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Figure S1: Domain architecture of the target protein showing tandem Big_5 repeats at the N‑terminus and a papain‑like cysteine protease domain spanning the C‑terminal region. Annotations derive from Pfam/InterPro signatures (Big_5; papain-like peptidase C1) and CATH/Gene3D mappings to cysteine proteases.
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Figure S2: Subcellular localization predicted by CELLO v2.5 for putative protein Burkholderia pseudomallei CM000113 indicates predominant periplasmic assignment with high reliability, followed by a cytoplasmic signal. Ensemble SVM features (amino acid, N‑peptide, partitioned sequence, physico‑chemical, and neighboring sequence composition) consistently support periplasmic/cytoplasmic localization.
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Figure S3:  Predicted Secondary Structure using I-TASSER.
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	Values range from 0 (buried residue) to 9 (highly exposed residue)


Figure S4: Predicted Solvent Accessibility using I-TASSER.

Figure S5: Predicted normalized B-factor using I-TASSER[image: ].
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	Sec.Str
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	CCCCSSSSSSCCCCCCCCCCCSSSSCCCCCCCSSCCCCCCCCCSSSSSCCCCCCCCCCSSSSCCCCHHHCCCCCCCCCCSSSSCCCCCCCCCCCCCCCCCCHHHHHHHHHHHHHHHHHHHHHCCCCCHHHHHHHHHHCCCCCHHHHHHHCCSSCCCCCCCCCCCCCCCCCHHHHHHHHHHHHHHHHHHHHHHHHHHHHCCCCCCCCCCCCCCCCCCCCCCCCCCCCSSSCCCCCCCSSSSSSSCCSSSSSSCCSSSSCCHHHHHHCCCCCCCCCCSSSSSSSSC
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	1
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	0.99
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	2
	8pz3A
	0.98
	0.99
	0.99
	2.61
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	0.99
	0.99
	0.99
	4.12
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	8
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	0.15
	0.17
	0.82
	0.95
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	10
	5k16A
	0.11
	0.22
	0.84
	2.32
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Figure S6: Top 10 threading templates used by I-TASSER.
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Figure S7: Top 5 final models predicted by I-TASSER.
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Figure S8: Multiple Sequence Analysis (MSA) between putative protein and reported virulence factors of B. pseudomallei K96243 
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Figure S9: Predicted secondary structures of human proteins interacted with virulence factors of B. pseudomallei K96243. (A) DOB, (B) DQB1, (C) DPB1, (D) DRB3, (E) X5D2U9, (F) BTBD9, (G) FRIH, (H) DQB2, (I) PP4R1, (J) FHL17, (K) 2B1F, (L) FRIL, (M) IL16, (N) DRB5, (O) DRB4, (P) SARAF
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Figure S10: Tertiary structures of human proteins interacted with virulence factors of B. pseudomallei K96243. (A) DOB, (B) DQB1, (C) DPB1, (D) DRB3, (E) X5D2U9, (F) BTBD9, (G) FRIH, (H) DQB2, (I) PP4R1, (J) FHL17, (K) 2B1F, (L) FRIL, (M) IL16, (N) DRB5, (O) DRB4, (P) SARAF
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C. 
>2B1F_HUMAN
MVCLKLPGGSCMTALTVTLMVLSSPLALSGDTRPRFLWQPKRECHFFNGTERVRFLDRYFYNQEESVRFDSDVGEFRAVTELGRPDAEYWNSQKDILEQARAAVDTYCRHNYGVVESFTVQRRVQPKVTVYPSKTQPLQHHNLLVCSVSGFYPGSIEVRWFLNGQEEKAGMVSTGLIQNGDWTFQTLVMLETVPRSGEVYTCQVEHPSVTSPLTVEWRARSESAQSKMLSGVGGFVLGLLFLGAGLFIY
FRNQKGHSGLQPTGFLS
Figure S11: Structural visualization of the active site in human protein 2B1F. 
(A) Ribbon representation of the 3D structure of protein 2B1F, highlighting the overall fold from the N- to the C-terminus. The inset shows a zoomed-in view of the active site residues (orange sticks), illustrating their spatial arrangement and proximity to the ligand (dark orange). Key catalytic residues are labelled. (B) Surface representation of protein 2B1F showing the molecular surface topology. The active site cavity is highlighted, with surrounding residues rendered in stick format and coloured according to residue type. The inset provides a magnified view of the substrate-binding pocket. (C) Primary amino acid sequence of protein 2B1F, with [image: ]predicted active site residues highlighted in yellow. 
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C.                                                                                                                                                                                                                  
>BTBD9_HUMAN
MSNSHPLRPFTAVGEIDHVHILSEHIGALLIGEEYGDVTFVVEKKRFPAHRVILAARCQYFRALLYGGMRESQPEAEIPLQDTTAEAFTMLLKYIYTGRATLTDEKEEVLLDFLSLAHKYGFPELEDSTSEYLCTILNIQNVCMTFDVASLYSLPKLTCMCCMFMDRNAQEVLSSEGFLSLSKTALLNIVLRDSFAAPEKDIFLALLNWCKHNSKENHAEIMQAVRLPLMSLTELLNVVRPSGLLSPDAILDAIKVRSESRDMDLNYRGMLIPEENIATMKYGAQVVKGELKSALLDGDTQNYDLDHGFSRHPIDDDCRSGIEIKLGQPSIINHIRILLWDRDSRSYSYFIEVSMDELDWVRVIDHSQYLCRSWQKLYFPARVCRYIRIVGTHNTVNKIFHIVAFECMFTNKTFTLEKGLIVPMENVATIADCASVIEGVSRSRNALLNGDTKNYDWDSGYTCHQLGSGAIVVQLAQPYMIGSIRLLLWDCDDRSYSYYVEVSTNQQQWTMVADRTKVSCKSWQSVTFERQPASFIRIVGTHNTANEVFHCVHFECPEQQSSQKEENSEESGTGDTSLAGQQLDSHALRAPSGSSLPSSPGSNSRSPNRQHQ
Figure S12: Structural visualization of the active site in human protein BTBD9. 
(A) Ribbon representation of the 3D structure of protein BTBD9, highlighting the overall fold from the N- to the C-terminus. The inset shows a zoomed-in view of the active site residues (orange sticks), illustrating their spatial arrangement and proximity to the ligand (dark orange). Key catalytic residues are labelled. (B) Surface representation of protein BTBD9 showing the molecular surface topology. The active site cavity is highlighted, with surrounding residues rendered in stick format and coloured according to residue type. The inset provides a magnified view of the substrate-binding pocket. (C) Primary amino acid sequence of protein BTBD9, with predicted active site residues highlighted in yellow.  
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>DPB1_HUMAN
MMVLQVSAAPRTVALTALLMVLLTSVVQGRATPENYLFQGRQECYAFNGTQRFLERYIYNREEFARFDSDVGEFRAVTELGRPAAEYWNSQKDILEEKRAVPDRMCRHNYELGGPMTLQRRVQPRVNVSPSKKGPLQHHNLLVCHVTDFYPGSIQVRWFLNGQEETAGVVSTNLIRNGDWTFQILVMLEMTPQQGDVYTCQVEHTSLDSPVTVEWKAQSDSARSKTLTGAGGFVLGLIICGVGIFMHRRSKKVQRGSA
Figure S13: Structural visualization of the active site in human protein DPB1. 
(A) Ribbon representation of the 3D structure of protein DPB1, highlighting the overall fold from the N- to the C-terminus. The inset shows a zoomed-in view of the active site residues (orange sticks), illustrating their spatial arrangement and proximity to the ligand (dark orange). Key catalytic residues are labelled. (B) Surface representation of protein DPB1 showing the molecular surface topology. The active site cavity is highlighted, with surrounding residues rendered in stick format and coloured according to residue type. The inset provides a magnified view of the substrate-binding pocket. (C) Primary amino acid sequence of protein DPB1, with predicted active site residues highlighted in yellow.  
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>DOB_HUMAN
MGSGWVPWVVALLVNLTRLDSSMTQGTDSPEDFVIQAKADCYFTNGTEKVQFVVRFIFNLEEYVRFDSDVGMFVALTKLGQPDAEQWNSRLDLLERSRQAVDGVCRHNYRLGAPFTVGRKVQPEVTVYPERTPLLHQHNLLHCSVTGFYPGDIKIKWFLNGQEERAGVMSTGPIRNGDWTFQTVVMLEMTPELGHVYTCLVDHSSLLSPVSVEWRAQSEYSWRKMLSGIAAFLLGLIFLLVGIVIQLRAQKGYVRTQMSGNEVSRAVLLPQSC
Figure S14: Structural visualization of the active site in human protein DOB. 
(A) Ribbon representation of the 3D structure of protein DOB, highlighting the overall fold from the N- to the C-terminus. The inset shows a zoomed-in view of the active site residues (orange sticks), illustrating their spatial arrangement and proximity to the ligand (dark orange). Key catalytic residues are labelled. (B) Surface representation of protein DOB showing the molecular surface topology. The active site cavity is highlighted, with surrounding residues rendered in stick format and coloured according to residue type. The inset provides a magnified view of the substrate-binding pocket. (C) Primary amino acid sequence of protein DOB, with predicted active site residues highlighted in yellow.  


>DQB1_HUMAN
MSWKKALRIPGGLRAATVTLMLAMLSTPVAEGRDSPEDFVYQFKAMCYFTNGTERVRYVTRYIYNREEYARFDSDVEVYRAVTPLGPPDAEYWNSQKEVLERTRAELDTVCRHNYQLELRTTLQRRVEPTVTISPSRTEALNHHNLLVCSVTDFYPAQIKVRWFRNDQEETTGVVSTPLIRNGDWTFQILVMLEMTPQHGDVYTCHVEHPSLQNPITVEWRAQSESAQSKMLSGIGGFVLGLIFLGLGLIIHHRSQKGLLH
Figure S15: Structural visualization of the active site in human protein DQB1. 
(A) Ribbon representation of the 3D structure of protein DQB1, highlighting the overall fold from the N- to the C-terminus. The inset shows a zoomed-in view of the active site residues (orange sticks), illustrating their spatial arrangement and proximity to the ligand (dark orange). Key catalytic residues are labelled. (B) Surface representation of protein DQB1 showing the molecular surface topology. The active site cavity is highlighted, with surrounding residues rendered in stick format and coloured according to residue type. The inset provides a magnified view of the substrate-binding pocket. (C) Primary amino acid sequence of protein DQB1, with 
predicted active site residues highlighted in yellow.

>DQB2_HUMAN
MSWKMALQIPGGFWAAAVTVMLVMLSTPVAEARDFPKDFLVQFKGMCYFTNGTERVRGVARYIYNREEYGRFDSDVGEFQAVTELGRSIEDWNNYKDFLEQERAAVDKVCRHNYEAELRTTLQRQVEPTVTISPSRTEALNHHNLLVCSVTDFYPAQIKVRWFRNDQEETAGVVSTSLIRNGDWTFQILVMLEITPQRGDIYTCQVEHPSLQSPITVEWRAQSESAQSKMLSGIGGFVLGLIFLGLGLIIRHRGQKGPRGPPPAGLLH

Figure S16: Structural visualization of the active site in human protein DQB2. 
(A) Ribbon representation of the 3D structure of protein DQB2, highlighting the overall fold from the N- to the C-terminus. The inset shows a zoomed-in view of the active site residues (orange sticks), illustrating their spatial arrangement and proximity to the ligand (dark orange). Key catalytic residues are labelled. (B) Surface representation of protein DQB2 showing the molecular surface topology. The active site cavity is highlighted, with surrounding residues rendered in stick format and coloured according to residue type. The inset provides a magnified view of the substrate-binding pocket. (C) Primary amino acid sequence of protein DQB2, with 
predicted active site residues highlighted in yellow.

