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A: ResFinder
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K19.GErRomic db (bacteria, species) PCA Bray—Curtis Dissimilarity

10

Al
c
(0]
c
8
£ 0
@]
®]
©
R
O
=
o
-5 o
-10
o
-10 -5 0 5 10

Principal Component 1

Genomic db (bacteria, family) PCA Bray—Curtis Dissimilarity
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