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1 Supplementary Materials

2 Supplementary Table S1 Nature of LJO1 strain and its physiological and biochemical identification.

Characteristics Results Characteristics Results
Colony characteristics Biochemical characteristics

Shape irregular Catalase test +
Borderline out of order Oxidase test -
Uplift heave Gelatin liquefaction +
Surface dry Nitrate reduction +
Gram-reaction positive Nitrite reduction +
Shape of cells rod Amylolysis +
Spore + Citrate utilization -
Movability + Phenylalanine deaminsase test -
Eggs creamy enzyme test +

Indole test -

Physiological characteristics Urease test -
Culture conditions Casein hydrolysis -
Growth temperature Tyrosine hydrolysis -
30°C + V-P test +

40 °C + Carbon source utilization
50 °C - Pectinose -
Sodium chloride tolerance 2-10% D-Mannitol -
Amphimicrobian + Glucose -
D- glucose +

4 According to the Berger bacterial identification manual, the morphological characteristics, physiological biochemical
5  characteristics, and 16Sr DNA sequence of LJ01 were highly same as Bacillus cereus.


javascript:void(0);

10
11
12

13
14

LJoL
X¥LOG6
03BB102
A16R

Consensus

LJo1
¥LOG
03BB102
A16R
Consensus

LJo1
HLOG
03BB102
AL16R
Consensus

LJo1
XLOG
03BB102
A16R
Consensus

LJoL
X¥LOG6
03BB102
A16R
Consensus

LJo1
¥LOG
03BB102
A16R
Consensus

LJo1
XLOG
03BB102
AL16R
Consensus

LJoL
KOG
03BB102
A16R

Consensus

LJoL
¥LOG
03BB102
A16R

Consensus

LJoL
¥LOG
03BB102
A16R

Consensus

LJoL
XLOG
03BB102
AL6R

Consensus

LJoL
KOG
03BB102
A16R

Consensus

LJoL
¥LOG
03BB102
A16R

Consensus

1 10 20 30 40 L] 1] 70 80 0 100 110 120 130
| |
ATGAGTTATGARARAGTATGGGCTARCARTGARRAAT TARATCARAC TGAGARARATARAT TAAARRRARGATGGATTGGARATCTTTARTGATATTCCTTACTATGCAGAGARTGGCTTCGARTCTATTC
ATGAGT TATGARARAGTATGGGCTARCARTGAAARAAT TAAATCARAC TGAGAARARATARAT TAARARRAAGATGGATTGGARATC TTTARTGATATTCCTTACTATGCAGAGARTGGCTTCGARTCTATTC
ATGAGTTATGARARAGTATGGGCTAARCARTGARRAAT TARATCARAC TGAGARARATARAT TARARRARGATGGATTGGARATCTTTARTGATATTCCTTACTATGCAGAGARTGGCTTCGARTCTATTC
ATGAGTTATGARARAGTATGGGCTARCARTGAARAATTARATCARAC TGAGARARATARAT TARARARRARGATGGATTGGARATCTTTARTGATATTCCTTACTATGCAGAGARTGGCTTCGARTCTATTC
ATGAGTTATGARARAGTATGGGCTARCARTGAARAAT TARATCARAC TGAGAAARATARAT TAAARRAAGATGGATTGGARATCTTTARTGATATTCCTTACTATGCAGAGARTGGCTTCGARTCTATTC

