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1. SUPPLEMENTARY TABLES

Table S1 Information regarding the taxonomic classification of the two assembled genomes

Isolate . . ANI Closest genome . . dDDH
TDB-Tk classifi TY lassifi
name G classification %) reference GS classification (do, in %)
f Bacillaceae;g_ Bacillus;s Bacillus
BA — — 91 F 001042485.2
€30 __Bacillus paralicheniformis 98.91 | GCF_001042485 paralicheniformis KJ-16 975
BAC220 f Bacillaceae;g_ Bacillus;s 98.8 | GCF 0010424852 Bacillus 92,7

__Bacillus paralicheniformis paralicheniformis KJ-16

Table S2 Assessment of sequencing and assembly quality, as well as genomic features of the isolates.

Isolate CheckM2 CheckM2 Genome size % Pass. Barrnap | Barrnap | Barrnap
name | Completeness | Contamination (pb) GC GUNC 58 16S 23S
BAC30 100.0 0.03 4471444 46 True Complete | Partial | Partial
BAC220 100.0 3.06 4785386 45 True Complete | Partial | Partial
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2. SUPPLEMENTARY FIGURES

Fig. S1 ANI analysis of 30 Bacillus paralicheniformis genomes, performed using the pyANI software, with
values ranging from orange to red, and the outgroup Bacillus sonorensis (ASM3405511v1) shown in blue.
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Fig. S2 Phylogenomic analysis of B. paralicheniformis strains using the Gegenees software, and phylogenetic

tree construction with SplitsTree4 based on the Neighbor-Joining (NJ) method.
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Fig. S3 Distribution of gene families within the pangenome, obtained using the PPanGGolin software. Core
(Persistent) genes are shown in blue; Shell (shared) genes in orange; and Cloud (unique) genes in green.
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Fig. S4 Functional classification of Bacillus paralicheniformis species and the analysis of the isolates impact in

the species genetic repertoire using the COG Classifier software (a) The core genome of the isolates BAC30 and

BAC220 (b) Comparison of core genes from the 28 Bacillus paralicheniformis strains excluding the isolates; (¢)

Comparison of core genes from the 28 Bacillus paralicheniformis strains including the isolates.
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Fig. S5 Analysis of the isolates BAC30 and BAC220 impact on the gene repertoire of the species, based on
alpha values observed in PPanGGolin (a) Dataset including the isolates (b) Dataset excluding the isolates
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