
HP Designation Description 
Molecular 
Weight CMR Cellular Role 

HP0601 FlaA 53 kDa Cellular processes: chemotaxis & motility 
HP1177 Omp27;  HopQ 69 kDa outer membrane protein 
HP0912 AlpA; Omp20; HopC 56 kDa Porin and adhesin 
HP0486 HofC 59 kDa outer membrane protein 
HP0115 FlaB 58 kDa Cellular processes: chemotaxis & motility 

HP0010 Chaperone and heat shock protein; groEL 58 kDa 
Protein fate: protein folding & 
stabilization 

HP0570 Aminopeptidase a/I; pepA; leucyl aminopeptidase 54 kDa 
Protein fate: degradation of proteins, 
peptides, and glycopeptides 

HP1325 Fumarase; fumarate hydratase; fumC 51 kDa Energy metabolism: TCA cycle 
HP0829 inosine-5'-monophosphate dehydrogenase; guaB 51 kDa Purine ribonucleotide biosynthesis 
HP0913 AlpB; Omp21; HopB 57 kDa Porin 

HP1134 ATP synthase F1, subunit alpha; atpA 55 kDa 
Energy metabolism: ATP-proton motive 
force interconversion 

HP1019 Serine protease; htrA 48 kDa 
Protein fate: degradation of proteins, 
peptides, and glycopeptides 

HP0605 OMP of the hefABC efflux system; HefA 54 kDa none listed 
HP0138 Iron-sulfer cluster binding protein 54 kDa electron transport 
HP0086 Malate:quinone oxidoreductase 51 kDa none listed 
HP1588 Hypothetical protein 28 kDa none listed 

HP0247 
ATP-dependent RNA helicase; DEAD-box family; 
deaD 56 kDa Protein synthesis: translation factors 

HP1205 Translation elongation factor EF-Tu; tufB 43 kDa Protein synthesis: translation factors 
HP0522 Cag pathogenicity island protein; cag3 55 kDa Cellular processes: pathogenesis 
HP0977 Peptidyl-prolyl cis-trans isomerase D; ppiD 56 kDa none listed 

HP1350 Carboxyl-terminal protease 51 kDa 
Protein fate: degradation of proteins, 
peptides, and glycopeptides 

HP1489 Lipase-like protein 57 kDa outer membrane efflux pump 

HP1152 Signal recognition particle protein; ffh 49 kDa 
Protein fate: Protein and peptide secretion 
and trafficking 

HP0978 Cell division protein; ftsA  54 kDa Cellular processes: Cell division 

HP0116 DNA topoisomerase I; topA 83 kDa 
DNA metabolism: DNA replication, 
recombination, and repair 

HP0278 
Guanosine pentaphosphate phosphohydrolase; 
gppA 54 kDa None listed 

HP0011 Heat shock protein co-chaperone; groES 13 kDa 
Protein fate: protein folding and 
stabilization 

HP0026 Citrate synthase (type II) 48 kDa Energy metabolism: TCA cycle 

HP0191 
Fumarate reductase, succinate dehydrogenase iron 
Sulfur protein; frdB 28 kDa Energy metabolism: anaerobic  

HP0653 Nonheme iron-containing ferritin; pfr 19 kDa Transport and binding proteins: other 

HP1132 ATP synthase F1, subunit beta; atpD 51 kDa 
Energy metabolism: ATP-proton motive 
force interconversion 

HP0103 Methyl-accepting chemotaxis protein; tlpB 63 kDa Cellular processes: motility 

HP1541 Transcription-repair coupling factor; trcF 113 kDa 
DNA metabolism: DNA replication, 
recombination, and repair 

 

Table S1. H. pylori proteins identified via mass spectrometry listed according to percent abundance. DAF-binding proteins of 
interest were filtered according to percentage of total spectra, correlation of molecular weight with predicted molecular weight of 
DAF-binding proteins, and cellular role, which was determined via the Comprehensive Microbial Resource database. Proteins in 
red are of particular interest due to their potential to bind DAF, and these proteins will be the focus of subsequent analyses.  