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 1
CGARAGAAGAGTGGGACGCATTCARATGGGCAGGGT TGTATTTACARRGACCGARAGARGC TGGTTATTTTATGATGCGTGTARRTATTCCTTCTGGCATTAT TACGARTGCACAGGCAGARGTGCTTGL
CGARAGAAGAGTGGGACGCATTCARATGGGCAGGGT TGTATTTACARRGACCGARAGARGC TGGTTATTTTATGATGCGTGTARATATTCCTTCTGGCATTAT TACGARTGCACAGGCAGARGTGCTTGL
CGARAGAAGAGTGGGACGCATTCARATGGGCAGGGT TGTATTTACARRGACCGARAGARGC TGGTTATTTTATGATGCGCGTARATATTCCTTCTGGGATTATTACGARTGCACAGGCAGARGTGCTTGL
CGARAGAAGAGTGGGACGCATTCARATGGGCAGGGT TGTATTTACARRGACCGARAGARGC TGGTTATTTTATGATGCGCGTARRTATTCCTTCTGGGATTAT TACGARTGCACAGGCAGARGTGCTTGL
CGARAGAAGAGTGGGACGCATTCARATGGGCAGGGT TGTATTTACARRGACCGARAGARGC TGGTTATTTTATGATGCGeGTARATATTCCTTCTGGeATTATTACGARTGCACAGGCAGARGTGCTTGL

261 270 280 290 300 310 320 330 340 350 360 370 380 390
| |
TTCCATCGLTGAGGATTATGGACGTGACGTARTAGATATTACGACARGACAGGCGATTCAGTTTCATTGGT TAGARRTTCATCARRTTCCAGATATTTTTARRAGATTAGCARGAGTTGGTTTATCTTCA
TTCCATCGCTGAGGATTATGGACGTGACGTARTAGATATTACGACARGACAGGCGATTCAGTTTCATTGGT TAGARATTCATCARATTCCAGATATTTTTARARGATTAGCARGAGTTGGTTTATCTTCA
TTCTATCGCTGAGGAT TATGGACGTGACGTARTCGATATTACGACARGACAGGCGATTCAGTTTCATTGGT TAGARATTCATCARARTTCCAGATATTTTTARARGATTAGCARGAGTTGGGTTATCTTCA
TICTATCGLTGAGGATTATGGACGTGACGTARTCGATATTACGACARGACAGGCGATTCAGTTTCATTGGT TAGARATTCATCARRTTCCAGATATTTTTARRAGATTAGCARGAGTTGGGTTATCTTCA
TTCEATCGCTGAGGATTATGGACGTGACGTARTcGATATTACGACARGACAGGCGATTCAGTTTCATTGGT TAGARATTCATCARRTTCCAGATATTTTTARARGATTAGCARGAGTTGGeTTATCTTCA

391 40 410 420 430 4d() 450 460 470 480 430 500 510 520

| |
GCTGGGGCGTGTGETGATATARCGCGTARTATTACAGGGARTCCACTTGCTGGCATTGATGCARATGARCTATTTGATACCACTGGTATTGTARAAGAGGTATATGATTATTTCCARCATARTGARGAGT
GCTGGGGCGTGTGETGATATARCGCGTARTATTACAGGGAATCCACTTGCTGGCAT TGATGCARATGARCTAT TTGATACCACTGGTATTGTARARGAGGTATATGATTATTTCCARCATARTGAAGAGT
GCTGGAGCGTGTGGTGATATARCGCGTARTATTACAGGARATCCACTTGCTGGTATTGATGCARATGART TATTTGATACARCGCATATTGTGARAGAGGTATATGACTACTTCCARCATARTGAAGAGT
GCTGGAGCGTGTGGTGATATARCGCGTARTATTACAGGARATCCACTTGCTGGTATTGATGCARATGARTTATTTGATACARCGCATATTGTGARAGAGGTATATGACTACT TCCAACATARTGAAGAGT
GCTGGaGCGTGTGETGATATARCGCGTARTATTACAGGaAATCCACTTGCTGGEATTGATGCARATGAAL TATTTGATACaACecaTATTGT¢ARAGAGGTATATGACTACTTCCARCATARTGAAGAGT

