Supplementary Figure 1.

Alignment of the genomes of G. sulfurreducens strain PCA and strain KN400.

Positional mapping of G. sulfurreducens strain PCA to G. sulfurreducens strain KN400 based
on the whole-genome nucleotide alighment. Orthologs are shown in green and connected
with lines between the genomes. Regions that lack orthologs (are specific to the strain) are
shown in grey and lack connections.



W T -|w|-pr1-|--[|--—|w-mw-r-n SRR 1,-![-."-1-"----1 T e

-| |
-_ || | 1 1 | 1 | I I 1 | 0 e s | o s s e
1aado0n 1985000 1980000 1925000 zoohoon 2005000 2010000
] q 1 ]
I | 1 T 1 | | ] [0 o e || ey
2010000 2015000 2020000 2025000 203000 2034000 2040000

Supplementary Figure 2.

A large region of low similarity between the KN400 and PCA genomes.

The upper panel shows the nucleotide sequence identity between the two strains in red,
and the lower panel shows the open reading frames in the region in each genome.
Orthologous genes are red and those that lack orthologs are white.



