Supplementary Material

Supplementary Table S1. Strains, plasmids and primers used in this study

Strains/Plasmids/Primers

Description Source

Strains
E. coli CA434
Ct

pcloneEZ-Plac-repeat

pcloneEZ-repeat-
Ct/AabrB
Ct/abrB
Ct/AabrB-abrB
Ct/Aspo0A
Ct/AsigF
Ct/AsigE
Ct/AsigG
Ct/AsigK
Plasmids
pMTLS82151
pMTL82151-Em
pMTL83151
pM3/AabrB
pM2/abrB
PM3/Aspo0A
pM3/AsigF
pM3/AsigE
pM3/AsigG
pM3/AsigK
Primers
Pcat1-F

Pro-F

Pro-R

Plac-F

Plac-repeat(abrB)-s-R
spacer(abrB)--pb-F
spacer(abrB)--term-R

abrB-H1-F
abrB-H1-R

Donor cells for conjugation transformation  [34]

ATCC 25755 [27]

Used for Plac promoter amplification Stored in laboratory
Used for terminator amplification Stored in laboratory
ATCC 25755 with pM3/AabrB This study

ATCC 25755 with pM2/abrB This study

Ct/AabrB with pM2/abrB This study

ATCC 25755 with pM3/Aspo0A This study

ATCC 25755 with pM3/AsigF This study

ATCC 25755 with pM3/AsigE This study

ATCC 25755 with pM3/AsigG This study

ATCC 25755 with pM3/AsigK This study

ColE1 ori; Cm~; pBP1 ori; Tar] [63]

ColE1 ori; Em®; pBP1 ori; Tar| Stored in laboratory
ColE1 ori; Cm~; pBP1 ori; Tar] Stored in laboratory
From pMTL83151; Plac-AabrB This study

From pMTL82151-Em; Pcat1-abrB This study

From pMTL83151; Plac-Aspo0A This study

From pMTL83151; Plac-AsigF This study

From pMTL83151; Plac-AsigE This study

From pMTL83151; Plac-AsigG This study

From pMTL83151; Plac-AsigK This study

gaaacagctatgaccgcggccgc GTAGACTTTAAGGATGGAACCTTTGA
TGAAGTACATCACCGACGAGCAAG
TGCTGCAAGGCGATTAAGTTGGGT
gaaacagctatgaccGCGGCCGCTTATATACTTGGTTTATTTACTTGATTAT
agatacatgctggttcatatttctttaata ATTTAAATACATCTCATGTTAAGGTTC
aatatgaaccagcatgtatcttctgGTTGAACCITAACATGAGATGTATT
gaaatataggagctc ATAAAAAAATTGTAGATAAAACTATTTTATA
ctacaatttttttatgagctcCTATATTTCCATCATATATAAAATCTGC
gtttttacagaagaaggtaccTTATTTTCCTCCCTAAGTTCCA
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abrB-H2-F ggaaaataaggtaccTTCTTCTGTAAAAACAGGCTATTT
abrB-H2-R tctecatggacgegtgacgtcCGGCACCTAGAATTCAATCA
abrB-conf-F AAGCTCTCCTTAGATACTGATTTAATTATTT

abrB-conf-R CTACACAAACTAAATTAATAGCAGATTTAGAC
Pcat1(abrB)-R tcttacaacacctgttgatttcat AAAAACCACCCTTTCATAAATTA
abrB-F aaagggteetttttgegeccgc ATGAAATCAACAGGTGTTGTAAGA
abrB-R tctccatggacgegtgacgt - TTATCTTCCTTCTTITAATTCATITA

Plac-repeat(spo0A)-s-R taatagtagtgagagcaagaaaacggtatATTTAAATACATCTCATGTTAAGGTTC
ttcttgctctcactactattagetatatcaGTTGAACCTTAACATGAGATGTATTTAA

gcttctaagtcctatgagctc ATAAAAAAATTGTAGATAAAACTATTTTATAAA

spacer(spo0A)-pb-F
spacer(spo0A)-term-R

spo0A-H1-F
spo0A-HI-R
spo0A-H2-F
spo0A-H2-R
spo0A-conf-F
spo0A-conf-R
Plac-repeat(sigF)-s-R
spacer(sigF)-pb-F
spacer(sigF)-term-R
sigF-H1-F

sigF-H1-R

sigF-H2-F

sigF-H2-R
sigF-conf-F
sigF-conf-R
Plac-repeat(sigE)-s-R
spacer(sigE)-pb-F
spacer(sigE)-term-R
sigE-H1-F

