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3−deoxy−D−manno−octulosonic−acid transferase

putative glutamate synthase

glycine rich protein

hydrolase, alpha/beta domain protein, partial

flagellar basal body rod protein FlgC

type IV pilus secretin PilQ

PhoH family protein, partial

FHA domain protein

Pyruvate kinase, partial

PTS mannose transporter subunit IIABC

response regulator receiver domain protein

SubName: Full=MC080R;

Lipopolysaccharide kinase family protein

ribosomal protein L36

macrolide ABC transporter permease

flagellar motor protein MotD

ribonuclease E/G family protein, partial

GNAT family acetyltransferase, partial

Putative transposase, YhgA−like

choline binding protein E

putative transposase

Protein translocase subunits secD/secF

proline racemase

acyl−CoA dehydrogenase

efflux ABC transporter permease protein

glutathione ABC transporter ATP−binding protein

putative immunoreactive antigen PG32

heat−shock protein Hsp70

DNA−directed RNA polymerase subunit alpha, nonfunctional

protein found in conjugate transposon

NADH oxidase (H2O−forming)
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glycine dehydrogenase subunit 1

RND transporter, HAE1 family

Flagellar motor switch protein

major facilitator family transporter

nitrate/nitrite response regulator protein NarL

sortase A

RNA polymerase Rpb1, domain 5

Major fimbrial subunit protein type II

outer membrane protein P2

enterobactin transporter

glycosyltransferase, group 4 family

pilin isopeptide linkage domain protein, partial

dipeptidyl carboxypeptidase II

Succinate dehydrogenase iron−sulfur protein

spermidine/putrecine ABC transporter substrate−binding protein

neprilysin

iron  III   dicitrate transport system permease  fecD like

sortase family protein, partial

FtsK/SpoIIIE family protein, partial

polysaccharide biosynthesis protein GtrA

efflux ABC transporter, permease protein, partial

flagellum specific ATP−synthase

WYL domain protein

CoA binding domain protein

recombinase RecA, partial

preprotein translocase subunit TatB

Rhodanese domain protein

neutrophil cytosolic factor 4, 40kDa, isoform CRA_c, partial

heat−shock protein Hsp70

PTS fructose transporter subunit IIC, partial
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ferric uptake regulator

VanRB

putative dinitrogenase reductase activating glycohydrolase

surface−anchored fimbrial subunit

protein−export membrane protein SecD/SecF

glycine/betaine ABC transporter permease

gliding motility protein GldN

LacI family transcription regulator, partial
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Possible hook−associated protein, flagellin family

SubName: Full=MC080R;

monosaccharide ABC transporter, CUT2 family

Cytochrome c oxidase subunit IV isoform 1

gingipain R2 domain protein, partial

Flagellin and related hook−associated proteins

Flagellar motor switch protein  FliY

Propeptide_C25, partial

SubName: Full=AMV167;

cobyric acid synthase

recombinase A

lysine−2,3−aminomutase

AP65−3 adhesin

flagellar export protein, ATPase

proline permease

pyruvate dehydrogenase, homodimeric

inorganic polyphosphate/ATP−NAD kinase

D−Ala−D−Ala carboxypeptidase

putative cadaverin decarboxylase

phosphoribosyl−ATP pyrophosphatase

hypothetical protein I571_01317, partial

DNA−directed RNA polymerase beta subunit, partial

Butyrate kinase

SubE

NAD+ synthetase

Two component system response regulatory protein

peptide ABC transporter ATPase, partial

repeat−containing protein, partial

putative immunoreactive antigen PG32

GTP−binding protein TypA/BipA
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[CP]ahpC (I917_17140) − alkyl hydroperoxide reductase subunit C

[CP]kasB (MAP4_1826) − 3−oxoacyl−ACP synthase 2

[CP]ctpV (MULP_05109) − metal cation transporter p−type ATPase, CtpV

[VF]VC1777 − conserved hypothetical protein

[CP]pspA (SPCG_0120) − pneumococcal surface protein A

[CP]mip (lpl0829) − macrophage infectivity potentiator

[CP]rmlA (SSA_1411) − Glucose−1−phosphate thymidylytransferase, putative

[CP]htpB (LPC_2606) − Hsp60, 60K heat shock protein HtpB

[CP]msbA (HI0060) − ABC transporter ATP−binding protein

[CP]hitC (CGSHiEE_02795) − iron(III) ABC transporter ATP−binding protein

[CP]hspX (Mspyr1_11890) − molecular chaperone

[VF]mutS − mismatch repair

[CP]irtA (J113_09380) − ABC transporter

[CP]lytR (BT9727_4947) − membrane−bound transcriptional regulator LytR

[CP]lmb (SGO_1314) − metal binding lipoprotein

[VF]nanA − Sialidase A precursor (neuraminidase A)