>DRB3_HUMAN
MVCLKLPGGSSLAALTVTLMVLSSRLAFAGDTRPRFLELRKSECHFFNGTERVRYLDRYFHNQEEFLRFDSDVGEYRAVTELGRPVAESWNSQKDLLEQKRGRVDNYCRHNYGVGESFTVQRRVHPQVTVYPAKTQPLQHHNLLVCSVSGFYPGSIEVRWFRNGQEEKAGVVSTGLIQNGDWTFQTLVMLETVPRSGEVYTCQVEHPSVTSALTVEWRARSESAQSKMLSGVGGFVLGLLFLGAGLFIYFRNQKGHSGLQPTGFLS
Figure S17: Structural visualization of the active site in human protein DRB3. 
(A) Ribbon representation of the 3D structure of protein DRB3, highlighting the overall fold from the N- to the C-terminus. The inset shows a zoomed-in view of the active site residues (orange sticks), illustrating their spatial arrangement and proximity to the ligand (dark orange). Key catalytic residues are labelled. (B) Surface representation of protein DRB3 showing the molecular surface topology. The active site cavity is highlighted, with surrounding residues rendered in stick format and coloured according to residue type. The inset provides a magnified view of the substrate-binding pocket. (C) Primary amino acid sequence of protein DRB3, with 
predicted active site residues highlighted in yellow.





  
>DRB4_HUMAN
MVCLKLPGGSCMAALTVTLTVLSSPLALAGDTQPRFLEQAKCECHFLNGTERVWNLIRYIYNQEEYARYNSDLGEYQAVTELGRPDAEYWNSQKDLLERRRAEVDTYCRYNYGVVESFTVQRRVQPKVTVYPSKTQPLQHHNLLVCSVNGFYPGSIEVRWFRNGQEEKAGVVSTGLIQNGDWTFQTLVMLETVPRSGEVYTCQVEHPSMMSPLTVQWSARSESAQSKMLSGVGGFVLGLLFLGTGLFIYFRNQKGHSGLQPTGLLS
Figure S18: Structural visualization of the active site in human protein DRB4. 
(A) Ribbon representation of the 3D structure of protein DRB4, highlighting the overall fold from the N- to the C-terminus. The inset shows a zoomed-in view of the active site residues (orange sticks), illustrating their spatial arrangement and proximity to the ligand (dark orange). Key catalytic residues are labelled. (B) Surface representation of protein DRB4 showing the molecular surface topology. The active site cavity is highlighted, with surrounding residues rendered in stick format and coloured according to residue type. The inset provides a magnified view of the substrate-binding pocket. (C) Primary amino acid sequence of protein DRB4, with 
predicted active site residues highlighted in yellow.





   
>DRB5_HUMAN
MVCLKLPGGSYMAKLTVTLMVLSSPLALAGDTRPRFLQQDKYECHFFNGTERVRFLHRDIYNQEEDLRFDSDVGEYRAVTELGRPDAEYWNSQKDFLEDRRAAVDTYCRHNYGVGESFTVQRRVEPKVTVYPARTQTLQHHNLLVCSVNGFYPGSIEVRWFRNSQEEKAGVVSTGLIQNGDWTFQTLVMLETVPRSGEVYTCQVEHPSVTSPLTVEWRAQSESAQSKMLSGVGGFVLGLLFLGAGLFIYFKNQKGHSGLHPTGLVS
Figure S19: Structural visualization of the active site in human protein DRB5. 
(A) Ribbon representation of the 3D structure of protein DRB5, highlighting the overall fold from the N- to the C-terminus. The inset shows a zoomed-in view of the active site residues (orange sticks), illustrating their spatial arrangement and proximity to the ligand (dark orange). Key catalytic residues are labelled. (B) Surface representation of protein DRB5 showing the molecular surface topology. The active site cavity is highlighted, with surrounding residues rendered in stick format and coloured according to residue type. The inset provides a magnified view of the substrate-binding pocket. (C) Primary amino acid sequence of protein DRB5, with 
predicted active site residues highlighted in yellow.
C.
>FHL17_HUMAN
MATAQPSQVRQKYDTNCDAAINSHITLELYTSYLYLSMAFYFNRDDVALENFFRYFLRLSDDKMEHAQKLMRLQNLRGGHICLHDIRKPECQGWESGLVAMESAFHLEKNVNQSLLDLYQLAVEKGDPQLCHFLESHYLHEQVKTIKELGGYVSNLRKICSPEAGLAEYLFDKLTLGGRVKET
Figure S20: Structural visualization of the active site in human protein FHL17. 
(A) Ribbon representation of the 3D structure of protein FHL17, highlighting the overall fold from the N- to the C-terminus. The inset shows a zoomed-in view of the active site residues (orange sticks), illustrating their spatial arrangement and proximity to the ligand (dark orange). Key catalytic residues are labelled. (B) Surface representation of protein FHL17 showing the molecular surface topology. The active site cavity is highlighted, with surrounding residues rendered in stick format and coloured according to residue type. The inset provides a magnified view of the substrate-binding pocket. (C) Primary amino acid sequence of protein FHL17, with 
predicted active site residues highlighted in yellow.




C.
>FRIH_HUMAN
MTTASTSQVRQNYHQDSEAAINRQINLELYASYVYLSMSYYFDRDDVALKNFAKYFLHQSHEEREHAEKLMKLQNQRGGRIFLQDIKKPDCDDWESGLNAMECALHLEKNVNQSLLELHKLATDKNDPHLCDFIETHYLNEQVKAIKELGDHVTNLRKMGAPESGLAEYLFDKHTLGDSDNES
Figure S21: Structural visualization of the active site in human protein FRIH. 
(A) Ribbon representation of the 3D structure of protein FRIH, highlighting the overall fold from the N- to the C-terminus. The inset shows a zoomed-in view of the active site residues (orange sticks), illustrating their spatial arrangement and proximity to the ligand (dark orange). Key catalytic residues are labelled. (B) Surface representation of protein FRIH showing the molecular surface topology. The active site cavity is highlighted, with surrounding residues rendered in stick format and coloured according to residue type. The inset provides a magnified view of the substrate-binding pocket. (C) Primary amino acid sequence of protein FRIH, with 
predicted active site residues highlighted in yellow.




C.
>FRIL_HUMAN
MSSQIRQNYSTDVEAAVNSLVNLYLQASYTYLSLGFYFDRDDVALEGVSHFFRELAEEKREGYERLLKMQNQRGGRALFQDIKKPAEDEWGKTPDAMKAAMALEKKLNQALLDLHALGSARTDPHLCDFLETHFLDEEVKLIKKMGDHLTNLHRLGGPEAGLGEYLFERLTLKHD
Figure S22: Structural visualization of the active site in human protein FRIL. 
(A) Ribbon representation of the 3D structure of protein FRIL, highlighting the overall fold from the N- to the C-terminus. The inset shows a zoomed-in view of the active site residues (orange sticks), illustrating their spatial arrangement and proximity to the ligand (dark orange). Key catalytic residues are labelled. (B) Surface representation of protein FRIL showing the molecular surface topology. The active site cavity is highlighted, with surrounding residues rendered in stick format and coloured according to residue type. The inset provides a magnified view of the substrate-binding pocket. (C) Primary amino acid sequence of protein FRIL, with 
predicted active site residues highlighted in yellow.





 
C.
>IL16_HUMAN
MESHSRAGKSRKSAKFRSISRSLMLCNAKTSDDGSSPDEKYPDPFEISLAQGKEGIFHSSVQLADTSEAGPSSVPDLALASEAAQLQAAGNDRGKTCRRIFFMKESSTASSREKPGKLEAQSSNFLFPKACHQRARSNSTSVNPYCTREIDFPMTKKSAAPTDRQPYSLCSNRKSLSQQLDCPAGKAAGTSRPTRSLSTAQLVQPSGGLQASVISNIVLMKGQAKGLGFSIVGGKDSIYGPIGIYVKTIFAGGAAAADGRLQEGDEILELNGESMAGLTHQDALQKFKQAKKGLLTLTVRTRLTAPPSLCSHLSPPLCRSLSSSTCITKDSSSFALESPSAPISTAKPNYRIMVEVSLQKEAGVGLGIGLCSVPYFQCISGIFVHTLSPGSVAHLDGRLRCGDEIVEISDSPVHCLTLNEVYTILSHCDPGPVPIIVSRHPDPQVSEQQLKEAVAQAVENTKFGKERHQWSLEGVKRLESSWHGRPTLEKEREKNSAPPHRRAQKVMIRSSSDSSYMSGSPGGSPGSGSAEKPSSDVDISTHSPSLPLAREPVVLSIASSRLPQESPPLPESRDSHPPLRLKKSFEILVRKPMSSKPKPPPRKYFKSDSDPQKSLEERENSSCSSGHTPPTCGQEARELLPLLLPQEDTAGRSPSASAGCPGPGIGPQTKSSTEGEPGWRRASPVTQTSPIKHPLLKRQARMDYSFDTTAEDPWVRISDCIKNLFSPIMSENHGHMPLQPNASLNEEEGTQGHPDGTPPKLDTANGTPKVYKSADSSTVKKGPPVAPKPAWFRQSLKGLRNRASDPRGLPDPALSTQPAPASREHLGSHIRASSSSSSIRQRISSFETFGSSQLPDKGAQRLSLQPSSGEAAKPLGKHEEGRFSGLLGRGAAPTLVPQQPEQVLSSGSPAASEARDPGVSESPPPGRQPNQKTLPPGPDPLLRLLSTQAEESQGPVLKMPSQRARSFPLTRSQSCETKLLDEKTSKLYSISSQVSSAVMKSLLCLPSSISCAQTPCIPKEGASPTSSSNEDSAANGSAETSALDTGFSLNLSELREYTEGLTEAKEDDDGDHSSLQSGQSVISLLSSEELKKLIEEVKVLDEATLKQLDGIHVTILHKEEGAGLGFSLAGGADLENKVITVHRVFPNGLASQEGTIQKGNEVLSINGKSLKGTTHHDALAILRQAREPRQAVIVTRKLTPEAMPDLNSSTDSAASASAASDVSVESTAEATVCTVTLEKMSAGLGFSLEGGKGSLHGDKPLTINRIFKGAASEQSETVQPGDEILQLGGTAMQGLTRFEAWNIIKALPDGPVTIVIRRKSLQSKETTAAGDS
Figure S23: Structural visualization of the active site in human protein IL16. 
(A) Ribbon representation of the 3D structure of protein IL16, highlighting the overall fold from the N- to the C-terminus. The inset shows a zoomed-in view of the active site residues (orange sticks), illustrating their spatial arrangement and proximity to the ligand (dark orange). Key catalytic residues are labelled. (B) Surface representation of protein IL16 showing the molecular surface topology. The active site cavity is highlighted, with surrounding residues rendered in stick format and coloured according to residue type. The inset provides a magnified view of the substrate-binding pocket. (C) Primary amino acid sequence of protein IL16, with 
predicted active site residues highlighted in yellow.
C.
>PP4R1_HUMAN
MADLSLLQEDLQEDADGFGVDDYSSESDVIIIPSALDFVSQDEMLTPLGRLDKYAASENIFNRQMVARSLLDTLREVCDDERDCIAVLERISRLADDSEPTVRAELMEQVPHIALFCQENRPSIPYAFSKFLLPIVVRYLADQNNQVRKTSQAALLALLEQELIERFDVETKVCPVLIELTAPDSNDDVKTEAVAIMCKMAPMVGKDITERLILPRFCEMCCDCRMFHVRKVCAANFGDICSVVGQQATEEMLLPRFFQLCSDNVWGVRKACAECFMAVSCATCQEIRRTKLSALFINLISDPSRWVRQAAFQSLGPFISTFANPSSSGQYFKEESKSSEEMSVENKNRTRDQEAPEDVQVRPEDTPSDLSVSNSSVILENTMEDHAAEASGKPLGEISVPLDSSLLCTLSSESHQEAASNENDKKPGNYKSMLRPEVGTTSQDSALLDQELYNSFHFWRTPLPEIDLDIELEQNSGGKPSPEGPEEESEGPVPSSPNITMATRKELEEMIENLEPHIDDPDVKAQVEVLSAALRASSLDAHEETISIEKRSDLQDELDINELPNCKINQEDSVPLISDAVENMDSTLHYIHSDSDLSNNSSFSPDEERRTKVQDVVPQALLDQYLSMTDPSRAQTVDTEIAKHCAYSLPGVALTLGRQNWHCLRETYETLASDMQWKVRRTLAFSIHELAVILGDQLTAADLVPIFNGFLKDLDEVRIGVLKHLHDFLKLLHIDKRREYLYQLQEFLVTDNSRNWRFRAELAEQLILLLELYSPRDVYDYLRPIALNLCADKVSSVRWISYKLVSEMVKKLHAATPPTFGVDLINELVENFGRCPKWSGRQAFVFVCQTVIEDDCLPMDQFAVHLMPHLLTLANDRVPNVRVLLAKTLRQTLLEKDYFLASASCHQEAVEQTIMALQMDRDSDVKYFASIHPASTKISEDAMSTASSTY
Figure S24: Structural visualization of the active site in human protein PP4R1. 
(A) Ribbon representation of the 3D structure of protein PP4R1, highlighting the overall fold from the N- to the C-terminus. The inset shows a zoomed-in view of the active site residues (orange sticks), illustrating their spatial arrangement and proximity to the ligand (dark orange). Key catalytic residues are labelled. (B) Surface representation of protein PP4R1 showing the molecular surface topology. The active site cavity is highlighted, with surrounding residues rendered in stick format and coloured according to residue type. The inset provides a magnified view of the substrate-binding pocket. (C) Primary amino acid sequence of protein PP4R1, with 
predicted active site residues highlighted in yellow.




