 128 256 512 1024 2048 4096

Number of Sequences