[VF]wcbT − acyl−CoA transferase

[CP]bplD (BB0152) − UDP−N−acetylglucosamine 2−epimerase

[CP]fagC (cgR_0600) − hypothetical protein

[CP]mprA (BN42_20802) − DNA−binding response regulator

[VF]VC1779 − C4−dicarboxylate−binding periplasmic protein

[CP]speB (M28_Spy1721) − streptococcal pyrogenic exotoxin B

[CP]rmlA (MYCMA_2290) − glucose−1−phosphate thymidylyltransferase

[CP]zmpB (SPCG_0620) − zinc metalloprotease ZmpB, putative

[VF]fecB − FecB

[CP]mpa (MUL_2337) − ATPase

[CP]narH (MSMEG_5139) − nitrate reductase, beta subunit

[CP]sodA (MAP4_3686) − superoxide dismutase SodA

[CP]pppA (PSPA7_0146) − probable phosphoprotein phosphatase

[CP]mtrD (NMAA_1426) − drug efflux transport protein MtrD

[CP]narI (Mvan_4543) − respiratory nitrate reductase, gamma subunit
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Supplementary Fig. S10 Heatmaps of DEGs with significant expression changes in each group based on 
MvirDB. Group names are as indicated in Fig 1. (a-d) DEGs in the H, G, DP, and RP groups between pre- and post-
treatment. (e) DEGs between DP2 and RP2.
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heat−shock protein Hsp70

electron transport complex, RnfABCDGE type, A subunit

cysteine protease

phosphoribosylaminoimidazolesuccinocarboxamide synthase

DNA−directed RNA polymerase, partial

hypothetical protein pK214_p32

Tellurite resistance protein tehB homolog
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nitrate reductase A subunit alpha
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[CP]kasB (MAP4_1826) − 3−oxoacyl−ACP synthase 2

[CP]ctpV (MULP_05109) − metal cation transporter p−type ATPase, CtpV

[VF]VC1777 − conserved hypothetical protein

[CP]pspA (SPCG_0120) − pneumococcal surface protein A

[CP]mip (lpl0829) − macrophage infectivity potentiator

[CP]rmlA (SSA_1411) − Glucose−1−phosphate thymidylytransferase, putative

[CP]htpB (LPC_2606) − Hsp60, 60K heat shock protein HtpB

[CP]msbA (HI0060) − ABC transporter ATP−binding protein

[CP]hitC (CGSHiEE_02795) − iron(III) ABC transporter ATP−binding protein

[CP]hspX (Mspyr1_11890) − molecular chaperone

[VF]mutS − mismatch repair

[CP]irtA (J113_09380) − ABC transporter

[CP]lytR (BT9727_4947) − membrane−bound transcriptional regulator LytR

[CP]lmb (SGO_1314) − metal binding lipoprotein

[VF]nanA − Sialidase A precursor (neuraminidase A)

[VF]wcbT − acyl−CoA transferase

[CP]bplD (BB0152) − UDP−N−acetylglucosamine 2−epimerase

[CP]fagC (cgR_0600) − hypothetical protein

[CP]mprA (BN42_20802) − DNA−binding response regulator

[VF]VC1779 − C4−dicarboxylate−binding periplasmic protein

[CP]speB (M28_Spy1721) − streptococcal pyrogenic exotoxin B

[CP]rmlA (MYCMA_2290) − glucose−1−phosphate thymidylyltransferase

[CP]zmpB (SPCG_0620) − zinc metalloprotease ZmpB, putative

[VF]fecB − FecB

[CP]mpa (MUL_2337) − ATPase

[CP]narH (MSMEG_5139) − nitrate reductase, beta subunit

[CP]sodA (MAP4_3686) − superoxide dismutase SodA

[CP]pppA (PSPA7_0146) − probable phosphoprotein phosphatase

[CP]mtrD (NMAA_1426) − drug efflux transport protein MtrD
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