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Genes induced during recovery phase of HHP-injured cells Genes repressed during recovery phase of HHP-injured cells
Gene Operon Gene product (function) 2h/0h 4h 0h ah12h 9 Sene product (function) 0o, 4n/on L2
B , “Aconitase 1(2.89) anpC ahpCk ‘Alkyl hydroperoxide reductase (smal subuni) 1(3.94) l
infA Si0-spea Translation initiation factor IF-1 1(3.46) hoF hoCE Alkyl hydroperoxide re lar i) L(:3.64)
iniC infC-rpmi-rpiT Translation intation factor IF-3 1(2.88) bImBAA bkd Branched-chain alpha-kelo acid dehydrogenase E1 subunit 1(258)
map Si0-spea Methionine aminopeptidase 12en (bkdA1)
miD miAD Mannitol-1-phosphate 5-dehydrogenase 1(3.01) ciz . Citrate synthase Il 1(269)
pdhA pdhAB Pyruvate dehydrogenase (E1 alpha subunit) 1(232) csbD. yWmF-csbD? General stress protein 1(-3.39)
pstA PStSCAB Phosphate ABC transporter (permease) 1(4.03) gapB gapB-speD Glyceraldehyde-3-phosphate dehydrogenase 1247
DSstS DStSCAB Phosphate ABC transorter (bindina_protein) 1(3.94) Fl |(-4, @
IE S10-spe-a Ribosomal protein L5 1(3.04) A TABCD Manganese ABC Uansporter (membrane proten) 1(2:89)
i L Ribosomal protein L10 1(268) 4 it
PN Siospea Ribosomal protein L14 1(333) ‘DekA . ‘Phosphoenolpyruvate carboxykinase 1(2.92)
P S10hed ibcsomaHpgtemnL 16 1347) ThsA thsRKDACB Ribose ABC transporter (ATP-binding protein) 1(:316)
[BR) SI0Sncs REoscalbioteini 3 16.02) SpOVG - Stage V/ sporulation protein G (spore cortex synthesis) 1(3.32)
[ S10-spe-a Ribosomal protein L29 1(3.48) s i s a8
TpmE Rho-pmE Ribosomal protein L31 1(2.16) -
e St Ribosomal poieh S14 Toeg YogZ(mgsR) ’Sepsx g:;:\og controls a subregulon vithin general stress 1371
1sQ S10-spe-a Ribosomal protein S17 1(3.15) P
tuaG uaAH Biosynthesis of teichuronic acid; pho regulon 1(2:89) ViH VBGHI? General stress protein 1(-2.55)
YN yibN-rpmF Unknown 1(3.16) () 5 Dimerization of 70S ribosome 1(-4.45)
YubF IytG-yubF Unknown 1(2.81) ywsB. Unknown; pulaﬂve cell wall binding protein 1321
yugl - General stress protein found in the ribosome fraction 1(3.14) oS, Generals L223) ITERZ)
CE Clp ATPase 14.98) 1(152) . LA %
CcspB - Cold shock protein 1(2.77) 1(3.52) mniC mntABCD Manganese ABC transporter (membrane protein] M*S.ﬂ U*l.w
pIA nUSG-TpIK-pIA Ribosomal protein L1 1278) 7(2.95) mIgA B Metalloreguiation DNA-DINGIng Stess protein; E. cof Dps 1(3:34) 1300
s yloD-fmM-mD-  Ribosomal protein L19 1(3.63) 12.93)
pis? SIfAA SIABCD Surfactin synthetase 1(-2.45) 1(-2.60)
pmJ S10-spe-a Ribosomal protein L36 1(3.38) 1(2.56) JbyB , U ) 1(3.16)
g 2 T”?(ge’ factor 1289 18.72) yhzC General stress protein 1(-286) 1(255)
y"ez SIZEF E“k""w" ”3 jg) T(g gg) ykzl - General stress protein 1(3.94) 1(357)
e : - ”z ; 1; 16 e 55) i appC appBC Oligopeptide ABC transporter (permease) 1197) 1(301) 1(-1.94)
;ngs T 101&;:@2’;;:‘ na T &5 27i ¥ (1'53: phrA rapA-phiA Phosphatase RapA inhibitor 1(-1.84) 1(376) (192)
abh , Transcriptional regulator controls biofim formation and 1361) 1(2.30) 2 fapA-phrA Response requiator aspartate phosphatase 1208 46375 (167)
antbitic production ybeO (skfA) SKfABCDEFGH Sporulation killing factor 1222 1(-362) 114y
ac0p S Acylcarrier protein 2433) AL £ ABCI; L e L200) ”'z ? AL J3]—|
feuA TeuABCybbA Siderophore binding protein (Fur regulon) 1(359) 1(4.38) '""‘x '“”‘XC Ra” a:‘“ef C"a”s orer t:i 6.7§
ydoN - Unknown (Fur regulon) 1(5.40) 1(3.94) nhay nha egulator of nha (2.
- Siderophore uptake? (Fur regulon) 1(4.15) 1(367) SifAB SABCD Surfactin synthetase (259
kuNOP Flavodoxin 1(3.30) 1(4.07) clpE ° Clp ATPase 1(-3.45)
i T psta pSISCAB Phosphate ABC transporter (permease) 1(3.09)
yagA = Unkoouns o wal binding protein 1(4.37) 16.22) miD miAD Mannitol-1-phosphate 5-dehydrogenase 1(340)
ysbA ysbAB Murein hydrolase regulator LrgA; essential for pyruvate 1(5.92) 1(6.58) citB - Aconitase 1(:3.26)
utilization waG tuaABCDEFGH Blasznlhesls of teichuronic acid; Ehﬂ regular\ 1(-2.39)
i " e value in parentheses indicates the average value of log2 Ratio between two independent microarray resdults.
ysbB ysbAB Antiholin-ke protein LigB 1(4.93) 1(6.67) The val i — Ty e s It
ag = Flagelin protein 1(3.53)
hbs - Non-specific DNA-binding protein HBsu 1(2:39)
TbsA TbsRKDACB Ribose ABC transporter (ATP-binding protein) 1(3.88)
oo e ol i (oot e e b7 Fur regulon PerR regulon J| MntR regulon
kuP kuNOP Flave (4.1 N n .
YoIE YOIAE Gnknown; SP protem T induced by induced by induced by
\ 2 - Unknun, e wall hnong protein 1031 iron limitation peroxide stress Mn(ll) limitation y

S5 Xk

1)Kimura, K. et al. 2017. J. Biosci. Bioeng. 123. 698-706.
2)Inaoka, T. et al. 2017. Biosci. Biotechnol. Biochem. 81.1235-1240.
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