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Figure S1. Maximum likelihood phylogeny inferred from 2,408 single-copy conserved
protein-coding genes in the P. putida 1A00316 genome.

Figure S2. Sequence alignment of the AprA protein in various Pseudomonas strains.
Green sequence fragments are the ZnMc_serralysin_like domain, and red amino acids

are active sites.
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MSKVKANAVD TAEQAFQLNA APLAASSSAF NQINSFSHQY DRGGNLTVNG KPSFSVDQAA TQLLRDGAAY QDKD  GSGKIE LTYTFLTSAS SSTMYKHGIS
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SFSQFSDLQK QQAKLSMQSW ADVAKVTFTE AASGGDGHMT FGNFSAS- NG GAAFAYLPFD GPGSHKGESW YLINSGYQVN INPGTGNYGR QTLT HEIG HV
GFSQFSAQQK AQAVLAMQSW ADVANVVFTE KASGGDAHMT FGNYSGGQD@AAFAYLPGT GAG-YDGTSW YLINSSYTQN KNPDLNNYGR QTLT ~ HEIG HT
GFSQFSAQQK AQAVLAMQSW ADVANVVFTE KASGGDAHMT FGNYSGGQD@AAFAYLPGT GAG-YDGTSW YLINSSYTQN KNPDLNNYGR QTLT ~ HEIG HT
GFSPFSAQQK GQATLAMQSW ADVANVTFTE KASGGDGHMT FGNYSSGQDGAAAFAYLPGT GAG-YDGTSW YLINSSYTQN KNPDLNNYGR QTLT  HEIG HS
GFSQFSAQQK GQAALAMQSW ADVANVTFTE KASGGDGHMT FGNYSGGQD@AAFAYLPGT GAG-YDGTSW YLINSSYTQN KNPDLNNYGR QTLT  HEIG HT
GFSQFNTQQK AQAALAMQSW ADVANVTFTE KASGGDGHMT FGNYSSGQD@AAFAYLPGT GAG-YDGTSW YLTNNSYTPN KTPDLNNYGR QTLT HEIG HT
GFSQFNAQQK AQAVLAMQSW ADVANITFTE KASGGDAHMT FGNYSGGQDGAAAFAYLPGT GAG-YDGTSW YLTNNSYTPN KTPDLNNYGR QTLT HEIG HT
GFSQFSTQQK AQAVLAMQSW ADVANVTFTE KASGGDGHMT FGNYSGGQDGAAFAYLPGT GAG-YDGTSW YLINSGYTQN KNPDLNNYGR QTLT HEIG HT
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LGLSHPGDYN AGEGNPTYRD ADYAQDTRGY SVMSYWSESN NGONFIKGGG QYYASAPLMD DILAIQKLYG ANYATRASDT TYGFNSTADR DFYSATSASS
LGLAHPGDYN AGEGNPSYKD ASYGQDTRGY SVMSYWSESN TSQNFSKGGV EAYSSGPLMD DIAAIQKLYG ANYSTRAGDT TYGFNSNTGR DFYSASSSSD
LGLAHPGDYN AGEGNPSYKD ASYGQDTRGY SVMSYWSESN TSQONFSKGGV EAYSSGPLMD DIAAIQKLYG ANYSTRAGDT TYGFNSNTGR DFYSASSSSD
LGLAHPGDYN AGEGSPTYDD ATYGQDTRGY SLMSYWSESN TDQNFSKGGV EAYASGPLMD DIAAIQKLYG ANTTTRTGDS TYGFNSNTGR DFLSASSSSD
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LGLAHPGDYN AGNGNPTYND ATYGQDTRGY SVMSYWSESN TSQNFSKGGV EAYSSGPLMD DIAAIQKLYG ANLTTRTGDT TYGFNSNAGR DFLSASSSAD
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FAAVSDSTKA APDRIMDFTS GVDKIDLSAI SAFAVNKLPL QFVNAFTGHA GEALLTYDQA TNLGSLAIDF TGNSSADFLV TTVGQAAVTD IVV
FAASTDSKPG AADQIMDFVS GLDKIDLTGI TKGAG----L HFVNAFTGAA GDAILTTSGG VST -- LSVDF SGHGVADFLV STVGQAAVSD IVA
FAASTDSKPG AADQIMDFVS GLDKIDLTGI TKGAG----L HFVNAFTGAA GDAILTTSGG VST -- LSVDF SGHGVADFLV STVGQAAVSD IVA
FAASSDSRPG ATDQILDFVS GLDKIDLTGI TKGAG----L HFVSAFTGAV GDAVLSTSGG NSL -- LSVDF SGQGVADFLV STVGQAAVSD IVA
FAASSDSRPG ATDQILDFAS GLDKIDLTGI TQGAG--—-L HFVNAFTGAA GDAVLSTSGG NSL -- LSVDF SGHGVADFLV STVGQAAVSD IVA

YGASSDSRPG AADKIFDFTS GSDKIDLSGI TKGAG----V TFVNAFTGHA GDAVLTYASG TNLGTLAVDF SGHGVADFLV TTVGQAAASD IVA
FGASSDSKPG ASDKIFDFTS GSDKIDLSGI TKGAG--—-L TFVNAFTGHA GDAVLTYAAG TNLGTLAVDF SGHGVADFLV TTVGQAAVSD IVA
FAASSDSKPG AIDQILDFVS GLDKIDLTGI TNGAG----L HFVSAFTGAA GDAVLTSSGG NSL -- LSVDF SGHGVADFQV STVGQAATSD IVA



	Supplementary Information
	Figure S1
	Figure S2



