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ugpA; sn-glycerol 3-phosphate transport system per... | 5 6.48e-5
"vicK; two-component system, OmpR family, sensor h... F : e+ 2.21e-3
"E4.1.1.19A, adi; arginine decarboxylase [EC:4.1.1... h o 3.64e-3
"ygeU, xdhC; xanthine dehydrogenase iron-sulfur-bi... f | 1@ 4.82e-3
"E2.1.1.45, thyA; thymidylate synthase [EC:2.1.1.45]" EEE— 8 I e 6.03e-3
thrC; threonine synthase [EC:4.2.3.1] [HE—mm——_ p—0—— I 6.08e-3

phnC; phosphonate transport system ATP-binding pro... :lq 0.010

secD; preprotein translocase subunit SecD E | -0 0.012

ccmA; heme exporter protein A [EC:3.6.3.41] F L 0.013

rhiB; ATP-dependent RNA helicase RhiB [EC:3.6.4.13] | HOH | 0.013

"mtnN, mtn, pfs; S-adenosylhomocysteine/5'-methylt... == | —e—i 0.019

mcrB; methyl-coenzyme M reductase beta subunit [EC... F ™ 0.020

metC; cystathionine beta-lyase [EC:4.4.1.8] L —0— : 0.024

rfbH; CDP-6-deoxy-D-xylo-4-hexulose-3-dehydrase E | —e— 0.025

kdgK; 2-dehydro-3-deoxygluconokinase [EC:2.7.1.45] |- 00—, 0.026

6DCS; 6'-deoxychalcone synthase [EC:2.3.1.170] Jf @ 0.026

tyrA2; prephenate dehydrogenase [EC:1.3.1.12] L, —o—! 0.027

"glnL, ntrB; two-component system, NtrC family, ni... tof 0.028

purD; phosphoribosylamine--glycine ligase [EC:6.3.... M- —_ ) 0.029

secE; preprotein translocase subunit SecE E, |—o—(: 0.030

"gmhB; D-glycero-D-manno-heptose 1,7-bisphosphate ... |j e 0.031

rpiB; ribose 5-phosphate isomerase B [EC:5.3.1.6] [—l_, ——0—— 0.031

IptB; lipopolysaccharide export system ATP-binding... [E—_— | b————e—— 0.031

"TFIIB, GTF2B, SUA7, tfb; transcription initiation... j ol 0.032

"spo0A; two-component system, response regulator, ... E :I—0—< 0.036

"E2.3.1.8, pta; phosphate acetyltransferase [EC:2.... N —o0—— | 0.037

"virB10, IvhB10; type IV secretion system protein ... | FO{ 0.038

"hemE, UROD; uroporphyrinogen decarboxylase [EC:4.... [ —e— 0.042

"ENDOG; endonuclease G, mitochondrial" | A 0.042

"E3.5.2.7, hutl; imidazolonepropionase [EC:3.5.2.7]" [l —o— 0.045

"E1.1.1.125, kduD; 2-deoxy-D-gluconate 3-dehydroge... [ |—O-J| 0.045

potC; spermidine/putrescine transport system perme... g [|—0—| 0.046

"PTS-Ula-EIIC, ulaA, sgaT; PTS system, ascorbate-s... ' @ 0.046

tdh; threonine 3-dehydrogenase [EC:1.1.1.103] E| —0— 0.049

"E3.1.3.18, gph; phosphoglycolate phosphatase [EC:... [EE— —e— 0.050
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Figure S1. Relative abundance of sequences of functional genes (35) that were affected by

LPS dosing based on KEEG database (black: control; grey: LPS).

