
 Pseudomonas hydrolytica|DSWY01|MK248116|96.34|
 Pseudomonas mendocina|NBRC 14162|BBQC01000018|96.06|

 Pseudomonas oleovorans subsp. lubricantis|RS1|DQ842018|96.34|
 Pseudomonas alcaliphila|JCM 10630|FNAE01000025|96.16|

 Pseudomonas oleovorans subsp. oleovorans|DSM 1045|NIUB01000072|96.72|
 Pseudomonas sediminis|PI11|NIQU01000015|97.19|

 Pseudomonas indoloxydans|IPL-1|DQ916277|96.84|
 Pseudomonas stutzeri|ATCC 17588|CP002881|96.91|

 Pseudomonas songnenensis|NEAU-ST5-5|RFFN01000014|96.34|
 Pseudomonas plecoglossicida|NBRC 103162|BBIV01000080|96.06|

 Pseudomonas guariconensis|LMG 27394|FMYX01000029|96.81|
 Pseudomonas monteilii|NBRC 103158|BBIS01000088|96.16|

 Pseudomonas inefficax|JV551A3|OPYN01000008|96.16|
 Pseudomonas khazarica|TBZ2|KX712072|96.34|

 Pseudomonas alcaligenes|NBRC 14159|BATI01000076|97.09|
 Pseudomonas fluvialis|ASS-1|NMQV01000040|96.16|

 Pseudomonas carbonaria|Wesi-4|MT947626|96.34|
 Pseudomonas nosocomialis|A31/70|QLAE01000067|97.09|

 Pseudomonas glareae|KMM 9500|LC011944|96.25|
 Pseudomonas campi|S1-A32-2|MT415401|96.25|

 Pseudomonas oryzae|KCTC 32247|LT629751|96.91|
 Pseudomonas guangdongensis|CCTCC AB 2012022|LT629780|96.25|

 Pseudomonas linyingensis|LYBRD3-7|HM246142|96.15|
 Pseudomonas citronellolis|NBRC 103043|BCZY01000096|96.25|

 Pseudomonas delhiensis|RLD-1|jgi.1118306|96.16|
 Pseudomonas panipatensis|Esp-1|jgi.1118294|96.06|

 Pseudomonas otitidis|MCC10330|AY953147|98.22|
 Pseudomonas aeruginosa IIVV-SD1

 Pseudomonas aeruginosa|JCM 5962|BAMA01000316|100|
 Pseudomonas lalkuanensis|PE08|MF943158|98.12|

 Pseudomonas resinovorans|LMG 2274|Z76668|96.69|
 Pseudomonas furukawaii|KF707|AJMR01000229|97.65|

 Pseudomonas indica|NBRC 103045|BDAC01000046|96.52|
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Figure S1A. Phylogenetic tree based on 16S rDNA sequences phylogenetically closer to Pseudomonas 
aeruginosa IIVV-SD1. Molecular Phylogenetic analysis was inferred by using Maximum Likelihood method. 
The tree with the highest log likelihood (-5040,15) is shown. Initial tree for the heuristic search were obtained 
automatically by applying Neighbor-Join and BioNJ algorithms to a matrix of pairwise distances estimated 
using the Maximum Composite Likelihood approach, and then selecting the topology with superior log 
likelihood value. The tree is drawn to scale, with branch lengths measured in the number of substitutions per 
site. The analysis involved 33 nucleotide sequences. All positions containing gaps and missing data were 
eliminated. There were a total of 1384 positions in the final dataset. Evolutionary analyses were conducted in 
MEGA6 [50]. 

 

  



 

Figure S1B. Phylogenetic tree based on 16S rDNA sequences phylogenetically closer to Bacillus 
licheniformis IIVV-SD3. Molecular Phylogenetic analysis was inferred by using Maximum Likelihood 
method. The tree with the highest log likelihood (-3983.38) is shown. Initial tree for the heuristic search were 
obtained automatically by applying Neighbor-Join and BioNJ algorithms to a matrix of pairwise distances 
estimated using the Maximum Composite Likelihood approach, and then selecting the topology with superior 
log likelihood value. The tree is drawn to scale, with branch lengths measured in the number of substitutions 
per site. The analysis involved 37 nucleotide sequences. All positions containing gaps and missing data were 
eliminated. There were a total of 1396 positions in the final dataset. Evolutionary analyses were conducted in 
MEGA6 [50]. 

 Bacillus_spizizenii|NRRL_B-23049|CP002905|98.44|
 Bacillus_rugosus|SPB7|JABUXO010000041|98.37|
 Bacillus_stercoris|JCM_30051|MN536904|98.44|
 Bacillus_tequilensis|KCTC_13622|AYTO01000043|98.3|
 Bacillus_halotolerans|ATCC_25096|LPVF01000003|98.3|

 Bacillus_mojavensis|RO-H-1|JH600280|98.23|
 Bacillus_cabrialesii|TE3|MK462260|98.44|
 Bacillus_inaquosorum|KCTC_13429|AMXN01000021|98.44|
 Bacillus_subtilis|NCIB_3610|ABQL01000001|98.37|

 Bacillus_nakamurai|NRRL_B-41091|LSAZ01000028|98.37|
 Bacillus_vallismortis|DV1-F-3|JH600273|98.1|
 Bacillus_amyloliquefaciens|DSM_7|FN597644|98.16|

 Bacillus_nematocida|B-16|AY820954|98.09|
 Bacillus_siamensis|KCTC_13613|AJVF01000043|98.23|

 Bacillus_velezensis|CR-502|AY603658|98.08|
 Bacillus_atrophaeus|JCM_9070|AB021181|98.3|

 Bacillus_altitudinis|41KF2b|ASJC01000029|96.46|
 Bacillus_xiamenensis|HYC-10|AMSH01000114|96.39|

 Bacillus_safensis_subsp._osmophilus|BC09|KY990920|96.26|
 Bacillus_safensis_subsp._safensis|FO-36b|ASJD01000027|96.26|

 Bacillus_australimaris|NH7I_1|JX680098|96.12|
 Bacillus_pumilus|ATCC_7061|ABRX01000007|96.19|
 Bacillus_zhangzhouensis|DW5-4|JOTP01000061|96.19|

 Bacillus_glycinifermentans|GO-13|LECW01000063|99.39|
 Bacillus_paralicheniformis|KJ-16|KY694465|99.52|

 Bacillus_haynesii|NRRL_B-41327|MRBL01000076|99.8|
 Bacillus_sonorensis|NBRC_101234|AYTN01000016|99.66|

 Bacillus_swezeyi|NRRL_B-41294|MRBK01000096|99.12|
 Bacillus_piscis|16MFT21|KX753358|96.73|

 Bacillus_licheniformis_IIVV-SD3
 Bacillus_licheniformis|ATCC_14580|AE017333|99.86|

 Bacillus_aerius|24K|AJ831843|99.46|
 Bacillus_gobiensis|FJAT-4402|CP012600|96.54|

 Bacillus_capparidis|EGI_6500252|KY003162|96.26|
 Bacillus_haikouensis|C-89|KJ868191|96.33|

 Bacillus_acidicola|105-2|AF547209|96.19|
 Bacillus_carboniphilus|JCM_9731|AB021182|95.86|
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