C.
>SARAF_HUMAN
MAAACGPGAAGYCLLLGLHLFLLTAGPALGWNDPDRMLLRDVKALTLHYDRYTTSRRLDPIPQLKCVGGTAGCDSYTPKVIQCQNKGWDGYDVQWECKTDLDIAYKFGKTVVSCEGYESSEDQYVLRGSCGLEYNLDYTELGLQKLKESGKQHGFASFSDYYYKWSSADSCNMSGLITIVVLLGIAFVVYKLFLSDGQYSPPPYSEYPPFSHRYQRFTNSAGPPPPGFKSEFTGPQNTGHGATSGFGSAFTGQQGYENSGPGFWTGLGTGGILGYLFGSNRAATPFSDSWYYPSYPPSYPGTWNRAYSPLHGGSGSYSVCSNSDTKTRTASGYGGTRRR
Figure S25: Structural visualization of the active site in human protein SARAF. 
(A) Ribbon representation of the 3D structure of protein SARAF, highlighting the overall fold from the N- to the C-terminus. The inset shows a zoomed-in view of the active site residues (orange sticks), illustrating their spatial arrangement and proximity to the ligand (dark orange). Key catalytic residues are labelled. (B) Surface representation of protein SARAF showing the molecular surface topology. The active site cavity is highlighted, with surrounding residues rendered in stick format and coloured according to residue type. The inset provides a magnified view of the substrate-binding pocket. (C) Primary amino acid sequence of protein SARAF, with predicted active site residues highlighted in yellow.


[image: ]C.
>X5D2U9_HUMAN
MVCLKLPGGSCMAALTVTLTVLSSPLALAGDTQPRFLEQAKCECHFLNGTERVWNLIRYIYNQEEYARYNSDLGEYQAVTELGRPDAEYWNSQKDLLERRRAEVDTYCRYNYGVVESFTVQRRVQPKVTVYPSKTQPLQHHNLLVCSVNGFYPGSIEVRWFRNGQEEKAGVVSTGLIQNGDWTFQTLVMLETVPRSGEVYTCQVEHPSMMSPLTVQWSARSESAQSKMLSGVGGFVLGLLFLGTGLFIYFRNQKGHSGLQPTGLLS
Figure S26: Structural visualization of the active site in human protein X5D2U9. (A) Ribbon representation of the 3D structure of protein X5D2U9, highlighting the overall fold from the N- to the C-terminus. The inset shows a zoomed-in view of the active site residues (orange sticks), illustrating their spatial arrangement and proximity to the ligand (dark orange). Key catalytic residues are labelled. (B) Surface representation of protein X5D2U9 showing the molecular surface topology. The active site cavity is highlighted, with surrounding residues rendered in stick format and coloured according to residue type. The inset provides a magnified view of the substrate-binding pocket. (C) Primary amino acid sequence of protein X5D2U9, with predicted active site residues highlighted in yellow.

Figure S27: Graphical representation of (A) cluster size, (B) RMSD from the overall lowest-energy, (C) Van der Waals energy, (D) Electrostatic energy, (E) Desolvation energy, (F) Restraints violation energy, and (G) Buried surface area. 
Table S1: Local BLASTp of putative proteins against the VFBD full sequence database.
	Sequence Name
	Description
	Length
	#Hits
	e-Value
	sim mean

	IFOILCOA_01247
	WP_004541333)_1(wcbI) capsular polysaccharide biosynthesis protein [Capsule I (VF0436) - Immune modulation (VFC0258)]
	311
	3
	0
	100

	IFOILCOA_02611
	WP_004188396)_1(pilP) type IV pilus biogenesis protein PilP [Type IV pili (VF0431) - Adherence (VFC0001)]
	174
	1
	5.65E-60
	100

	IFOILCOA_04007
	WP_004557747)_1(BPS_RS26360) type III secretion protein HrpB7 [TTS1 (VF0702) - Effector delivery system (VFC0086)]
	175
	1
	1.16E-51
	100

	IFOILCOA_05320
	WP_004533180)_1(bopC) Type III secretion system effector BopC [Bsa T3SS (VF0428) - Effector delivery system (VFC0086)]
	509
	3
	0
	99.87

	IFOILCOA_05323
	WP_162473488)_1(BMA_RS19535) Ig-like domain-containing protein [T6SS-1 (VF0429) - Effector delivery system (VFC0086)]
	284
	1
	6.08E-172
	99.65

	IFOILCOA_06028
	WP_004551933)_1(BPS_RS27605) type III secretion protein HrpB7 [TTS2 (VF0703) - Effector delivery system (VFC0086)]
	175
	1
	6.53E-56
	99.43

	IFOILCOA_02560
	WP_004198142)_1(bprQ) T3SS regulator BprQ [Bsa T3SS (VF0428) - Effector delivery system (VFC0086)]
	146
	3
	5.09E-96
	99.31

	IFOILCOA_05646
	WP_004528898)_1(BPS_RS27540) type III secretion protein [TTS2 (VF0703) - Effector delivery system (VFC0086)]
	289
	1
	1.22E-114
	99.31

	IFOILCOA_01249
	WP_004546402)_1(wcbG) capsular polysaccharide biosynthesis protein [Capsule I (VF0436) - Immune modulation (VFC0258)]
	313
	4
	0
	99.03

	IFOILCOA_05314
	WP_004203128)_1(bprD) Type III secretion system secreted protein BprD [Bsa T3SS (VF0428) - Effector delivery system (VFC0086)]
	147
	4
	8.92E-106
	98.64

	IFOILCOA_05806
	WP_028359003)_1(bipC) Type III secretion system translocator protein BipC [Bsa T3SS (VF0428) - Effector delivery system (VFC0086)]
	419
	5
	0
	97.71

	IFOILCOA_03994
	WP_025998973)_1(BPS_RS32165) hypothetical protein [TTS1 (VF0702) - Effector delivery system (VFC0086)]
	306
	1
	3.35E-159
	97.08

	IFOILCOA_05798
	WP_011326156)_1(bsaU) Type III secretion system protein BsaU [Bsa T3SS (VF0428) - Effector delivery system (VFC0086)]
	170
	6
	2.22E-73
	97

	IFOILCOA_05783
	WP_004525314)_1(bsaT) Type III secretion system protein BsaT [Bsa T3SS (VF0428) - Effector delivery system (VFC0086)]
	154
	3
	9.17E-74
	96.97

	IFOILCOA_02557
	WP_004528829)_1(orgB) Type III secretion system protein [Bsa T3SS (VF0428) - Effector delivery system (VFC0086)]
	264
	5
	2.26E-112
	95.05

	IFOILCOA_02850
	WP_012492309)_1(QU43_RS38235) hypothetical protein [T6SS (VF0698) - Effector delivery system (VFC0086)]
	223
	1
	4.22E-97
	94.3

	IFOILCOA_03796
	WP_004534277)_1(flgA) flagellar basal body P-ring biosynthesis protein FlgA [Flagella (VF0430) - Motility (VFC0204)]
	509
	10
	0
	93.29

	IFOILCOA_02724
	WP_004196781)_1(fliO) flagellar protein FliO [Flagella (VF0430) - Motility (VFC0204)]
	221
	10
	3.66E-123
	91.07

	IFOILCOA_02608
	WP_004530613)_1(pilS) major pilin subunit [Type IV pili (VF0431) - Adherence (VFC0001)]
	184
	5
	1.83E-110
	90.68

	IFOILCOA_03812
	WP_041278180)_1(fliK) flagellar hook-length control protein FliK [Flagella (VF0430) - Motility (VFC0204)]
	277
	10
	6.52E-59
	90.59

	IFOILCOA_03793
	WP_004525900)_1(flgD) flagellar basal-body rod modification protein FlgD [Flagella (VF0430) - Motility (VFC0204)]
	280
	10
	7.42E-136
	88.15

	IFOILCOA_02725
	WP_004184995)_1(fliN) flagellar motor switch protein FliN [Flagella (VF0430) - Motility (VFC0204)]
	165
	10
	5.51E-101
	85.98

	IFOILCOA_00813
	WP_006483806)_1(QU43_RS65910) M36 family metallopeptidase [ZmpB (VF0709) - Exoenzyme (VFC0251)]
	567
	1
	0
	85.59

	IFOILCOA_01246
	WP_004194206)_1(wcbJ) capsular polysaccharide biosynthesis protein [Capsule I (VF0436) - Immune modulation (VFC0258)]
	280
	3
	5.82E-177
	84.97

	IFOILCOA_01233
	WP_004194345)_1(BPSL2786) acetyltransferase [Capsule I (VF0436) - Immune modulation (VFC0258)]
	230
	5
	8.03E-142
	84.65

	IFOILCOA_02862
	WP_006488977)_1(QU43_RS38295) M15 family metallopeptidase [T6SS (VF0698) - Effector delivery system (VFC0086)]
	175
	4
	6.37E-106
	83.03

	IFOILCOA_03798
	WP_004523043)_1(flgN) flagella synthesis protein FlgN [Flagella (VF0430) - Motility (VFC0204)]
	161
	10
	1.21E-103
	82.92

	IFOILCOA_03797
	WP_004200257)_1(flgM) negative regulator of flagellin synthesis [Flagella (VF0430) - Motility (VFC0204)]
	114
	9
	2.50E-35
	82.66

	IFOILCOA_05681
	WP_002210474)_1(vgrG) type VI secretion system tip protein VgrG [T6SS-A (VF1036) - Effector delivery system (VFC0086)]
	66
	1
	1.78E-06
	80.77