521 530 540 5510 560 570 580 590 B0 610 620 630 (:%: 11} 650

| |
TTITCTAACTTACCACGTARRTTCARARTGTCTATTAGTTCTARTATTTATART TCAGCARACGCAGAGAT TRAACTGTGTTGCATTTACACCTGCARCGARAGAGATAGATGGTGAGARARARGTTGGTTT
TTTCTAACTTACCACGTARRTTCARARTGTCTATTAGT TCTARTATTTATART TCAGCARACGCAGAGAT TARCTGTGTTGCAT TTACACCTGCARCGARAGAGATAGATGG TGAGARARARGTTGGTTT
TITCTRACTTACCACGTARRTTTARARTGTCTATTAGT TCTARCATTTATARCGCAGCARATGCAGAGAT TRAACTGTGTTGCATTTACACCTGC TACGAAAGAGATAGAT GG TGAGARARARGTTGGTTT
TTTCTAACTTACCACGTARRTTTARARTGTCTATTAGTTCTARCATTTATARCGCAGCARATGCAGAGAT TARCTGTGTTGCATTTACACCTGC TARGAAAGAGATAGATGGTGAGARARARGTTGGTTT
TTTCTAACTTACCACGTARRTTEARAATGTCTATTAGT TCTARCATTTATARcgCAGCARAL GCAGAGAT TAACTGTGTTGCAT TTACACCTGCEACGARAGAGATAGATGG TGAGARARARGTTGGTTT

651 5131] 670 680 690 00 10 720 730 740 750 760 70 780

1 1
TCATATARAAGTAGGCGGTGGGTTATCAGCCCGTCCGTATTTAGC TGATGART TAGATGTATTCGTTTTACCAGARGARGT CARRGCGGTAGCGATTGCGATTGCTACGATATTCCGTGATTTTGGATAT
TCATATARAAGTAGGCGGTGGGTTATCAGCCCGTCCGTATTTAGC TGATGARTTAGATGTATTCGTTTTACCAGARGARGT CARAGCGGTAGCGATTGCGATTGCTACGATATTCCGTGATTTTGGATAT
TCATATARAAGTAGGTGGTGGGTTATCAGCTCGTCCGTATTTAGC TGRTGART TAGATGTATTCGTTTTACCAGARGARGTGARGGCGGTAGCGATTGCGATTGCTACGATATTCCGTGATTTTGGATAT
TCATATARAAGTAGGTGGTGGGTTATCAGCTCGTCCATATTTAGC TGATGART TAGATGTATTCGTTTTACCAGARGARGT GARGGCGGTAGCGATTGCGATTGCTACGATATTCCGTGATTTTGGATAT
TCATATARAAGTAGGEGETGGGTTATCAGCLCGTCCgTATTTAGC TGATGART TAGATGTATTCGTTTTACCAGARGARGT ¢ARgGCGGTAGCGATTGCGATTGCTACGATATTCCGTGATTTTGGATAT

781 790 800 810 820 830 840 850 860 870 880 830 o 910

| |
CGTGARARACGTCATTTAGCTCGTTTGARRTTTCTTGT TRCAGAC TGGGGAGCAGAGARGT TTARAGAGARAC TRRTAGAGTATACAGGACCAT TRACARAGTARAGGGGARAGTGCTCTCARAGGC TGGA
CGTGARARACGTCATTTAGCTCGTTTGARATTTCTTGT TRCAGAC TGGGGAGCAGAGARGT TTAARAGAGARAC TRRTAGAGTATACAGGACCAT TRACARAGTARAGGGGARAGTGCTCTCARAGGC TGGA
CGCGARARACGTCATTTAGCTCGTTTGARATTTCTTGT TRCAGAC TGGGGAGCAGAGARGT TTAARAGAGARAC TRARTAGAGTATACAGGACCAT TACARAGTARAGGGGARAGTGCTCTCARAGGC TGGA
CGCGARARACGTCATTTAGCTCGTTTGARATTTCTTGT TRCAGAC TGGGGAGCAGAGARGT TTAARAGAGARAC TRRTAGAGTATACAGGACCAT TRACARAGTARAGGGGARAGTGCTCTCARAGGC TGGA
CGcGARARACGTCATTTAGCTCGTTTGARATTTCTTGT TRCAGAC TGGGGAGCAGAGARGT TTAARAGAGARAC TRARTAGAGTATACAGGACCAT TACARAGTARAGGGGARAGTGCTCTCARAGGC TGGA

