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Table S1. Promoters and genes that may be regulated by AcrR during ethanol tolerance in L. plantarum NF92

Promoters  Genes Locus_tags® Products® EMSA results®
Ppor2 [ EENSEERSO00N PspC domain-containing protein KA A K
Poaz cfa2  EAV94 RS08825 Cyclopropane-fatty-acyl-phospholipid synthase Htete ke
Puero  lagB6 — EAVO4ATRS07265 Glycosyltransferase KA A K
tagE5  EAV94 RS07260 Accessory Sec system glycosyltransferase Aspl
Pawzs  fabZl  EAV94 RS01865 3-hydroxyacyl-ACP dehydratase FabZ aaaae
fabH2  EAV94 RS01870 Ketoacyl-ACP synthase 111
acpP EAV94 RS01875 Acyl carrier protein
fabD  EAV94 RS01880 ACP S-malonyltransferase
fabGl  EAV94 RS01885 SDR family oxidoreductase
fabF EAV94 RS01890 Beta-ketoacyl-[acyl-carrier-protein] synthase 11
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EAV94 RS01900

EAV94 RS01925
EAV94 RS01085
EAV94 RS01990

EAV94 RS01145

Beta-hydroxyacyl-ACP dehydratase

4'-phosphopantetheinyl transferase superfamily protein
UDP-N-acetylglucosaminel-carboxyvinyltransferase
Cyclopropane-fatty-acyl-phospholipid synthase

Alanine racemase
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EAV94 RS13665

Ketoacyl-ACP synthase I11
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EAV94 RS08320

EAV94 RS08315

EAV94 RS04290

UDP-N-acetylmuramoyl-L-alanine--D-glutamate ligase

N-acetylglucosamine transferase

Bifunctional diaminohydroxyphosphoribosylaminopyrimidine deaminase

A9 @

A9 @

PR

PR

PR




Paari4
PmurB
PracD
PaccB3
Peer
Py 1659
Py 2866

PicaZ

ribE

ribBA

murB

N
RN E
»)

EAV94 RS04295

EAV94 RS04300

EAV94 RS09980

EAV94 RS04565

RibD
Riboflavin synthase
Bifunctional 3,4-dihydroxy-2-butanone-4-phosphate synthase/GTP

cyclohydrolase II
UDP-N-acetylenolpyruvoylglucosamine reductase

Aspartate/glutamate racemase family protein
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EAV94 RS06000

EAV94 RS08950
EAV94 RS03900

EAV94 RS10650

UDP-N-acetylmuramoyl-L-alanyl-D-glutamate--2, 6-diaminopimelate
ligase
D-alanyl-D-alanine dipeptidase
Cell wall hydrolase

2-nitropropane dioxygenase
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EAV94 RS08345

EAV94 RS08340

EAV94 RS08330

EAV94 RS08325

EAV94 RS09795

EAV94 RS10605

Transcriptional regulator MraZ
16S rRNA (cytosine(1402)-N(4))-methyltransferase RsmH
PASTA domain-containing protein
Phospho-N-acetylmuramoyl-pentapeptide-transferase
Acetyltransferase

Acetyltransferase
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EAV94 RS06010

EAV94 RS05475

EAV94 RS05480

EAV94 RS08010

Asparagine synthase (glutamine-hydrolyzing)
Ribitol phosphotransferase

Ribitol phosphotransferase
Serine-type D-Ala-D-Ala carboxypeptidase
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EAV94 RS11085

EAV94 RS06185

EAV94 RS11560

Helix-turn-helix domain-containing protein

ATP-dependent Clp protease ATP-binding subunit

CpsD/CapB family tyrosine-protein kinase
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NAD-dependent epimerase/dehydratase family protein

Glycerol-3-phosphate cytidylyltransferase
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EAV94 RS03650

EAV94 RS03655

EAV94 RS12655

Aspartate carbamoyltransferase catalytic subunit

Dihydroorotase

Rod shape-determining protein
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EAV94 RSI12660