	IFOILCOA_04303
	WP_004184744)_1(tssE-5) Type VI secretion system protein TssE [T6SS-1 (VF0429) - Effector delivery system (VFC0086)]
	153
	10
	8.37E-100
	80.63

	IFOILCOA_04314
	WP_004184888)_1(tssL-5) Type VI secretion system protein TssL [T6SS-1 (VF0429) - Effector delivery system (VFC0086)]
	221
	8
	1.30E-86
	80.23

	IFOILCOA_01257
	WP_011205226)_1(wcbA) capsule polysaccharide export protein [Capsule I (VF0436) - Immune modulation (VFC0258)]
	540
	10
	0
	79.59

	IFOILCOA_02559
	WP_004188818)_1(bprP) regulatory protein [Bsa T3SS (VF0428) - Effector delivery system (VFC0086)]
	323
	5
	8.30E-158
	79.28

	IFOILCOA_01725
	WP_004196816)_1(BPS_RS00050) general secretion pathway protein GspC [Gsp (VF0705) - Effector delivery system (VFC0086)]
	136
	2
	6.41E-72
	79.07

	IFOILCOA_01732
	WP_004524542)_1(BPS_RS00085) type II secretion system protein M [Gsp (VF0705) - Effector delivery system (VFC0086)]
	168
	2
	8.45E-85
	78.8

	IFOILCOA_02606
	WP_004528880)_1(pilV) type IV pilus biogenesis protein PilV [Type IV pili (VF0431) - Adherence (VFC0001)]
	560
	10
	0
	78.47

	IFOILCOA_02727
	WP_009935822)_1(fliL) flagellar basal body protein FliL [Flagella (VF0430) - Motility (VFC0204)]
	165
	10
	2.06E-94
	77.96

	IFOILCOA_01237
	WP_004554042)_1(wcbQ) capsular polysaccharide biosynthesis transmembrane protein [Capsule I (VF0436) - Immune modulation (VFC0258)]
	510
	10
	0
	77.68

	IFOILCOA_01733
	WP_004525775)_1(BPS_RS00090) type II secretion system protein N [Gsp (VF0705) - Effector delivery system (VFC0086)]
	263
	2
	0
	77.68

	IFOILCOA_05799
	WP_004530590)_1(bsaV) Type III secretion system protein BsaV [Bsa T3SS (VF0428) - Effector delivery system (VFC0086)]
	323
	10
	0
	77.61

	IFOILCOA_01445
	NP_250944)_1(pvcA) paerucumarin biosynthesis protein PvcA [Pyoverdine (VF0094) - Nutritional/Metabolic factor (VFC0272)]
	352
	1
	2.90E-132
	77.55

	IFOILCOA_05932
	WP_004197162)_1(fliJ) flagellar protein FliJ [Flagella (VF0430) - Motility (VFC0204)]
	150
	10
	1.45E-85
	76.74

	IFOILCOA_02771
	WP_011996559)_1(CBUD_RS02005) Coxiella Dot/Icm type IVB secretion system translocated effector  [T4SS secreted effectors (VF0696) - Effector delivery system (VFC0086)]
	148
	3
	5.34E-44
	76.55

	IFOILCOA_02612
	WP_004187526)_1(pilO) type IV pilus inner membrane platform protein PilO [Type IV pili (VF0431) - Adherence (VFC0001)]
	432
	4
	0
	75.98

	IFOILCOA_03784
	WP_004200262)_1(flgL) flagellar hook-associated protein 3 FlgL [Flagella (VF0430) - Motility (VFC0204)]
	410
	10
	0
	74.95

	IFOILCOA_04003
	WP_004551826)_1(sctJ) type III secretion inner membrane ring lipoprotein SctJ [TTS1 (VF0702) - Effector delivery system (VFC0086)]
	274
	10
	5.39E-169
	74.87

	IFOILCOA_05311
	WP_004528810)_1(bopA) putative Type III secretion system effector BopA [Bsa T3SS secreted effectors (VF0710) - Effector delivery system (VFC0086)]
	512
	10
	0
	74.47

	IFOILCOA_05773
	WP_004525308)_1(bsaK) Type III secretion system protein BsaK [Bsa T3SS (VF0428) - Effector delivery system (VFC0086)]
	100
	10
	8.15E-67
	74.42

	IFOILCOA_01254
	WP_004196469)_1(wcbD) capsule polysaccharide export ABC transporter transmembrane protein [Capsule I (VF0436) - Immune modulation (VFC0258)]
	515
	10
	0
	74.27

	IFOILCOA_03146
	WP_004526211)_1(pilA) type IV fimbrial pilin protein [Type IV pili (VF0431) - Adherence (VFC0001)]
	207
	10
	4.49E-102
	72.41

	IFOILCOA_03785
	WP_004203463)_1(flgK) flagellar hook-associated protein 1 FlgK [Flagella (VF0430) - Motility (VFC0204)]
	667
	10
	0
	72.24

	IFOILCOA_03292
	NP_820549)_1(CBU_1566) Coxiella Dot/Icm type IVB secretion system translocated effector  [T4SS secreted effectors (VF0696) - Effector delivery system (VFC0086)]
	242
	1
	5.94E-86
	71.9

	IFOILCOA_02607
	WP_004188293)_1(pilM) type IV pilus inner membrane platform protein PilM [Type IV pili (VF0431) - Adherence (VFC0001)]
	159
	2
	9.85E-77
	71.81

	IFOILCOA_03990
	WP_011004151)_1(RS_RS21210) CesT family type III secretion system chaperone [T3SS (VF1295) - Effector delivery system (VFC0086)]
	151
	2
	1.47E-58
	71.62

	IFOILCOA_05650
	WP_011004151)_1(RS_RS21210) CesT family type III secretion system chaperone [T3SS (VF1295) - Effector delivery system (VFC0086)]
	151
	2
	1.11E-54
	71.15

	IFOILCOA_04312
	WP_004533362)_1(tssJ-5) Type VI secretion system protein TssJ [T6SS-1 (VF0429) - Effector delivery system (VFC0086)]
	265
	7
	1.87E-152
	70.42

	IFOILCOA_06092
	WP_004536546)_1(pilL) type IV pilus biosynthesis protein PilL [Type IV pili (VF0431) - Adherence (VFC0001)]
	178
	3
	5.17E-78
	67.42

	IFOILCOA_01729
	WP_004524539)_1(BPS_RS00070) prepilin-type N-terminal cleavage/methylation domain-containing protein [Gsp (VF0705) - Effector delivery system (VFC0086)]
	242
	3
	2.36E-138
	66.87

	IFOILCOA_00843
	NP_252909)_1(PA4219) hypothetical protein [Pyochelin (VF0095) - Nutritional/Metabolic factor (VFC0272)]
	504
	1
	4.40E-68
	66.85

	IFOILCOA_01789
	WP_011912930)_1(fimV) a polar peptidoglycan-binding protein involved in type IV pilus assembly [Type IV pili (VF0082) - Adherence (VFC0001)]
	887
	1
	4.90E-04
	65.91

	IFOILCOA_06087
	WP_006488656)_1(fhuF) siderophore-iron reductase FhuF [Ornibactin (VF0701) - Nutritional/Metabolic factor (VFC0272)]
	268
	1
	9.36E-87
	65.79

	IFOILCOA_01728
	WP_004524538)_1(gspI) type II secretion system minor pseudopilin GspI [Gsp (VF0705) - Effector delivery system (VFC0086)]
	134
	5
	5.66E-68
	65.3

	IFOILCOA_02556
	WP_004533227)_1(orgA) Type III secretion system protein [Bsa T3SS (VF0428) - Effector delivery system (VFC0086)]
	195
	10
	1.13E-123
	65.3

	IFOILCOA_05939
	WP_010930343)_1(fliT) flagellar protein FliT [Flagella (VF0685) - Motility (VFC0204)]
	108
	2
	1.98E-07
	65.28

	IFOILCOA_05312
	WP_004187648)_1(bicP) chaperone [Bsa T3SS (VF0428) - Effector delivery system (VFC0086)]
	151
	10
	6.07E-109
	64.03

	IFOILCOA_03511
	WP_011815407)_1(YE_RS01740) hemin uptake protein HemP [Direct heme uptake system (VF1031) - Nutritional/Metabolic factor (VFC0272)]
	87
	1
	5.74E-06
	63.89

	IFOILCOA_01654
	WP_012541088)_1(KPK_RS08020) acyltransferase [Capsule (VF0560) - Immune modulation (VFC0258)]
	392
	1
	2.99E-23
	63.33

	IFOILCOA_01100
	WP_000136889)_1(hlyIII) hemolysin III family protein [Hemolysin III (VF0655) - Exotoxin (VFC0235)]
	206
	10
	8.32E-55
	63.18

	IFOILCOA_00704
	WP_012074246)_1(phzF2) phenazine biosynthesis protein PhzF [Pyocyanin (VF0100) - Nutritional/Metabolic factor (VFC0272)]
	299
	4
	3.56E-13
	62.5

	IFOILCOA_04165
	WP_005752194)_1(PM_RS08640) ComEA family DNA-binding protein [ComE1 (VF1230) - Adherence (VFC0001)]
	105
	1
	5.93E-05
	62.5

	IFOILCOA_06019
	NP_249821)_1(rhlC) rhamnosyltransferase 2 [Rhamnolipid (VF0089) - Immune modulation (VFC0258)]
	331
	3
	2.70E-73
	60.68

	IFOILCOA_05030
	WP_006071298.1)_1(vceA) Type IV secretion system effector VceA [T4SS secreted effectors (VF0695) - Effector delivery system (VFC0086)]
	147
	4
	2.30E-10
	60.66

	IFOILCOA_01731
	WP_004533517)_1(gspL) type II secretion system protein GspL [Gsp (VF0705) - Effector delivery system (VFC0086)]
	439
	7
	0
	58.67

	IFOILCOA_03053
	WP_015304673)_1(rmlB) NAD-dependent epimerase/dehydratase family protein [GPL locus (VF0841) - Immune modulation (VFC0258)]
	213
	1
	3.50E-05
	58.57

	IFOILCOA_01730
	WP_004551121)_1(gspK) type II secretion system minor pseudopilin GspK [Gsp (VF0705) - Effector delivery system (VFC0086)]
	416
	5
	0
	58.17

	IFOILCOA_03270
	WP_011608445)_1(lgtF) beta-1,4-glucosyltransferase [LOS (VF0044) - Immune modulation (VFC0258)]
	254
	10
	5.81E-47
	57.99

	IFOILCOA_03916
	ABB77405)_1(ABB77405) VirK-like protein [T3SS (VF1283) - Effector delivery system (VFC0086)]
	144
	1
	1.10E-16
	57.66

	IFOILCOA_01727
	WP_004535320)_1(BPS_RS00060) GspH/FimT family pseudopilin [Gsp (VF0705) - Effector delivery system (VFC0086)]
	196
	10
	1.11E-121
	57.46

	IFOILCOA_00838
	WP_003115080)_1(pchG) pyochelin biosynthetic protein PchG [Pyochelin (VF0095) - Nutritional/Metabolic factor (VFC0272)]
	351
	10
	9.42E-113
	57.18

	IFOILCOA_03247
	NP_251847)_1(PA3157) acetyltransferase [LPS (VF0085) - Immune modulation (VFC0258)]
	704
	10
	3.28E-13
	55.67

	IFOILCOA_03472
	WP_008256950)_1(mbtL) Acyl carrier protein (ACP) MbtL [Mycobactin (VF0299) - Nutritional/Metabolic factor (VFC0272)]
	73
	1
	4.04E-04
	55.38

	IFOILCOA_00649
	WP_011860976)_1(CD0873) ABC transporter substrate-binding protein [CD0873 (VF0593) - Adherence (VFC0001)]
	323
	2
	1.53E-57
	54.68