911 320 930 940 950 960 970 980 990 1000 1010 1020 1030 1040
|

|

ATGCGGGATACTTTTATGGTGTCCARGATCARARACARGATGGAC TARRATATGTAGGTTTTARTGTGCCGGTAGGGCGTCTACATGCAGARGARATGT TTGAGATTGCARGARTTGCARARRCARTATGE
ATGCGGGATACTTTTATGGTGTCCARGATCARARACAAGATGGAC TRARARTATGTAGGTTTTAATGTGCCGGTAGGGCGTCTACATGCAGARGARATGT TTGAGATTGCARGARTTGCARARCARTATGG
ATGCGGGATACTTTTATGGTGTCCARGATCARARACAAGAGGGAC TRARARTATGTAGGTTTTARTGTGCCGGTAGGGCGCCTACATGCAGARGARATGT TTGAGATTGCARGARTTGCARRRCARTATGE
ATGCGGGATACTTTTATGGTGTCCARGATCARARACAAGAGGGAC TARRATATGTAGGTTTTARTGTGCCGGTAGGGCGCCTACATGCAGARGARATGT TTGAGATTGCARGARTTGCARARCARTATGE
ATGCGGGATACTTTTATGGTGTCCARGATCARARACAAGALGGAC TARRRTATGTAGGTTTTARTGTGCCGGTAGGGCGCCTACATGCAGARGARATGT TTGAGATTGCARGARTTGCARARCARTATGE

1041 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140 1150 1160 1170

| |
AAATGGACARRTTCGTACATGTARTTCGCARARCTTCATTATTCCGARTGTTCCGCCGGAAAATGTARCGGGCTTACTARATGAGCCGTTGTTTGARGCARTATCAGCARATCCGARRTCGTTTATTGGT
AAATGGACARRTTCGTACATGTARTTCGCARARCTTCATTATTCCGARTGTTCCGCCGGARAATGTARCGGGCTTACTARATGAGCCGTTGTTTGARGCARTATCAGCARATCCGARRTCGTTTATTGGT
ARATGGACARATTCGTACATGTARTTCGCARARCTTCATTATTCCGARTGTTCCGCCGGAARATGTARCGGGCTTACTARCTGAGCCGTTGTTTGARGCGATATCAGCGARTCCGAARTCGTTTATTGGT
AAATGGACARRTTCGTACATGTARTTCGCARARCTTCATTATTCCGARTGTTCCGCCGGAARATGTARCGGGCTTACTARCTGAGCCGTTGTTTGARGCGATATCAGCGARTCCGARRTCGTTTATTGGT
ARATGGACARATTCGTACATGTARTTCGCARARACTTCATTATTCCGARTGTTCCGCCGGAAAATGTARCGGGC T TACTARCTGAGCCGTTGTTTGARGCgATATCAGCgARTCCGAARTCGTTTATTGGT

