1 S1Fig

Protein localization

Server adress Function
SOSUIGramN http://harrier.nagahama-i- subcellular localization of proteins in Gram-negative bacteria [r ]
bio.ac.jp/sosui/sosuigramn/sosuigramn_submit.html

pSORTb https://psort.org/ subcellular localization of proteins in Gram-negative bacteria 2 ]

SignalP http://www.cbs.dtu.dk/services/SignalP/ predicts signal peptides and the location of their cleavage sites in proteins from [3 1]
Archaea, Gram-positive Bacteria, Gram-negative Bacteria and Eukarya

SecretomeP http://www.cbs.dtu.dk/services/SecretomeP/ predicts non-classical i.e. not signal peptide triggered protein secretion [4 ]

Phobius https://www.ebi.ac.uk/Tools/pfa/phobius/ preediction of transmembrane topology and signal peptides [5 ]

LipoP http://www.cbs.dtu.dk/services/LipoP/ predictions of lipoproteins; discriminates between lipoprotein signal peptides, [6 ]
other signal peptides and N-terminal membrane helices in Gram-negative bacteria

Immunogenicity, MHC presentation and B cell epitopes

Server adress Function
VaxiJen http://www.ddg-pharmfac.net/ prediction of protective antigens and subunit vaccines [7]
vaxijen/VaxiJen/VaxiJen.html
Vaxign http://www.violinet.org/vaxign/index.php#dvq vaccine target prediction and analysis system based on the principle of reverse [8]
http://www.violinet.org/vaxign/index.php#dva vaccinology
PRED"*%* http://cve.dfci.harvard.edu/balbe/ prediction of peptides binding to all five MHC molecules in BALB/c mice (class I | [9]
http://antigen.i2r.a-star.edu.sg/predBalbc/ H2-K‘, H2-LY, H2-D" and class 11 I-A“ and I-E%)
PRED(TAP) http://antigen.i2r.a-star.edu.sg/predTAP prediction of protein binding to the human transporter associated with antigen [10]
(TAP) processing
MHCPred http://www.ddg-pharmfac.net/mhcpred/MHCPred/ prediction of MHCI and MHCII epitopes (human and mouse) [11]
NetMHCpan http://www.cbs.dtu.dk/services/NetMHCpan/ prediction of MHCI-presented epitopes [12,13]
IEBD-Ann http://tools.immuneepitope.org /main/html/tcell_tools.html | prediction of MHCI-and MHCII-binding epitopes [14]
SYFPEITHI http://www.syfpeithi.de/ prediction of MHCI-binding epitopes [15]
ANTIGENpro http://scratch.proteomics.ics.uci.edu prediction of B cell antigens [16]
APBpred http://crdd.osdd.net/raghava/abcepred/ prediction of linear B cell epitopes [17]
Epitome http://www.rostlab.org/services/epitome prediction of B cell epitopes [18]
2 IEDB https://www.iedb.org prediction of B and T cell epitopes, immunogenicity and antigen processing [19]

3 A selection of bioinformatic software tools for the prediction of cellular protein location, immunogenicity, MHC processing and B cell
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