	IFOILCOA_00334
	VFG048735_1(tle1) type VI secretion system effector  [T6SS (VF0569) - Effector delivery system (VFC0086)]
	647
	5
	2.42E-29
	54.21

	IFOILCOA_03736
	NP_820749)_1(coxH3) Coxiella Dot/Icm type IVB secretion system translocated effector  [T4SS secreted effectors (VF0696) - Effector delivery system (VFC0086)]
	214
	2
	2.13E-34
	53.77

	IFOILCOA_01029
	WP_011726919)_1(ecf) RNA polymerase sigma24 factor [GPL locus (VF0841) - Immune modulation (VFC0258)]
	422
	5
	1.12E-39
	53.55

	IFOILCOA_04136
	WP_010945783)_1(LPG_RS00105) ribosome-associated protein [Dot/Icm T4SS secreted effectors (VF0798) - Effector delivery system (VFC0086)]
	199
	1
	1.18E-22
	53.5

	IFOILCOA_03381
	WP_158300522)_1(CBUD_RS12405) ankyrin repeat domain-containing protein [T4SS secreted effectors (VF0696) - Effector delivery system (VFC0086)]
	242
	10
	4.36E-12
	52.61

	IFOILCOA_00953
	WP_010947885)_1(legS2) Dot/Icm type IV secretion system effector LegS2, targeting mitochondria [Dot/Icm T4SS secreted effectors (VF0798) - Effector delivery system (VFC0086)]
	473
	1
	1.88E-60
	52.06

	IFOILCOA_04012
	WP_011103539)_1(hrpK1) type III secretion system helper protein HrpK1 [Harpins, pilus-associated proteins and other candidate TTSS helpers (VF0910) - Effector delivery system (VFC0086)]
	602
	3
	3.01E-35
	51.54

	IFOILCOA_04233
	WP_007247213)_1(algZ) sigma factor AlgU [Alginate (VF0091) - Biofilm (VFC0271)]
	348
	8
	1.16E-19
	51.42

	IFOILCOA_04783
	WP_011560222)_1(drrC) ABC transporter permease [PDIM (VF0309) - Immune modulation (VFC0258)]
	246
	2
	3.45E-07
	51.4

	IFOILCOA_05690
	WP_002210468)_1(YPO_RS03590) DUF6277 family protein [T6SS-A (VF1036) - Effector delivery system (VFC0086)]
	119
	1
	3.65E-12
	51.35

	IFOILCOA_00769
	WP_011608206)_1(hemY) heme biosynthesis protein HemY [Heme biosynthesis (VF0758) - Nutritional/Metabolic factor (VFC0272)]
	396
	1
	5.51E-04
	51.25

	IFOILCOA_00830
	NP_250562)_1(lasA) LasA protease precursor [LasA (VF0088) - Effector delivery system (VFC0086)]
	414
	4
	1.11E-14
	51.14

	IFOILCOA_00462
	WP_005167732)_1(YE_RS15465) flippase [O-antigen (VF0392) - Immune modulation (VFC0258)]
	419
	1
	5.58E-04
	51.04

	IFOILCOA_02860
	WP_006483243)_1(tagF) type VI secretion system-associated protein TagF [T6SS (VF0698) - Effector delivery system (VFC0086)]
	329
	10
	0
	50.72

	IFOILCOA_04297
	WP_045606108)_1(tssA-5) Type VI secretion system protein TssA [T6SS-1 (VF0429) - Effector delivery system (VFC0086)]
	632
	10
	0
	50.72

	IFOILCOA_03628
	WP_010973758)_1(ATU_RS20300) type VI secretion system-associated FHA domain protein [Imp (VF1258) - Effector delivery system (VFC0086)]
	335
	1
	8.27E-06
	50.62

	IFOILCOA_00259
	WP_010954001.1)_1(tke2) T6SS Rhs-type effector Tke2 [Putida-T6SS secreted effectors (VF1354) - Effector delivery system (VFC0086)]
	89
	6
	1.06E-08
	50.5

	IFOILCOA_00957
	WP_010947885)_1(legS2) Dot/Icm type IV secretion system effector LegS2, targeting mitochondria [Dot/Icm T4SS secreted effectors (VF0798) - Effector delivery system (VFC0086)]
	507
	1
	5.55E-57
	49.88

	IFOILCOA_02430
	WP_002210478)_1(YPO_RS03520) type VI secretion system baseplate subunit TssE [T6SS-A (VF1036) - Effector delivery system (VFC0086)]
	143
	5
	2.09E-11
	49.49

	IFOILCOA_05367
	WP_005768324)_1(CBUD_RS05900) Coxiella Dot/Icm type IVB secretion system translocated effector  [T4SS secreted effectors (VF0696) - Effector delivery system (VFC0086)]
	213
	3
	3.44E-27
	49.4

	IFOILCOA_03517
	WP_013448551)_1(tonB) energy transducer TonB [Ton system (VF0895) - Nutritional/Metabolic factor (VFC0272)]
	246
	9
	2.27E-04
	49.07

	IFOILCOA_01198
	WP_012382713)_1(PD_RS08470) type IV pilin protein [Type IV pili (VF1240) - Adherence (VFC0001)]
	150
	8
	6.96E-08
	49.03

	IFOILCOA_03168
	WP_014838937)_1(A225_RS18980) glycosyltransferase [LPS (VF0561) - Immune modulation (VFC0258)]
	315
	2
	8.51E-06
	48.33

	IFOILCOA_00162
	WP_015292751)_1(mmpL10) RND transporter MmpL10 [GPL locus (VF0841) - Immune modulation (VFC0258)]
	184
	8
	7.24E-04
	48.19

	IFOILCOA_02932
	WP_015886555)_1(fha1) type VI secretion system forkhead-associated protein Fha1 [HSI-1 (VF0334) - Effector delivery system (VFC0086)]
	478
	10
	5.25E-27
	48.12

	IFOILCOA_02295
	WP_011816872)_1(YE_RS15470) glycosyltransferase [O-antigen (VF0392) - Immune modulation (VFC0258)]
	347
	3
	1.43E-11
	47.96

	IFOILCOA_02938
	WP_011979126)_1(tagF/pppB) Pseudomonas protein phosphatase PppB [HSI-1 (VF0334) - Effector delivery system (VFC0086)]
	306
	8
	9.54E-14
	47.93

	IFOILCOA_02307
	WP_011261015)_1(wbfB) YjbH domain-containing protein [Capsular polysaccharide (VF0624) - Immune modulation (VFC0258)]
	995
	1
	2.12E-113
	47.86

	IFOILCOA_04108
	WP_012724141)_1(chpE) probable chemotaxis protein [Type IV pili (VF0082) - Adherence (VFC0001)]
	224
	4
	1.07E-07
	47.42

	IFOILCOA_01220
	NP_251839)_1(wbpH) glycosyltransferase WbpH [LPS (VF0085) - Immune modulation (VFC0258)]
	314
	1
	1.82E-04
	47.41

	IFOILCOA_02871
	WP_012967593)_1(KVAR_RS26125) acyltransferase [Capsule (VF0560) - Immune modulation (VFC0258)]
	400
	1
	3.52E-05
	47.4

	IFOILCOA_01139
	WP_012075665)_1(pvdJ) pyoverdine biosynthesis protein PvdJ [Pyoverdine (VF0094) - Nutritional/Metabolic factor (VFC0272)]
	326
	1
	9.34E-07
	47.33

	IFOILCOA_03438
	WP_000924631)_1(M3Q_RS01460) MaoC family dehydratase [Capsule (VF0465) - Immune modulation (VFC0258)]
	160
	1
	2.14E-07
	47.12

	IFOILCOA_05772
	WP_014942869)_1(eccC4) type VII secretion protein EccCb [ESX-4 (T7SS) (VF0836) - Effector delivery system (VFC0086)]
	1600
	10
	3.57E-19
	47.09

	IFOILCOA_05654
	WP_011036426)_1(XCC_RS06405) HrpB1 family type III secretion system apparatus protein [T3SS (VF1301) - Effector delivery system (VFC0086)]
	162
	1
	4.49E-05
	46.22

	IFOILCOA_05686
	WP_002210471)_1(tssJ) type VI secretion system lipoprotein TssJ [T6SS-A (VF1036) - Effector delivery system (VFC0086)]
	193
	1
	3.57E-07
	46.22

	IFOILCOA_04163
	WP_005763248)_1(hopAJ2) lytic murein transglycosylase [P. syringae TTSS effectors (VF0911) - Effector delivery system (VFC0086)]
	431
	5
	6.55E-20
	45.79

	IFOILCOA_05338
	WP_011335123)_1(exlB) hemolysin activator protein [Exolysin (VF0582) - Effector delivery system (VFC0086)]
	559
	9
	1.14E-07
	43.96

	IFOILCOA_01601
	WP_001187640)_1(bap) biofilm-associated protein [Bap (VF0462) - Biofilm (VFC0271)]
	2911
	6
	4.15E-105
	43.51

	IFOILCOA_01223
	NP_251843)_1(wzx) O-antigen translocase [LPS (VF0085) - Immune modulation (VFC0258)]
	414
	1
	3.34E-04
	43.13

	IFOILCOA_00248
	WP_004899022)_1(dotU) type VI secretion system protein TssL, short form [T6SS-III (VF0784) - Effector delivery system (VFC0086)]
	229
	10
	9.81E-07
	43.12

	IFOILCOA_02216
	WP_003025503)_1(FTW_RS02910) hydrolase [Capsule (VF0543) - Immune modulation (VFC0258)]
	281
	3
	1.51E-05
	43.06

	IFOILCOA_00784
	WP_010948054)_1(sodC) superoxide dismutase (copper-zinc) [SodC (VF0170) - Stress survival (VFC0282)]
	179
	2
	7.02E-08
	43.02

	IFOILCOA_00262
	WP_004149659)_1(mrkD) fimbrial adhesin protein precursor MrkD [Type 3 fimbriae (VF0567) - Biofilm (VFC0271)]
	342
	10
	1.45E-06
	42.72

	IFOILCOA_00326
	WP_012272857.1)_1(tke5) putative T6SS effector [Putida-T6SS secreted effectors (VF1354) - Effector delivery system (VFC0086)]
	947
	3
	1.69E-08
	42.52

	IFOILCOA_04069
	WP_002869382)_1(CJJ81176_RS05515) glycosyltransferase [LOS (VF0326) - Immune modulation (VFC0258)]
	272
	2
	5.56E-08
	42.48

	IFOILCOA_00010
	WP_012368325)_1(pta) autotransporter Pta [Proteus toxic agglutinin (Pta) (VF1291) - Effector delivery system (VFC0086)]
	1129
	7
	9.15E-63
	42.39

	IFOILCOA_00902
	WP_004144163)_1(KPR_RS08980) hypothetical protein [Capsule (VF0560) - Immune modulation (VFC0258)]
	442
	1
	1.30E-11
	41.99

	IFOILCOA_00013
	NP_459288)_1(STM0290) hypothetical protein [SCI (Salmonella centrisome island) (VF0974) - Effector delivery system (VFC0086)]
	146
	1
	2.57E-04
	41.67

	IFOILCOA_04694
	WP_010883398)_1(CPN_RS03915) TenA family transcriptional regulator [TTSS (VF0344) - Effector delivery system (VFC0086)]
	246
	2
	3.79E-05
	41.26

	IFOILCOA_02811
	WP_003185829)_1(capA) CapA, required for Poly-gamma-glutamate transport [Capsule (VF0141) - Immune modulation (VFC0258)]
	467
	4
	1.17E-16
	40.72