p-value (corrected)
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yri leotide nucleoti (EC2.7.... —o— ! 8.18e-5
“Ni,Fe-hydrogenase Iil large subunit* } 'e 1.10e-4
Septation ring formation regulator EzrA | lp 1.10e-4
tRNA pseudouridine 55 synthase (EC 4.2.1.70) | . 1.10e-4
YefM protein (antitoxin to YoeB) j ol 4.07e-3
"Tagatose 1,6-diphosphate aldolase (EC 4.1.2.40)" | d 4.07e-3
Staphylococcal respiratory response protein SrA | d 4.07e3
Long-chain fatty acid transport protein j [ 4.07e-3
"Putative deoxyribose-specific ABC transporter, pe... J | 6.65e-3
Autolysis response regulater LytR | ) 8.06e-3
"UDP-N-acetylmuramoylalanyl-D-glutamate--L,L-2,6-d... j ol 8.08e-3
Cobalt-zinc-cadmium resistance protein [E—=-— ! —e— 8.54e-3
“"Multiple sugar ABC transporter, membrane-spanning... il ; —— 8.77e-3
tRNA (guanine46-N7-)-methyltransferase (EC 2.1.1.33) Ly —o—i 0.010
ATP-dependent RNA helicase RhiB &y o4 | 0.010
5-keto-2-deoxy-D-gluconate-6 phosphate aldolase (E... e 0.010
“Alpha-D-GlcNAC alpha-1,2-L-thamnosyltransferase (... |y o1l 0.011
imi cyc (EC43.1.4) W e 0.012
Pectin degradation protein KdgF :m 0.013
rubredoxin-oxygen oxidoreductase [=h 0.013
"C0G2110, Macro domain, possibly ADP-ribose bindin... S | —e— 0.014
Putative deoxyribonuclease YcfH [ | —e—i 0.014
Internalin-like protein (LPXTG motif) Lmo0409 homolog | o 0.014
"D-glycero-D-manno-heptose 1,7-bisphosphate phosph... j >o+: 0.014
Propionate catabolism operon regulatory protein PrpR [N 0.015
Delta-1-pyrroline-5-c: (EC ... - | —e—i 0.015
Thioredoxin —_, —— | 0.015
Retron-type reverse transcriptase [EE—-_— ' —e— 0.015
*dTDP-glucose 4,6-dehy, (EC 4.2.1.46)" —_———ri t 0.015
SSU ribosomal protein 520p | —— 0.016
“Superfamily Il DNA/RNA helicases, SNF2 family" E——"pm8" | —— 0.017
Phosphonate ABC transporter ATP-binding protein (T... } o 0.017
DNA topoi: Il (EC 5.99.1.2) | o~ 0.019
ATP/GTP-binding site motif A | o 0.020
UDP-glucose 4 (EC5.13.2) —0— ; 0.020
Thioredoxin reductase (EC 1.8.1.9) [Eum——"" | —e—— 0.020
RNA polymerase sporulation specific sigma factor SigH B I8 0.021
4'-phosphopantetheinyl transferase (EC 2.7.8.-) ol 0.022
Membrane alanine aminopeptidase N (EC 3.4.11.2) [ '—e— 0.022
“Maltoporin (maltose/maltodextrin high-affinity re... | |-o-|[ 0.022
Phage Holliday junction resolvase | o 0.022 %
"Alpha-arabinosides ABC transport system, permease... | i 0022 §
Septum site-determining protein MinD L, —o—i 1 0025 5
Glycyl-tRNA (EC6.1.1.14) —0— ! 0025 3
Flavodoxin —— : ——e—— oo 3
Tyrosyl-tRNA synthetase (EC 6.1.1.1) [—m—8_ 00—, 0.028 &
Phosphate starvation-inducible protein PhoH My —o— 0.028
Putative Nudix hydrolase YfcD (EC 3.6.-.-) I—e— 0.029
Transcriptional activator RfaH o 0.029
Phage tail assembly | of 0.029
Threonine synthase (EC 4.2.3.1) [E———__ ——0— : 0.030
Predicted glucose transporter in beta-glucoside ut... |} gl 0.030
“Glycosyl transferase, group 1 family protein” o~ 0.030
Formate-tetrahydrofolate ligase (EC 6.3.4.3) [—mm I—e—i 0.031
"Maltose operon transcriptional repressor MalR, La... B ] 0.032
Imidazolonepropionase (EC 3.5.2.7) l |—O—1[ 0.032
Ferredoxin-type protein NapG (periplasmic nitrate ... jo 0.033
tRNA(Cytosine32)-2-thiocytidine synthetase [ —e—i 0.033
Stage V sporulation protein required for dehydrata... | of 0.034
M 1 (GDP) (EC ... p—m —e— 0.035
Tryptophanase (EC 4.1.99.1) [l ;)—0—4 0.035
Iron-sulfur cluster-binding protein il —— 0.035
" onate , decar ing... My —o— 0.035
Isocitrate lyase (EC 4.1.3.1) | ol 0.036
Cell division initiation protein DivIVA | e 0.036
COG1720: Uncharacterized conserved protein [l ol 0.037
Biotin carboxylase of acetyl-CoA carboxylase (EC 6... iy »—o—c; 0.037
Aspartyl-tRNA synthetase (EC 6.1.1.12) [——8_ —o—, 0.037
Alpha-amylase SusG (EC 3.2.1.1) iy —o— 0.040
Adenylate kinase (EC 2.7.4.3) —_ —o—il 0.040
delt: (EC5.3.3.2) m —e—i 0.041
Lipopolysaccharide biosynthesis protein WzxC [ l)—o—( 0.042
Glutamyl-tRNA (EC6.1.1.17) ——— 0.043
SSU ribosomal protein S2p (SAe) [— e 0.043

Electron transport complex protein RnfD [——_ —O— 0.043
Tyrosine-protein kinase EpsD (EC 2.7.10.2) [ —e—i 0.044
FIG006789: Stage V sporulation protein ro! 0.044
Transaldolase (EC 2.2.1.2) [ I—O—\[ 0.045

Deoxyribose-phosphate aldolase (EC 4.1.2.4) [— —0— 0.046
Uronate isomerase (EC 5.3.1.12) m— —o—i 0.046

Soluble lytic murein transglycosylase precursor (E... } rod 0.047

4-keto-6-deoxy-N-Acetyl-D-hexosaminyl-(Lipid carri... [ o 0.047
Molybdenum transport system permease protein ModB ... i—o—« 0.047
NADH-ubiquinone oxidoreductase chain D (EC 1.6.5.3) I e 0.049
Polysaccharide biosynthesis protein CpsM(V) I o 0.049
2-dehydro-3-deoxygluconate kinase (EC 2.7.1.45) m—_ —o— 0.050
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Figure S2. Relative abundance of sequences of functional genes (86) that were affected by
LPS dosing based on SEED database (black: control; grey: LPS