1171 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
1 1

CACGCAGTATCCTGTACTGGTATTGARTATTGCAATCTTGCTTTAGTAGARACGARRGARAGAT TACGARARATTGCCGARTACTTAGATACGCARAT TGCGCTCGATGTTCCGGTTCGTATTCATATGE
CACGCAGTATCCTGTACTGGTATTGARTATTGCAATCTTGCTTTAGTAGARACGARAGARAGAT TACGARRRATTGCCGAATACTTAGATACGCARATTGCGCTCGATGTTCCGGTTCGTATTCATATGE
CACGCGGTTTCTTGTACTGGTATTGARTATTGCAATCTTGCTTTAGTAGARACGARAGARAGAT TACGARARAT TGCCGARTACTTAGATACACARAT TGCACTCGATGT TCCGGTTCGTATTCATATGE
CACGCGGTTTCTTGTACTGGTATTGARTATTGTAATCTTGCTTTAGTAGARACGARAGARAGAT TACGARRAATTGCCGARTACTTAGATACACARAT TGCACTCGATGTTCCGGTTCGTATTCATATGE
CACGCgGTLTCETGTACTGGTATTGARTATTGAATCTTGCTTTAGTAGARACGARAGARAGAT TACGARRRATTGCCGAATACTTAGATACACARATTGCACTCGATGTTCCGGTTCGTATTCATATGE

1301 1310 1320 1330 1340 1350 1360 1370 1380 1330 1400 1410 1420 1430
| |
TAGGATGCCCGARTTCATGTGGTCARCGTCARATTGCTGATAT TGGATTGCAAGETGTARAAATGARARCGARGGARRRAGGARTTGTTGARGCTTTTGARATATATGTAGG TGGARCGTTGT TAGATGG
TRGGATGCCCGARTTCATGTGGTCARCGTCARATTGCTGATATTGGATTGCAAGGTGTARAAATGARARCGAAGGARARAGGARTTGTTGARGCTTTTGARATATATGTAGG TGGAACGTTGT TAGATGG
TRAGGATGTCCGARTTCGTGTGGTCAACGTCARATTGCGGACAT TGGATTACAAGGTGTGAARATGARARCGARGGARARAGGGATTGTTGARGCATTTGARATATATGTAGG TGGARCGTTGTTAGATGE
TRGGATGTCCGAATTCGTGTGGTCARCGTCARATTGCGGACAT TGGATTACAAGGTGTGAAAATGARARCGAARGGARARAGGGATTGTTGARGCATTTGARATATATGTAGG TGGAACGTTGTTAGATGG
TRGGATGLCCGARTTCg TRTGGTCARCGTCARATTGCgGACATTGGATTaCAAGGTGTzARAATGARARCGARGGARARAGGATTGTTGAAGCaTTTGARATATATGTAGG TGGAACGTTGTTAGATGG

1431 1440 1450 14610 1470 1480 1490 1500 1510 1520 1530 1540 1550 1560
| |
TGGTGCTTATARTCARARGT TARARGGARARATAGATGGCGAGGATCTATCTGATGTACTCGCATCATTTATARGTTATTTCARAGARAATARAT TACCAGC TGARACGTTTTATGATTTTGTAGGCCGT
TGGTGCTTATARTCARARGT TARAAGGARAAATAGATGGCGAGGATCTATCTGATGTACTCGCATCATTTATARGTTATTTCARRGARRATARAT TACCAGC TGARACGTTTTATGATTTTGTAGGCCGT
TGGTGCTTATARTCARARGT TARRAGGARAAATAGATGGTGAGGATC TACCTGATGTACTCGCATCATTTATARGTTATTTCARRGARARTARAT TACCGGC TGARACGTTTTATGATTTTGTAGGCCGL
TGGTGCTTATARTCARARGT TARAAGGARARATAGATGGTGAGGATCTACCTGATGTACTCGCATCATTTATARGTTATTTCARAGARRATARAT TACCGGL TGARACGT TTTATGATTTTGTAGGCCGL
TGGETGCTTATARTCARARGT TARAAGGARAAATAGATGGEGAGGATC TACCTGATGTACTCGCATCATTTATARGTTATTTCARRGARAATARATTACCeGCTGARACGTTTTATGATTTTGTAGGCCGe

