NR 037048 Microbacterium kitamiense
NR 116476 Microbacterium aurantiacum
MK300720 Microbacterium sp.
MH?748605 Microbacterium chocolatum

>2 MH?734538 Microbacterium aurantiacum
@ MK403814 KBP.AS.769 Microbacterium pseudoresistens
NR 024638 Microbacterium ketosireducens
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MHO037140 Microbacterium arabinogalactanolyticum
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JQ955626 Arthrobacter ilicis
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X83405 Arthrobacter aurescens
— KM264303 Rufibacter roseus
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99 . Bacteroidetes
81 @ MK403806 KBP.AS.761 Rufibacter sp.
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Figure S4. Phylogenetic analysis tree of 165 rRNA genes of the strains isolated from the Mojave Desert soil,
which were sequenced using 537r primer. The tree was constructed using the Neighbor-Joining method
with the use of the most closely related sequences from GenBank. The number of taxa—28. The number of
significant characters—191. The number of bootstrap replicates—500. Confidence values of branching are
given for cases of 50% and higher. Rhombus indicate strains isolated on the PYG media, triangles—isolated
on the CM media; green and blue colors indicate strains isolated at 25 and 10°C, respectively. The scale
under the tree indicates the number of phylogenetical significant changes of nucleotides.
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