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Supplementary Figure 2
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Supplementary Figure 3
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Supplementary Figure 4

25
genome:
I reconstructed
20 ° I reference
o ==
% ()
o 15
€
o)
§
c 10
o)
o
R
5
< "
0 —o— —a— —o— —o—
ANI 930{2000 91%&6 96‘1/: 2 99%@06 990/&\\9
") Nid & &\(@ &®
N & N ¢ ¥
K O (\0 Q 00
60(9 & .\\\0 \\\6\ 00
W & R \{\6 &
<//<\ \06 QO



Supplementary Figure 5
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Supplementary Figure 6
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Supplementary Figure 7
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