1561 1570 1580 1590 1600 1610 1628623
| I

GTTGGTGTAGAGACATTACARATAGTGT TRAAATAACGTGTTAGARGARGTARTAGCGTCTTAG
GTTGGTGTAGAGACATTACARATAGTGT TRAARTAACGTGTTAGARGARGGARTAGCGTCTTAG
GTTGGTGTAGAGACATTACARRTTGCGT TAARTAACGTGTTAGARGARGTARTAGCGTCTTAG
GTTGGTGTAGAGACATTACARATAGCGT TRAAATAACGTGTTAGARGARGTARTAGCGTCTTAG
GTTGGTGTAGAGACATTACARATaGeGTTRAAATAACGTGTTAGARGARGLARTAGCGTCTTAG

Fig. S1 Alignment of nitrite reductase genes. LJO1: This study (GenBank: MG839504); XL06: Bacillus thuringiensis
strain XL6 (GenBank: CP013000.1); 03BB102: Bacillus cereus strain 03BB102 (GenBank: CP009318.1); A16R: Bacillus
anthracis strain A16R (GenBank: CP001974.2).
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HSYEKVYHANHEKLHATEKHKLKKDGLETFHDIPYYAENGFESTPKEEHDAFKHAGL YLORPKEAGYFHHRYHIPSGITTHAGAEYLASIAEDYGRDYIDITTRAATAFHHLEIHOIPDIFKRLARYGLSS
HSYEKYHANHEKLHOTEKNKLKKDGLETFNDIPYYAENGFESIPKEEHDAFKHAGL YLORPKEAGYFHHRYNIPSGIITHAOAEYLASIAEDYGROYIDIT TROATOFHHLETHOIPDIFKRLARYGLSS
HSYEKYHANNEKLHATEKHKLKKDGLETFHDIPYYAENGFESIPKEEHDAFKHAGL YLORPKEAGYFHHRYNIPSGITTHAGAEYLASIAEDYGRDYIDITTRAATAFHHLEIHOIPDIFKRLARYGLSS
HSYEKVHANHEKLHATEKHKLKKDGLETFHDIPYYAENGFESIPKEEHDAFKHAGL YLORPKEAGYFHHRYNIPSGITTHAQAEYLASIAEDYGRDYIDITTRAATAFHHLEIHOIPDIFKRLARYGLSS
HSYEKVYHANNEKLNOTEKNKLKKDGLETFNDIPY YAENGFESIPKEEHDAFKHAGL YLORPKEAGYFHHRYNIPSGITTHAOAEYLASIAEDYGROYIDIT TROATOFHHLETHOIPDIFKRLARYGLSS

131 140 150 160 170 180 190 200 210 220 230 240 250 260
1 |
AGACGDITRHITGHPLAGIDANELFDTTGIYKEYYDYFAHHEEF SHLPRKFKHSTSSHIYHSANAEINCYAF TPATKEIDGEKKYGFHIKYGGGLSARPYLADELDYFYL PEEYKAYAIAIATIFRDFGY
AGACGDITRHITGHPLAGIDANELFDTTGIVKEYYDYFQHHEEF SHLPRKFKHSTSSHIYHSANAETHCYAF TPATKEIDGEKKYGFHIKYGGGLSARPYLADELDYFYL PEEVKAVAIAIATIFROFGY
AGACGDITRNITGHPLAGIDAKELFDTTHIYKEYYDYFQHNEEF SHLPRKFKHSTSSHIYHAANAEINCYAF TPATKEIDGEKKYGFHIKYGGGLSARPYLADELDYFYLPEEYKAYAIAIATIFRDFGY
AGACGDITRHITGHPLAGIDANELFDTTHIYKEYYDYFQHNEEF SHLPRKFKHSTSSHIYHAANAEINCYAF TPAKKEIDGEKKYGFHIKYGGGL SARPYLADELDYFYLPEEYKAYAIAIATIFRDFGY
AGACGDITRHITGHPLAGIDANELFDTTeIVKEYYDYFQHHEEF SHLPRKFKHSTSSHIYH=ANAETHCYAF TPALKETDGEKKYGFHIKYGGGLSARPYLADELDYFYLPEEVKAVAIATATIFRDFGY