	IFOILCOA_03502
	WP_003807115)_1(bplA) probable oxidoreductase [LPS (VF0033) - Immune modulation (VFC0258)]
	350
	3
	5.57E-07
	40.26

	IFOILCOA_00797
	WP_011062368)_1(pvdM) dipeptidase precursor [Pyoverdine (VF0094) - Nutritional/Metabolic factor (VFC0272)]
	323
	10
	9.34E-20
	40.16

	IFOILCOA_00770
	WP_041603898)_1(hemD) uroporphyrinogen-III synthase [Heme biosynthesis (VF0758) - Nutritional/Metabolic factor (VFC0272)]
	659
	2
	7.40E-06
	40

	IFOILCOA_05943
	WP_001358886)_1(stcE) metalloprotease  [StcE (VF0209) - Exoenzyme (VFC0251)]
	648
	1
	1.18E-15
	39.94

	IFOILCOA_00042
	WP_024261658)_1(EC042_RS24290) NERD domain-containing protein/DEAD/DEAH box helicase [SCI-I T6SS (VF1120) - Effector delivery system (VFC0086)]
	554
	2
	1.00E-06
	38.67

	IFOILCOA_03324
	VFG011073_1(btrS) RNA polymerase sigma factor [TTSS (VF0035) - Effector delivery system (VFC0086)]
	201
	2
	1.93E-05
	37.86





Table S2: Local BLASTp of putative proteins against the DrugBank target sequence database.
	Status
	SeqName
	Description
	Length
	#Hits
	e-Value
	sim mean

	
	
	
	
	
	
	

	[BLASTED]
	IFOILCOA_05323
	P54578Ubiquitin carboxyl-terminal hydrolase 14 (DB12695)
	284
	1
	4.67E-04
	49.25

	[NO-BLAST]
	IFOILCOA_01247
	---NA---
	311
	
	
	

	[NO-BLAST]
	IFOILCOA_02611
	---NA---
	174
	
	
	

	[NO-BLAST]
	IFOILCOA_04007
	---NA---
	175
	
	
	

	[NO-BLAST]
	IFOILCOA_05320
	---NA---
	509
	
	
	

	[NO-BLAST]
	IFOILCOA_06028
	---NA---
	175
	
	
	

	[NO-BLAST]
	IFOILCOA_02560
	---NA---
	146
	
	
	

	[NO-BLAST]
	IFOILCOA_05646
	---NA---
	289
	
	
	

	[NO-BLAST]
	IFOILCOA_01249
	---NA---
	313
	
	
	

	[NO-BLAST]
	IFOILCOA_05314
	---NA---
	147
	
	
	

	[NO-BLAST]
	IFOILCOA_05806
	---NA---
	419
	
	
	

	[NO-BLAST]
	IFOILCOA_03994
	---NA---
	306
	
	
	

	[NO-BLAST]
	IFOILCOA_05798
	---NA---
	170
	
	
	

	[NO-BLAST]
	IFOILCOA_05783
	---NA---
	154
	
	
	

	[NO-BLAST]
	IFOILCOA_02557
	---NA---
	264
	
	
	

	[NO-BLAST]
	IFOILCOA_02850
	---NA---
	223
	
	
	

	[NO-BLAST]
	IFOILCOA_03796
	---NA---
	509
	
	
	

	[NO-BLAST]
	IFOILCOA_02724
	---NA---
	221
	
	
	

	[NO-BLAST]
	IFOILCOA_02608
	---NA---
	184
	
	
	

	[NO-BLAST]
	IFOILCOA_03812
	---NA---
	277
	
	
	



Table S3: Reported interaction between virulence factors of Burkholderia pseudomallei K96243 and human proteins.
	Pathogen
	Protein	Type
	Interacting host protein

	BPSL3101
	Secreted Effector Type VI
	PSB7_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PEX6_HUMAN

	BPSL3101
	Secreted Effector Type VI
	KATL2_HUMAN

	BPSL3101
	Secreted Effector Type VI
	NKG2E_HUMAN

	BPSL3101
	Secreted Effector Type VI
	DYH9_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PSA4_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PRS4_HUMAN

	BPSL3101
	Secreted Effector Type VI
	NSF_HUMAN

	BPSL3101
	Secreted Effector Type VI
	DPYD_HUMAN

	BPSL3101
	Secreted Effector Type VI
	1433E_HUMAN

	BPSL3101
	Secreted Effector Type VI
	SPA5L_HUMAN

	BPSL3101
	Secreted Effector Type VI
	CLPB_HUMAN

	BPSL3101
	Secreted Effector Type VI
	DCTN2_HUMAN

	BPSL3101
	Secreted Effector Type VI
	DYH10_HUMAN

	BPSL3101
	Secreted Effector Type VI
	1433S_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PEX1_HUMAN

	BPSL3101
	Secreted Effector Type VI
	DYH11_HUMAN

	BPSL3101
	Secreted Effector Type VI
	MDN1_HUMAN

	BPSL3101
	Secreted Effector Type VI
	ETS2_HUMAN

	BPSL3101
	Secreted Effector Type VI
	DUT_HUMAN

	BPSL3101
	Secreted Effector Type VI
	ETS1_HUMAN

	BPSL3101
	Secreted Effector Type VI
	NKG2C_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PCH2_HUMAN

	BPSL3101
	Secreted Effector Type VI
	LONM_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PSB11_HUMAN

	BPSL3101
	Secreted Effector Type VI
	TSN13_HUMAN

	BPSL3101
	Secreted Effector Type VI
	YMEL1_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PRS6A_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PSB5_HUMAN

	BPSL3101
	Secreted Effector Type VI
	TERA_HUMAN

	BPSL3101
	Secreted Effector Type VI
	DYH2_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PSA1_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PSA3_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PRDM1_HUMAN

	BPSL3101
	Secreted Effector Type VI
	DYHC1_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PSA6_HUMAN

	BPSL3101
	Secreted Effector Type VI
	CDC73_HUMAN

	BPSL3101
	Secreted Effector Type VI
	DYHC2_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PSB9_HUMAN

	BPSL3101
	Secreted Effector Type VI
	ATAD1_HUMAN

	BPSL3101
	Secreted Effector Type VI
	TXD11_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PSB8_HUMAN

	BPSL3101
	Secreted Effector Type VI
	TSN31_HUMAN

	BPSL3101
	Secreted Effector Type VI
	KATL1_HUMAN

	BPSL3101
	Secreted Effector Type VI
	DYH17_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PSMA8_HUMAN

	BPSL3101
	Secreted Effector Type VI
	VPS4B_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PSB3_HUMAN

	BPSL3101
	Secreted Effector Type VI
	UBB_HUMAN

	BPSL3101
	Secreted Effector Type VI
	FIGN_HUMAN

	BPSL3101
	Secreted Effector Type VI
	SPAST_HUMAN

	BPSL3101
	Secreted Effector Type VI
	1433B_HUMAN

	BPSL3101
	Secreted Effector Type VI
	F5H6K3_HUMAN

	BPSL3101
	Secreted Effector Type VI
	CLPX_HUMAN

	BPSL3101
	Secreted Effector Type VI
	NVL_HUMAN

	BPSL3101
	Secreted Effector Type VI
	HGS_HUMAN

	BPSL3101
	Secreted Effector Type VI
	SMCE1_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PSB1_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PRS10_HUMAN

	BPSL3101
	Secreted Effector Type VI
	FIGL1_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PSB6_HUMAN

	BPSL3101
	Secreted Effector Type VI
	1433T_HUMAN

	BPSL3101
	Secreted Effector Type VI
	NKG2A_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PRS8_HUMAN

	BPSL3101
	Secreted Effector Type VI
	SPG7_HUMAN

	BPSL3101
	Secreted Effector Type VI
	VPS4A_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PSA5_HUMAN

	BPSL3101
	Secreted Effector Type VI
	AFG32_HUMAN

	BPSL3101
	Secreted Effector Type VI
	I3L4J1_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PSA2_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PSA7_HUMAN

	BPSL3101
	Secreted Effector Type VI
	KTNA1_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PSB10_HUMAN

	BPSL3101
	Secreted Effector Type VI
	1433Z_HUMAN

	BPSL3101
	Secreted Effector Type VI
	NKG2F_HUMAN

	BPSL3101
	Secreted Effector Type VI
	VWF_HUMAN

	BPSL3101
	Secreted Effector Type VI
	AFG2H_HUMAN

	BPSL3101
	Secreted Effector Type VI
	PRS6B_HUMAN

	BPSL3101
	Secreted Effector Type VI
	SRRM2_HUMAN

	BPSL3101
	Secreted Effector Type VI
	1433G_HUMAN

	BPSL3101
	Secreted Effector Type VI
	ATD2B_HUMAN
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	PSB4_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PSB11_HUMAN

	BPSS1502
	Secreted Effector Type VI
	DYH2_HUMAN

	BPSS1502
	Secreted Effector Type VI
	CLPX_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PSA7_HUMAN

	BPSS1502
	Secreted Effector Type VI
	ATAD1_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PRS6B_HUMAN

	BPSS1502
	Secreted Effector Type VI
	SPA5L_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PSA5_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PSB7_HUMAN

	BPSS1502
	Secreted Effector Type VI
	DYHC2_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PSMA8_HUMAN

	BPSS1502
	Secreted Effector Type VI
	SPAST_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PSB3_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PSB5_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PRS4_HUMAN

	BPSS1502
	Secreted Effector Type VI
	MDN1_HUMAN

	BPSS1502
	Secreted Effector Type VI
	NVL_HUMAN

	BPSS1502
	Secreted Effector Type VI
	KATL1_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PEX6_HUMAN

	BPSS1502
	Secreted Effector Type VI
	FIGL1_HUMAN

	BPSS1502
	Secreted Effector Type VI
	DYHC1_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PSB1_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PSB6_HUMAN

	BPSS1502
	Secreted Effector Type VI
	VPS4A_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PSA1_HUMAN

	BPSS1502
	Secreted Effector Type VI
	ATD2B_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PSB2_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PSB9_HUMAN

	BPSS1502
	Secreted Effector Type VI
	AFG2H_HUMAN

	BPSS1502
	Secreted Effector Type VI
	VWA8_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PSA4_HUMAN

	BPSS1502
	Secreted Effector Type VI
	LONM_HUMAN

	BPSS1502
	Secreted Effector Type VI
	KATL2_HUMAN

	BPSS1502
	Secreted Effector Type VI
	NSF_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PRS10_HUMAN

	BPSS1502
	Secreted Effector Type VI
	VPS4B_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PSA3_HUMAN

	BPSS1502
	Secreted Effector Type VI
	TERA_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PSA6_HUMAN

	BPSS1502
	Secreted Effector Type VI
	SPG7_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PSB10_HUMAN

	BPSS1502
	Secreted Effector Type VI
	FIGN_HUMAN

	BPSS1502
	Secreted Effector Type VI
	I3L4J1_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PRS7_HUMAN

	BPSS1502
	Secreted Effector Type VI
	KTNA1_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PRS6A_HUMAN

	BPSS1502
	Secreted Effector Type VI
	DYH11_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PEX1_HUMAN

	BPSS1502
	Secreted Effector Type VI
	PRS8_HUMAN

	BPSS1504
	Secreted Effector Type VI
	KCTD9_HUMAN

	BPSS1505
	Secreted Effector Type VI
	KCTD9_HUMAN

	BPSS2094
	Secreted Effector Type VI
	DYH9_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSB10_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSB3_HUMAN

	BPSS2094
	Secreted Effector Type VI
	ATAD1_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSB4_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSA2_HUMAN

	BPSS2094
	Secreted Effector Type VI
	KTNA1_HUMAN

	BPSS2094
	Secreted Effector Type VI
	ETS1_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSB9_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PRS10_HUMAN

