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Supplementary Figure S1. Phylogenetic tree inferred by TYGS for type strains with highest
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genomic similarity scores (MASH algorithm) to s2, s10, s15, s20 strains. P. putida, P.

fluorescens are added manually.
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Supplementary Figure S2. Phylogenetic tree inferred by TYGS for type strains with highest
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16S similarity scores to s2, s10, s15, s20 strains. P. putida, P. fluorescens are added manually.
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Supplementary Figure S3. Phylogenetic tree inferred by TYGS for type strains with highest
genomic similarity scores (MASH algorithm) to s3 strain.
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Supplementary Figure S4. Phylogenetic tree inferred by TYGS for type strains with highest
16S similarity scores to s3 strain.
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Supplementary Figure S5. Phylogenetic tree inferred by TYGS for type strains with highest
genomic similarity scores (MASH algorithm) to s4, s23 strains.
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Supplementary Figure S6. Phylogenetic tree inferred by TYGS for type strains with highest
16S similarity scores to s4, s23 strains.
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Supplementary Figure S7. Phylogenetic tree inferred by TYGS for type strains with highest
genomic similarity scores (MASH algorithm) to s5 strain.
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Supplementary Figure S8. Phylogenetic tree inferred by TYGS for type strains with highest
16S similarity scores to s5 strain.
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Supplementary Figure S9. Phylogenetic tree inferred by TYGS for type strains with highest
genomic similarity scores (MASH algorithm) to s9 strain.
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Supplementary Figure S10. Phylogenetic tree inferred by TYGS for type strains with highest
16S similarity scores to s9 strain.



- 's17
- 's12

- Kocuria rosea DSM 20447
- Kocuria rosea ATCC 186

100

100

‘IOOl

—al.

Kocuria polaris MTCC 3702
Pelczaria aurantia ATCC 49321
Kocuria turfanensis HO-9042
Kocuria turfanensis NBRC 107627

'Kocuria sediminis JCM 17929

[ Kocuria flava CCTCC AB 206106

1001 Kocuria flava NBRC 107626

Kocuria dechangensis CGMCC 1.12187 .

Species cluster
Subspecies cluster

EEEEEEEEEEEE Genomesize (in bp)
EEpEEEEEEmmE Protein count

Bl COCCCECEC] Percent G+C
CICTEEIE /MBI delta statistics,

k= User strain?

Type species?

Supplementary Figure S11. Phylogenetic tree inferred by TYGS for type strains with highest
genomic similarity scores (MASH algorithm) to s12 and s17 strains.
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Supplementary Figure S12. Phylogenetic tree inferred by TYGS for type strains with highest
16S similarity scores to s12 and s17 strains.
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Supplementary Figure S13. Phylogenetic tree inferred by TYGS for type strains with highest
genomic similarity scores (MASH algorithm) to s13, s14 and s22 strains.
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Supplementary Figure S14. Phylogenetic tree inferred by TYGS for type strains with highest

16S similarity scores to s13, s14 and s22 strains.