261 270 280 290 300 310 320 330 340 350 360 370 380 390
| |
REKRHLARLKFLYADHGAEKFKEKLIEYTGPLASKGESALKGHHAGYFYGYADAKADGLKYYGFNYPYGRLHAEENFETARTAKAYGNGOIRTCHSONF LIIPNYPPENYTGLLNEPLFERTSANPKSFIG
REKRHLARLKFLYADHGAEKFKEKLIEYTGPLASKGESALKGHHAGYF YGYADOKADGLKYYGFNYPYGRLHAEEHFETARTAKAYGHNGAIRTCHSONF TIPHYPPENYTGLLHNEPLFERISANPKSFIG
REKRHLARLKFLYADHGAEKFKEKLIEYTGPLOSKGESALKGHHAGYF YGYADOKOEGLKYYGFNYPYGRLHAEEHFETARTAKOYGHGAIRTCHSOMF TIPNVPPENYTGLLTEPLFERTSANPKSFIG
REKRHLARLKFLYADHGAEKFKEKLIEYTGPLOSKGESALKGHHAGYFYGYADOKAEGLKYYGFNYPYGRLHAEENFETARTAKOYGNGOIRTCHSONF IIPNYPPENYTGLLTEPLFERTSANPKSFIG
REKRHLARLKFLYADHGAEKFKEKLIEYTGPLASKGESALKGHHAGYFYGYADOKA #GLKYYGFNYPYGRLHAEEHFETARTAKAYGHGAIRTCHSONF LIPNYPPENYTGLLNEPLFERTSANPKSFIG

391

| |
HAYSCTGIEYCHLALYETKERLRKIAEYLDTOIALDYPYRIHHYGCPHSCGOROTIADIGLOGYKHK TKEKGIVERFEIYYGGTLLDGGAYHOKLKGKIDGEDLSDYLASF ISYFKENKLPRETFYDFYGR
HAYSCTGIEYCHLALYETKERLRKIAEYLDTOIALDYPYRIHNYGCPHSCGOROIADIGLOGYKHK TKEKGIVEAFEIYYGGTLLDGGAYHNOKLKGKIDGEDLSDYLASF ISYFKEMKLPAETFYDF YGR
HAYSCTGIEYCHLALYETKERLRKIAEYLDTOIALDYPYRIHHYGCPHSCGOROTIADIGLOGYKHK TKEKGIVEAFEIYYGGTLLDGGAYHOKLKGKIDGEDLPDYLASF ISYFKEMKLPAETFYDFYGR:
HAYSCTGIEYCHLALVETKERLRKIAEYLDTOIALDYPYRIHHYGCPHSCGOROIADIGLOGYKHK TKEKGIVEAFEIYYGGTLLDGGAYHOKLKGKIDGEDLPDYLASF ISYFKEMKLPAETFYDFYGR
HAYSCTGIEYCHLALYETKERLRKIAEYLDTOIALDYPYRIHNYGCPHSCGOROIADIGLOGYKHKTKEKGIVEAFEITYGGTLLDGGAYHOKLKGKIDGEDL sDYLASF ISYFKEMKLPAETFYDF YGR

40 410 420 430 4d() 450 460 470 480 430 500 510 520

YGYETLAIVLHNYLEEYIRS
YGYETLOIVLHNNYLEEGIAS
YGYETLATIALNNYLEEYIAS
YGYETLAOTALHHYLEEYIRS
YGYETLOIvLNNYLEEVIAS

Fig. S2 Alignment of nitrite reductase. LJO1: This study (GenBank: MG839504); XL06: Bacillus thuringiensis strain

XL6 (GenBank:

CP013000.1); 03BB102: Bacillus cereus strain 03BB102 (GenBank: CP009318.1); A16R: Bacillus

anthracis strain A16R (GenBank: CP001974.2).