	BPSS2094
	Secreted Effector Type VI
	NKG2C_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSB6_HUMAN

	BPSS2094
	Secreted Effector Type VI
	LONM_HUMAN

	BPSS2094
	Secreted Effector Type VI
	I3L4J1_HUMAN

	BPSS2094
	Secreted Effector Type VI
	DCTN2_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PCH2_HUMAN

	BPSS2094
	Secreted Effector Type VI
	KATL1_HUMAN

	BPSS2094
	Secreted Effector Type VI
	TSN31_HUMAN

	BPSS2094
	Secreted Effector Type VI
	KATL2_HUMAN

	BPSS2094
	Secreted Effector Type VI
	FIGL1_HUMAN

	BPSS2094
	Secreted Effector Type VI
	AFG2H_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PRS8_HUMAN

	BPSS2094
	Secreted Effector Type VI
	DYH10_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PEX6_HUMAN

	BPSS2094
	Secreted Effector Type VI
	ATAD2_HUMAN

	BPSS2094
	Secreted Effector Type VI
	DYH17_HUMAN

	BPSS2094
	Secreted Effector Type VI
	GUF1_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSA3_HUMAN

	BPSS2094
	Secreted Effector Type VI
	F5H6K3_HUMAN

	BPSS2094
	Secreted Effector Type VI
	NKG2F_HUMAN

	BPSS2094
	Secreted Effector Type VI
	TERA_HUMAN

	BPSS2094
	Secreted Effector Type VI
	CLPX_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSB1_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSMA8_HUMAN

	BPSS2094
	Secreted Effector Type VI
	ETS2_HUMAN

	BPSS2094
	Secreted Effector Type VI
	DYH11_HUMAN

	BPSS2094
	Secreted Effector Type VI
	VPS4A_HUMAN

	BPSS2094
	Secreted Effector Type VI
	SPAST_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSA5_HUMAN

	BPSS2094
	Secreted Effector Type VI
	TSN13_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSB8_HUMAN

	BPSS2094
	Secreted Effector Type VI
	NSF_HUMAN

	BPSS2094
	Secreted Effector Type VI
	NVL_HUMAN

	BPSS2094
	Secreted Effector Type VI
	VPS4B_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PEX1_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PRDM1_HUMAN

	BPSS2094
	Secreted Effector Type VI
	DYHC1_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSB2_HUMAN

	BPSS2094
	Secreted Effector Type VI
	SMCE1_HUMAN

	BPSS2094
	Secreted Effector Type VI
	NKG2A_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PRS6B_HUMAN

	BPSS2094
	Secreted Effector Type VI
	FIGN_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSB7_HUMAN

	BPSS2094
	Secreted Effector Type VI
	MDN1_HUMAN

	BPSS2094
	Secreted Effector Type VI
	CLPB_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PRS6A_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PRS4_HUMAN

	BPSS2094
	Secreted Effector Type VI
	SPG7_HUMAN

	BPSS2094
	Secreted Effector Type VI
	DYH2_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PRS7_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSB11_HUMAN

	BPSS2094
	Secreted Effector Type VI
	VWA8_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSB5_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSA4_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSA7_HUMAN

	BPSS2094
	Secreted Effector Type VI
	VWF_HUMAN

	BPSS2094
	Secreted Effector Type VI
	AFG32_HUMAN

	BPSS2094
	Secreted Effector Type VI
	YMEL1_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSA6_HUMAN

	BPSS2094
	Secreted Effector Type VI
	CDC73_HUMAN

	BPSS2094
	Secreted Effector Type VI
	DUT_HUMAN

	BPSS2094
	Secreted Effector Type VI
	TXD11_HUMAN

	BPSS2094
	Secreted Effector Type VI
	SPA5L_HUMAN

	BPSS2094
	Secreted Effector Type VI
	DYHC2_HUMAN

	BPSS2094
	Secreted Effector Type VI
	DPYD_HUMAN

	BPSS2094
	Secreted Effector Type VI
	SRRM2_HUMAN

	BPSS2094
	Secreted Effector Type VI
	PSA1_HUMAN

	BPSS2094
	Secreted Effector Type VI
	HGS_HUMAN

	BPSS2094
	Secreted Effector Type VI
	ATD2B_HUMAN

	BPSS2094
	Secreted Effector Type VI
	NKG2E_HUMAN

	BPSS2096
	Secreted Effector Type VI
	SH3BG_HUMAN

	BPSS2096
	Secreted Effector Type VI
	EVA1C_HUMAN

	BPSS2099
	Secreted Effector Type VI
	IGHA1_HUMAN

	BPSS2099
	Secreted Effector Type VI
	KPYR_HUMAN

	BPSS2099
	Secreted Effector Type VI
	CLAT_HUMAN

	BPSS2099
	Secreted Effector Type VI
	IGHA2_HUMAN

	BPSS2099
	Secreted Effector Type VI
	NFKB1_HUMAN

	BPSS2099
	Secreted Effector Type VI
	GRB2_HUMAN

	BPSS2099
	Secreted Effector Type VI
	NFKB2_HUMAN

	BPSS2099
	Secreted Effector Type VI
	KPYM_HUMAN

	BPSS2099
	Secreted Effector Type VI
	GRAP_HUMAN

	BPSS2099
	Secreted Effector Type VI
	CACP_HUMAN

	BPSS2100
	Secreted Effector Type VI
	DQB2_HUMAN

	BPSS2100
	Secreted Effector Type VI
	DPB1_HUMAN

	BPSS2100
	Secreted Effector Type VI
	FHL17_HUMAN

	BPSS2100
	Secreted Effector Type VI
	DOB_HUMAN

	BPSS2100
	Secreted Effector Type VI
	DQB1_HUMAN

	BPSS2100
	Secreted Effector Type VI
	DRB5_HUMAN

	BPSS2100
	Secreted Effector Type VI
	SARAF_HUMAN

	BPSS2100
	Secreted Effector Type VI
	DRB3_HUMAN

	BPSS2100
	Secreted Effector Type VI
	IL16_HUMAN

	BPSS2100
	Secreted Effector Type VI
	FRIL_HUMAN

	BPSS2100
	Secreted Effector Type VI
	2B1F_HUMAN

	BPSS2100
	Secreted Effector Type VI
	FRIH_HUMAN

	BPSS2100
	Secreted Effector Type VI
	BTBD9_HUMAN

	BPSS2100
	Secreted Effector Type VI
	PP4R1_HUMAN

	BPSS2100
	Secreted Effector Type VI
	DRB4_HUMAN

	BPSS2100
	Secreted Effector Type VI
	X5D2U9_HUMAN



Table S4: Physicochemical properties of human proteins interacted with virulence factors of B. pseudomallei K96243. (A) DOB, (B) DQB1, (C) DPB1, (D) DRB3, (E) X5D2U9, (F) BTBD9, (G) FRIH, (H) DQB2, (I) PP4R1, (J) FHL17, (K) 2B1F, (L) FRIL, (M) IL16, (N) DRB5, (O) DRB4, (P) SARAF
	Properties





Proteins
	No. of AA
	MW
	Theoretical pI
	No. of negatively charged residues
	No. of positively charged residues
	Instability index
	Aliphatic index
	GRAVY

	DOB
	273
	30822.44
	6.31
	27
	25
	36.92
	92.34
	-0.030

	DQB1
	261
	29991.22
	6.76
	29
	28
	45.10
	85.10
	-0.323

	DPB1
	258
	29159.33
	8.83
	25
	29
	48.66
	81.16
	-0.290

	DRB3
	266
	29962.02
	8.81
	25
	29
	44.73
	79.77
	-0.263

	X5D2U9
	266
	29941.09
	6.95
	24
	24
	48.60
	81.99
	-0.240

	BTBD9
	612
	69187.60
	5.48
	77
	57
	55.39
	87.94
	-0.226

	FRIH
	183
	21225.64
	5.31
	31
	20
	43.63
	76.28
	-0.773

	DQB2
	268
	30386.68
	6.32
	30
	28
	45.88
	83.99
	-0.243

	PP4R1
	950
	107004.02
	4.64
	157
	90
	54.60
	90.23
	-0.284

	FHL17
	183
	21142.12
	6.05
	24
	20
	42.69
	87.43
	-0.375

	2B1F
	266
	29966.14
	7.64
	25
	26
	48.92
	77.93
	-0.207

	FRIL
	175
	20019.67
	5.50
	29
	22
	24.62
	85.37
	-0.520

	IL16
	1332
	141752.36
	8.34
	145
	152
	56.68
	72.78
	-0.515

	DRB5
	266
	30056.01
	6.45
	29
	27
	44.67
	78.31
	-0.314

	DRB4
	266
	29941.09
	6.95
	24
	24
	48.60
	81.99
	-0.240

	SARAF
	339
	36975.21
	7.50
	27
	28
	38.82
	58.73
	-0.422



Table S5: Docking result of Human proteins with putative protein IFOILCOA_05323 of B. pseudomallei CM000113.

	                          Parameters



Name
	Cluster size
	[bookmark: OLE_LINK6]RMSD from the overall lowest-energy structure
	[bookmark: OLE_LINK7]Van der Waals energy
	[bookmark: OLE_LINK8]Electrostatic energy
	[bookmark: OLE_LINK9]Desolvation energy
	Restraints violation energy
	[bookmark: OLE_LINK36]Buried surface area

	DQB2_PP
	6
	[bookmark: OLE_LINK1]0.9 ± 0.6
	-83.5 ± 5.1
	-265.9 ± 53.6
	-6.5 ± 5.0
	261.9 ± 39.3
	2411.8 ± 53.3