sigE-H1-R

sigE-H2-F

sigE-H2-R
sigE-conf-F
sigE-conf-R
Plac-repeat(sigG)-s-R
spacer(sigG)-pb-F

tttttttatgagctc ATAGGACTTAGAAGCGAAATAAAAGAAG
attgatatcactttatctaga ATATTTTACTCCCCTTTTATTAATAAATTCC
gtaaaatattctagaTAAAGTGATATCAATGGTTAACAGGTTT
acgacggccagtgccaagctt GTTATCTGTGATTTCGGTATTCTATTATTC
CCCAGTGCGGAGTATTTGGTA
ATTATCGTGTAGTCCCTAAATTCGTG
tctatcaagagaactggtgctccatcatcc ATTTAAATACATCTCATGTTAAGGTTC
agcaccagttctcttgatagataagGTTGAACCTTAACATGAGATGTATT
gtcatacaccgagctcATAAAAAAATTGTAGATAAAACTATTITATA
ctacaatttttttatgagctc GGTGTATGACAGCGTTGAGC
acgaaacctacttatggatccATTATTCACCTAACTTAATGATTTAAAA
ggtgaataatggatcc ATAAGTAGGTTTCGTAACATAAAAATAT
tctecatggacgegtgacgtcGCCTTCTGGAGTTGTAACTGA
GGATAGTTCAGGCATAGGTGTT

TTAACTCCCTACTACTCCGCTIT

tgtacccactgatatcaaatcttctacat ATTTAAATACATCTCATGTTAAGGTTC
atttgatatcagtgggtacaatagg GTTGAACCTTAACATGAGATGTATT
cctaagagccggtaccATAAAAAAATTGTAGATAAAACTATTTITATA
ctacaatttttttatggtaccGGCTCTTAGGCTCTATTATGATT
atactaaagacatgcggatccAATTTTCCTCCAATTAATCATAGT
aggaaaattggatccGCATGTCTTTAGTATAAAATATAGCAT
tctecatggacgegtgacgtcCTCTAGCTTGAAGTGCCTTATAA
TTGCATATTTATAATGTATTCTATGCT
AATGATACTGGATCTTGAATTGC
attgcttttataagaccaacacatccgaccATTTAAATACATCTCATGTTAAGGTTC
tgttggtcttataaaagcaatagatGTTGAACCTTAACATGAGATGTATT
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spacer(sigG)-term-R tatgttgecgagctc ATAAAAAAATTGTAGATAAAACTATTTTATA
sigG-H1-F ctacaatttttttatgagctcGGCAACATATGCATCCAGA

sigG-H1-R tacaatataaatataggtaccGCAATCAGCCCCTITAGAA

sigG-H2-F gctgattgcggtaccTATATTTATATTGTAAGTAATATTAATGGG
sigG-H2-R tctecatggacgegtgacgtcGGGCATTTCACTTCTCTTCA

sigG-conf-F TACTGGAGTCAATGTAGAAGATTTG

sigG-conf-R ATAACTAATATAGGCAAGTCTTCAATT

Plac-repeat(sigK)-s-R ttccccggataagaatatttttttacaatg ATTTAAATACATCTCATGTTAAGGTTC
spacer(sigK)-pb-F aaaatattcttatccggggaaggatGTTGAACCTITAACATGAGATGTATT
spacer(sigK)-term-R tcactactggagctc ATAAAAAAATTGTAGATAAAACTATTITATA
sigk-H1-F ctacaatttttttatgagctc CAGTAGTGAATTCAGGTATATATGTAAAA
sig-H1-R ttaatcttaagaataggtaccAGCTGCTCCTCCTAATAGTGC

sigK-H2-F ggagcagctggtaccTATTCTTAAGATTAAAAAATATATAAAAATTT
sigK-H2-R tctecatggacgegtgacgtcCCACATCCAGTTGGTCCTG

sigK-conf-F TTGCATATTTATAATGTATTCTATGCT

sigK-conf-R TGTATCTTTACCTATTTCTCTTTGATT

Note: Small letters are homologous sequences and capital letters are specific sequences. Underline marks are enzyme

digestion sites



rerminatg,.

™
m;aul}“"a

83151/4abrB
6976 bp

o
C spacer ter -
83151/AabrB 2000— -
Step 1 1000— - - Lnd ‘
RCMT it
1614 bp X \K ggg — —-— "
Step2 | 500 bp -+ 246bp -+ S84 bp 250 — .. :
[ J— B

Supplementary Figure S1 Construction and verification of the Ct/AabrB, Ct/abrB and
Ct/AabrB-abrB strains. (A) The abrB knockout plasmid; (B) The abrB overexpression
plasmid; (C) Schematic illustrating the work flow of abrB gene deletion using the lactose
inducible CRISPR-Cas system. (D) Gel electrophoresis verification of abrB mutant. M:
Marker.
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Supplementary Figure S2 Construction of Ct/Aspo0A and Ct/Asigma strains. (A) Construction of the knockout plasmid

of spo0A and sigma factors; (B) Gel electrophoresis verification of spo0A and sigma factors mutant; (C) qRT-PCR analysis



of genes related to sporulation transcription levels at 72 h. (ns, non-significant; *, p<0.05; ™, p<0.01; ™, p<0.001, t-test).



