Table S3. List of S. Typhi genes identified following negative selection of mutant pool in human macrophages.

Salmonella Salmonella

Salmonella Typhi Salmonella Typhimurium Salmonella Typhi log2

Typhi Name Typhimurium Name Sanger Product Functional class output/input P-value
STY0015 STMO0015 putative phage protein Phage and insertion sequence elements -2.54 0.00001
STYO0016 STMO0016 conserved hypothetical protein Unknown -3.13 0.00000
STY0021 STM0020 conserved hypothetical protein Unknown -3.57 0.00001
STY0031 befF STMO0026 befF fimbrial subunit Cell envelope -2.12 0.00004
STY0039 STMO0032 possible sulfatase Small molecule metabolism -4.00 0.00035
STYO0040 STMO0033 putative secreted 5'-nucleotidase Unknown -2.13 0.00005
STY0041 STM0034 putative exported protein Cell envelope -5.75 0.00001
STY0134 leuO STMO0115 leuO probable activator protein in leuABCD operon Amino acid biosynthesis/degradation -2.69 0.00001
STY0207 staA, yadN putative fimbrial protein Cell envelope -3.06 0.00002
STY0231 htrA STMO0209 htrA protease DO precursor; heat shock protein HtrA Protein biosynthesis/degradation -3.69 0.00000
STY0329 STM0298 IS element transposase (pseudogene) Phage and insertion sequence elements -2.04 0.00015
STY0372 sthB STMO0339 sthB fimbrial chaperone protein Cell envelope -3.69 0.00000
STY0419 proC STMO0386 proC pyrroline-5-carboxylate reductase Amino acid biosynthesis/degradation -3.57 0.00009
STYO0477 STMO0437 conserved hypothetical protein Unknown -2.29 0.00001
STY0520 acrA STMO0476 acrA acriflavin resistance protein A precursor Cell envelope -4.13 0.00014
STY0569 ybbw STMO0522 ybbVv putative allantoin permease (pseudogene) Transport and binding proteins -2.60 0.00011
STY0605 STMO0557 putative membrane protein Cell envelope -4.55 0.00032
STY0651 ybdO STMO0606 ybdO putative lysR-family transcriptional regulator Regulatory functions -2.91 0.00041
STY0804 gpmA STMO0772 gpmA phosphoglycerate mutase 1 Energy metabolism -4.71 0.00023
STY0878 ybiS STMO0837 ybiS putative exported protein Cell envelope -4.52 0.00004
STY0917 ulaA STMO0884 ulaA possible transport protein Transport and binding proteins -2.42 0.00008
STY0968 pflA STMO0970 pflA pyruvate formate-lyase 1 activating enzyme Energy metabolism -4.12 0.00005
STY0973 pflB STM0973 pflB formate acetyltransferase 1 Energy metabolism -6.02 0.00015
STY0974 focA STMO0974 focA probable formate transporter (formate channel) Transport and binding proteins -6.17 0.00002
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possible AraC-family transcriptional regulator
pathogenicity 1 island effector protein

probable acyl carrier protein

pathogenicity island 1 effector protein

secretory protein (associated with virulence)
conserved hypothetical protein

probable amino acid transport protein

hypothetical protein

biopolymer transport ExbD protein

biopolymer transport ExbB protein

possible membrane transport protein

conserved hypothetical protein

possible transcriptional regulator

conserved hypothetical protein

conserved hypothetical protein

GTP-binding protein

tRNA (guanosine-2'-O)-methyltransferase
lipopolysaccharide core biosynthesis protein
lipopolysaccharide 1,3-galactosyltransferase
lipopolysaccharide 1,2-N-acetylglucosaminetransferase

O-antigen ligase

putative lipoprotein

Unknown

Small molecule metabolism

Cell envelope

DNA/RNA replication, degradation, modification
Pathogenesis

Transport and binding proteins
Protein biosynthesis/degradation
Unknown

Pathogenesis

Pathogenesis

Pathogenesis

Pathogenesis

Pathogenesis

Unknown

Transport and binding proteins
Unknown

Transport and binding proteins
Transport and binding proteins
Transport and binding proteins
Unknown

Regulatory functions

Unknown

Unknown

Regulatory functions

Protein biosynthesis/degradation
Cell envelope

Cell envelope

Cell envelope

Cell envelope

Cell envelope

-2.76
-2.11
-3.20
-2.73
-2.32
-2.57
-2.42
-2.89
-3.90
-3.42
-5.00
-2.01
-2.05
-3.08
-2.06
-2.43
-6.04
-3.53
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