
� �

�

� �

�
��

�

�

�

�

�

�

�

�

�

�

�

�

�

�

� � � �0

50

100

150

200

250
N

um
be

r o
f f

ra
gm

en
ts

100 98 96 94 92 90 88 86 84 82 80 78

Genome average amino acid identity (%)

Total true matched fragments
Total false matched fragments
True matched fragments per genome
New true matches per genome


