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MK403859 KBP.AS.916 Planomicrobium glaciei
NR 044384 Planomicrobium glaciei
¢ MK403877 KBP.AS.956 Planomicrobium sp
@ MK403817 KBP.AS.772 Planomicrobium glaciei
¢ MK403800 KBP.AS.755 Planomicrobium glaciei
¢ MK403773 KBP.AS.1010 Planomicrobium glaciei
¢ MK403771 KBP.AS.1008 Planomicrobium glaciei
LC076757 Planomicrobium stackebrandtii

NR 113593 Planomicrobium okeanokoites

@ MK403819 KBP.AS.774 Planomicrobium okeanokoites
@ MK403813 KBP.AS.768 Planomicrobium sp

¢ MK403820 KBP.AS.775 Planomicrobium okeanokoites
NR 134133 Planomicrobium soli

@ MK403793 KBP.AS.749 Brevibacterium frigoritolerans
93 ||| 4 MK403824 KBP.AS.779 Brevibacterium frigoritolerans
NR 115064 Brevibacterium frigoritolerans
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NR 117474 Brevibacterium frigoritolerans
NR 148786 Bacillus zhangzhouensis

NR 116185 Bacillus mojavensis

NR 148787 Bacillus australimaris

NR 029206 Rhodococcus coprophilus
JN164649 Rhodococcus canchipurensis

’ KJ476725 Rhodococcus erythropolis
7l @ MK403884 KBP.AS.973 Rhodococcus erythropolis

0| NR 037024 Rhodococcus erythropolis
NR 145886 Rhodococcus degradans
NR 156945 Streptomyces jeddahensis
A MK403858 KBP.AS.899 Streptomyces sp.

o] A MK403869 KBP.AS.938 Streptomyces sp.

NR 041073 Streptomyces pilosus

4{NR 041218 Streptomyces flavoviridis

NR 043508 Streptomyces atrovirens

NR 112252 Streptomyces acrimycini

@ MK403794 KBP.AS.75 Brachybacterium sp.
NR 026269 Brachybacterium alimentarium

’ NR 152653 Brachybacterium aquaticum

NR 074655 Brachybacterium faecium
KMO014519 Brachybacterium hainanense

4 MK403826 KBP.AS.781 Kocuria sp.

NR 159199 Kocuria salina

NR 043899 Kocuria turfanensis

KX959605 Kocuria polaris

NR 043511 Kocuria aegyptia

@ MK403799 KBP.AS.754 Kocuria sp.

NR 118222 Kocuria sediminis

@ Arthrobacter spp.

NR 116649 Micrococcus terreus

¢ MK403825 KBP.AS.780 Micrococcus sp.
¢ MK403883 KBP.AS.972 Micrococcus sp.

Firmicutes



NR 044365 Micrococcus endophyticus
18| NR 075062 Micrococcus luteus

ey

NR 116578 Micrococcus yunnanensis

NR 134088 Micrococcus aloeverae

o 4 MK403769 KBP.AS.1005 Leucobacter aridicollis
NR 042288 Leucobacter aridicollis

1| NR 144591 Leucobacter populi

P| NR 112021 Leucobacter komagatae

& MK403801 KBP.AS.756 Leucobacter aridicollis

o

KC107829 Leucobacter ruminantium

NR 041932 Salinibacterium amurskyense

NR 043893 Salinibacterium xinjiangense

o4l @ MK403823 KBP.AS.778 Salinibacterium sp.
A MK403837 KBP.AS.793 Salinibacterium sp.
@ MK403857 KBP.AS.877 Salinibacterium sp.
& MK403827 KBP.AS.782 Labedella sp.
TAINR 043900 Labedella gwakjiensis

NR 134753 Labedella endophytica
MG798924 Mycetocola sp.

MH299815 Mycetocola sp.

@ MK403842 KBP.AS.843 Mycetocola sp.

o

F]

| @ Microbacterium spp.
NR 116650 Agrococcus terreus
NR 043587 Agrococcus lahaulensis
1 NR 041543 Agrococcus baldri

NR 108611 Agrococcus carbonis
@ MK403797 KBP.AS.752 Agrococcus sp.
A MK403779 KBP.AS.1028 Agrococcus sp.
@ MK403796 KBP.AS.751 Agrococcus sp.
NR 026275 Agrococcus jenensis
NR 041542 Agrococcus citreus
NR 112820 Georgenia muralis
¢ MK403821 KBP.AS.776 Georgenia sp.
7INR 117051 Georgenia satyanarayanai
A MK403834 KBP.AS.790 Cellulomonas hominis
NR 029288 Cellulomonas hominis
NR 125452 Cellulomonas pakistanensis
A MK403881 KBP.AS.961 Cellulomonas sp.
NR 037077 Cellulomonas cellasea
NR 043257 Cellulomonas terrae

A MK403845 KBP.AS.847 Cellulomonas sp.

¢ MK403818 KBP.AS.773 Cellulomonas sp.
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@ Massilia spp. 7] Proteobacteria
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Figure S2a. Phylogenetic analysis tree of 165 rRNA genes of the strains isolated from the Mojave Desert soil,
which were sequenced using 1100r 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—92. The number of
significant characters—375. 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. Red circle
indicates subtree genera (Figures S2b, S2c). The scale under the tree indicates the number of phylogenetical
significant changes of nucleotides.