EAV94 RSI12665

EAV94 RS08710

EAV94 RS08715

EAV94 RS08730
EAV94 RS08735

EAV94 RS08740

EAV94 RS12760

Rod shape-determining protein MreC
Rod shape-determining protein MreD
16S rRNA (guanine(527)-N(7))-methyltransferase RsmG
Nucleoid occlusion protein
DUF951 domain-containing protein
Redox-regulated ATPase YchF
DUF1129 domain-containing protein

tRNA uridine-5-carboxymethylaminomethyl(34) synthesis GTPase

MnmE
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EAV94 RS12765
EAV94_RS06070
EAV94 RS07030
EAV94 RS07025
EAV94 RS07020
EAV94 RS07015
EAV94 RS11005
EAV94 RS11000
EAV94 RS03645
EAV94 RS04435

EAV94 RSO01125

EAV94 RS10940

Glycosyl transferase family 1
Glycosyltransferase
Accessory Sec system glycosyltransferase Aspl

Hypothetical protein

tRNA guanosine (34) transglycosylase Tgt

Preprotein translocase subunit YajC
Bifunctional pyr operon transcriptional regulator PyrR
UDP-N-acetylmuramate--L-alanine ligase
UDP-N-acetylmuramoyl-tripeptide--D-alanyl-D- alanine ligase

Glutamate racemase




Prisw ftsW EAV94 RS08060 FtsW/RodA/SpoVE family cell cycle protein X

*The locus_tags of these genes in L. plantarum NF92.

"The description about these genes was based on their genome annotation data.

“EMSA selecting results. Stars, minimum concentration of AcrR binding to promoters. ¥ ¥ %, 10 nM; % ¥, 50 nM; s: 100 nM; %, 500
nM; %, No combination even the concentration of AcrR up to 1000 nM; —, Unkown.

Color code for genes that significantly expressed under 8% ethanol stress in ref. 21. Red color: these genes were up-regulated under 8% ethanol
stress for 30 min and 24 h. Green color: these genes were down regulated under 8% ethanol stress for 30 min and 24 h. Cyan: these genes were
up-regulated at 30 min and down regulated at 24 h under 8% ethanol. Gray: these genes were down regulated at 30 min and up-regulated at 24 h

under 8% ethanol.



Table S2. Composition and percentage of fatty acids in L. plantarum NF92 under 9%

(v/v) ethanol stress

%04 of total fatty acids

Fatty acid®
WT AacrR P-acrR

C14:0 9.159+0.260 8.401+0.665 7.374+1.026
C15:0 0.155+0.004 0.1960.016 0.207+0.093
C16:0 20.443+0.302 20.693+1.915 22.22142.205
C18:0 0.928+0.099 0.7820.039 1.232+0.221
Cl4:1 0.286+0.041 0.502+0.021" 0.214+0.043
cle:1 16.343+0.148 14.625+0.628 13.455+3.214

CycCl17:0 0.450:0.090 0.480+0.048 0.587+0.0163
C18:1 17.318+0.278 15.365£0.075""  23.550+2.965"
C18:2 5.334+0.072 6.767+0.435" 4.944+0.773

CycC19:0 29.584+0.240 32.189+1.016" 30.41+0.917
CFA/SFA 0.979+0.011 1.131+0.001"" 1.046+0.085
CFA/UFA 0.765+0.012 0.888+0.014™ 0.782+0.021

UFA/SFA 1.280+0.012 1.241+0.059 1.336+0.072

8C14:0, myristic acid; C15:0, pentadecanoic acid; C16:0, palmitic acid; C18:0, stearic
acid; C14:1, myristoleic acid; C16:1, palmitoleic acid; C18:1, oleic acid; C18:2,
octadecadienoic acid; cycC17:0 and cycC19:0, cyclopropane fatty acid.

b9% of total fatty acids: the percentage of each fatty acid. values are expressed as mean

standard deviation of three repeated samples. Significance test was carried out



between WT and AacrR by one-way analysis of variance (ANOVA). *, P<0.05; **,

P<0.01.