	DRB4_PP
	13
	1.4 ± 1.7
	-100.8 ± 8.8
	-247.3 ± 39.1
	9.6 ± 2.3
	216.8 ± 47.6
	3187.7 ± 137.9

	DOB_PP
	14
	1.4 ± 0.9
	-50.4 ± 4.6
	-287.5 ± 24.1
	-2.9 ± 1.0
	103.9 ± 40.5
	1871.0 ± 81.2

	DRB3_PP
	34
	1.0 ± 0.6
	-73.7 ± 5.8
	-240.9 ± 30.9 
	-14.8 ± 3.1
	187.1 ± 44.8
	2324.8 ± 46.6

	FRIL_PP
	44
	1.2 ± 0.7
	-62.5 ± 7.7
	-485.4 ± 39.6
	15.4 ± 1.8
	49.7 ± 14.3
	2594.2 ± 110.0

	FRIH_PP
	11
	0.6 ± 0.4
	-48.3 ± 8.2
	-507.1 ± 31.1
	19.1 ± 2.5
	92.0 ± 32.8
	2307.0 ± 66.8

	DQB1_PP
	15
	27.6 ± 0.1
	-57.8 ± 3.5
	-375.4 ± 12.5
	16.4 ± 2.6
	82.1 ± 32.7
	2363.5 ± 79.5

	2B1F_PP
	69
	11.9 ± 0.2
	-62.4 ± 4.8
	-275.3 ± 35.3
	-16.0 ± 1.8
	156.4 ± 36.3
	2231.3 ± 46.7

	DPB1_PP
	39
	21.0 ± 0.1
	-68.1 ± 1.9
	-270.1 ± 14.4
	-5.8 ± 1.8
	148.3 ± 16.1
	2379.7 ± 47.7

	SARAF_PP
	16
	1.2 ± 0.8
	-65.2 ± 7.9
	-223.6 ± 26.6
	8.4 ± 2.9
	11.2 ± 12.6
	1970.7 ± 171.0

	X5D2U9_PP
	27
	30.5 ± 0.1
	-75.3 ± 7.6
	-155.7 ± 24.2
	-19.4 ± 7.6
	275.6 ± 64.3
	2426.3 ± 86.0

	IL16_PP
	38
	0.9 ± 0.6
	-55.1 ± 5.7
	-247.6 ± 20.6
	2.4 ± 0.8
	426.9 ± 62.0
	1940.1 ± 155.1

	DRB5_PP
	10
	31.0 ± 0.4
	-66.0 ± 4.1
	-241.1 ± 20.9
	-17.8 ± 4.2
	171.6 ± 34.3
	2244.4 ± 78.3

	BTBD9_PP
	8
	5.5 ± 0.8
	-78.8 ± 3.9
	-298.5 ± 48.5
	21.3 ± 4.6
	2283.7 ± 50.4
	2979.7 ± 281.1

	PP4R1_PP
	5
	7.9 ± 0.4 
	-47.3 ± 7.9
	-284.7 ± 40.6
	16.9 ± 1.9
	162.0 ± 37.0
	2048.6 ± 151.0

	FHL17_PP
	7
	4.4 ± 1.2
	-31.9 ± 8.1 
	-387.5 ± 50.9
	15.5 ± 5.3
	34.0 ± 30.6
	1915.4 ± 111.1



Dataset S1. Amino acid sequences of 20 putative proteins from the Burkholderia pseudomallei strain CM000113 filtered using the VFDB database.
>IFOILCOA_01247 hypothetical protein
MAQRKKYSVYGSCQAPALAKMLNSCPTFARDWELVEMEPCFVASEEQIDRHLAETIPKLDLFLYQPVSEGYRGEKYSSVF
LRNSMPPGGNALSVQYMHWEGYHPTVNSPYGLPPHPEGYVDALIAGAVVMDVDKETYLRHLEEIGASLRIDIDEIESWCV
DELKSREVGENDGGKQIDISVTDFILANCRQKRLFYTMNHPTAALMREIAARCMLALGYTYSDISFDQNLDPLDVTKMSL
YPIYRDCFDFSELNRMNEYQVLYKKKAYEPYLLEQFEWFERSPKADVSAFFDRVAANRRWVRTALRRAFES
>IFOILCOA_02611 hypothetical protein
MRNSRVRLMCALGVALFAGAARAAGPAPSDDGGATAARLTQLQSETVLLQAQLKKLETQQQVIERAAQLARALGGGAPAG
QFAVTAIEGVGKRAFATLRMNGGAEFEVQRGDALPDGARVVAIEPRAVVVSNRGRTYRLSTGAPPSPAYAGNPPLPADAA
APLPTLPARPASGS
>IFOILCOA_04007 hypothetical protein
MAGLSKSMMRERRAMAFARALERRRRLDAVLREELAERRTRLQSLDRVLKEKVSQVELKADDVHRHAARIDTLMTGTASF
SLDELTACRAYLDVAVAHLRALESEEARLRAEFDALAAAIEEKKLEIGRNLSRIDACDARIEQIRRHGERAADEALDEEM
EEAALGARMRNRGAA
>IFOILCOA_05320 hypothetical protein
MPSMTVTRTTSQEQYVPAAGPTTPSTSNVDGRTLTVRPSTLSTDDLVKAPPEHRAKMAGVRLGIGSAGDRLNFLERNGVM
PAEDKVLTAARYAHNVKIDHKNASNLEFQLNRMRIGEVSLPKQAKPDSMEIRNALDVIPLALPDRNEKHTIPTDKYLMNR
LSSGAVEQARHHGCEFFCGSGRDEMLNHYAHRGFDRAISISSNTSTKFDLLSNSSNGKSLLVLSGMSSTTRIKHQLLQLH
FADVDLNRVKLVGDINLLKAKSGDDLRKELSQLPPIPSKTLFIGARWQIMESLGKQLFHVGDSAKEGTGYGKLGVKEHKV
ADFVFDTATLNLDGRQHLVAALRMPNGDLAYDAMKGFLDHGFNQVIMCGAGGRLAGDAQVGDYMLLERSQYGDQSISLAR
ECIHVPGAKLFENAKPTSNVTVDSPLQETQRWLDENQETGNVDVETAHILRALTEAGPDVKVLPGLFVSDVVGEHPLEGK
ISSDDAYRRLPEFVTASLGMIREQDTPLA
>IFOILCOA_05323 hypothetical protein
MRRPTIELEFDRAIEPGSVPHIVLRADDGTSVAVGPLSWLSDRRIAFAPRKPLKSNSRYEIMVPAGIRSTTGERSAHPLT
SSFDTAPVTPPRGLPNLDGASCFINTALQLAVHSSALDDILSNEAVPPAVRTLLEDYDAASADALDAQLAAAVAALRATP
EVPDSGPGQTLEVMQALRMPLYDTSSANNAKNNADAIRHAPPNTKAFFLNSYPPLSYADLPNHDRLVAFDYSTGGHYVAY
VKRDGIWYRIDDAQVSAVNEQDLLALPAFNPANGSVSIEIAIYR
>IFOILCOA_06028 hypothetical protein
MSGRQQRAFETLLARRAQRGERLRAEQRVLRAERDAAAAELAQGEAHAHAKRDAANRYAERVDAMAAGRAPFTIGDYAAC
RRYRDALLDEHALASAQCARLRAALQAKVDRLAATARRIARNDAQIDVVRERIRRLARAAEAAAEDAQDEEIEEGVLARR
LAAARASNASDETHA
>IFOILCOA_02560 hypothetical protein
MVALSGWTAWYVTVGAYRDLPGGKCVIRQPRFVLNKDGVTRQAMLSTSFWLDVHRVHVSGCFEHEKVNLSIDRSGSLQTL
FRGDGSLLCRVNHVAYTARDSAAAHPLPSALPDVGDEIDLRFRKLASNAWIVETGDDRVGMCISEP
>IFOILCOA_05646 hypothetical protein
MSRITRAIAQPLHAAKPDTRRRRPVRARTATTYGKYDTRFTYSSGYQANTVAARNQMLAKLKPRAKTAAASARRRRRVDS
QAEAFDAGEEPTMPHAHVTPHDERDRHAGGQGGGRQQRDQDERDGEPANVSALPRVRAARARPAAEPAQRALRDIARTLA
DCAQREHALRHLWADTLLQLGRRIDAEPGARITAALLNHNADLLAARLRTGPWTPIGWSGVKQLLLDAMHGAGGAVRDAA
AARGDRASTHYLLLPLLVFNAERPSTPRQLARAIASVETLRGGARRPRS
>IFOILCOA_01249 hypothetical protein
MIKIVIDQDVDGSGAVASYLAGRINASGRRVRVLSLSEARHAHAAERSIPSNESVISLTAHYRPSASEKIVYWLAESSAG
AVKDVPSVFIRFKHFFAGAMNIGSLRGERVFVNDIAAKSELATRLARIDVLPFPLTRKAGELPGEYGRTITVEVGNIGMA
DDELIACLDALGRSGIEDLRVFSASLQVREQIIGISGRVASKPKIVQEFDAFEAALSRSLFYAGVGLDARLSFQRLSLAA
ALLRPVVLYRSLIDERYFVNEVTGFETDDVDLVGQIAGMFASGVLQPEAFGESLNLHQMSRYSPDKILMDALQ
>IFOILCOA_05314 hypothetical protein
MKLNGMTAAQAQHRHGAIERHAPGKDDGRRTAGVADEREGRTMKGEIKAIRMDVLKEIRFNSAVSTPVLLAKRNRIAANI
REVSEKIDRKGLFGKMFEAVKCVAQRGLYYDRRALRKLDAFVVRHIGDRPEDRKFKVLPTRAQRPAP
>IFOILCOA_05806 hypothetical protein
MSIGVQSSGMNISHAELSRLVDAGKSEQGDKAVRDDGRALARADAALAAVVGERVAARRDAVAGSGAQRVELARPKPDAQ
TRATDRRTVSGLEREHKRLAASQTPRVTGMHDALVQRHVSLDGAKAAHGEGVKRAAGDAPRAAADAPQRFAFADDKAFDA
MLALGAAMQKNVQSDLAMQGKLTMLAHDAMMSAAAQDRSIGAAQMTAAIAGGALQATTSLGGAMQQMKSLSTKSMSIEKE
LKPQAELKQFHAEQALELRGINKPVLSNDEVSHVKIKRDTGETVRHEIDHGGERMSDEHASVLAQEAPARQHRIDMHGMR
HEENLVKAGRQQMKGDLLQSGGQIGKNQIDGASAQQQGADRAEQKEDENAQQTAMAAASTRDEAAHRSREAAQKAIDAAK
SQVANDNAVAAQVAGNLRT
>IFOILCOA_03994 hypothetical protein
MNRSFRSSNHLSSPAQLQQSADAQQRAADRQAARNSALTAALYRGTTNFTYSKDPAPRGRLPSVSKTNALARKRKITSRL
RRNAAGNGDGDDVDGALVPHFEAEPGGDRDRGGRGGREQPRDDPMDIETCRRLPRMQAAESRAAAAPRGRFDAVADLHAA
PGQEGERADAIARAWESEMFGLRVFSPNAPRTAEILELSLDFLLIQRRIGPIPVSTLARLRESPAPTPVACGRDRLPGET
APDDRRRFNLLFPLLWLQAGMPRTAVRLDCAIAKLLAIRNALPDNPLATDDAQAEPTPAPHASSSE
>IFOILCOA_05798 hypothetical protein
MSAMSSTRRPTAAASPGAARERIDGDDSNRAGDASLAGLPRGVQPQASLRAAEPAARAHDPSRAARQRAQAGAAQADARD
VRETQGTQVRYSFNSWDGRPAVELRFDADGAPRVVNAQPSHDRVQRAMEHGADRLSPGWTVEFDRSRADDDSGGRSPWRR
ARQEPEADER
>IFOILCOA_05783 hypothetical protein
MKRLDGARRLLAVLERRGDALRRQAARERGALAALDARIAERRAAIAQLCERLAASVPPRPYARSELMRVRGKQAAIRHA
IACQQIEVDDLLERRQAAEQALRDSLAAALGLERRRNAHRDWLARRRIETERRRESAAEADITEGAGHGFNHQQ
>IFOILCOA_02557 hypothetical protein
MRSSNLRQFPDTLAPLGGVLLKRAPLSQAARAERLLDEARRRAQRLVRDAEREADACRAHAATAGYEAGFARAIAELAAG
VERIDAQRATLLERVVDDVRRSLEHLLDDPDLLLRIVNALASRRACATDRPLRVSVPPHAKRIAPAIRERLNDAYPSAQV
VVADTRTFVVESGEDILEFDPRAVARALGDAALAACRAAAATAATAADGALARRAALDAPHPLERGTAHGAAAIDEDRPR
ASLDTSTAQEPCDDPAANRDAHAD
>IFOILCOA_02850 hypothetical protein
MKDRLFAKLSGVVLACGIIAGCASQPTPPTTEAFNKSLADADAVAKTGDQERAIGLYQQLAKSDPTREEPWSRIAQIQFQ
QGHYGQAIVAAQEALQRDKTDRQAKSVLAVAGLRIATESLGELRQDSSLAGDAKSDAQALAKQLRDTLGEAALFPPEQQA
TKPVVKKRRIVRRAKPVHEAPRAAESETAAAPATPPAAPAQPAATPAPAPAKAAGGDPFSALR
>IFOILCOA_03796 hypothetical protein
MTTDAGRATRTRFAVALALAGWMGAALAQQAGDGGMIVIPGRGESAQTALANANAASARGANGAGAAGPGGADRTASPGG
WHAPAAAQAAAAWSGRAGAASGAESAAESGDVRAATEPRTGLIVIEPGPAESNGRIPAAAPSGWHPSAAMPRAESNGGAN
PVPPRTGSNRSAGSASASAGWTAPPGAASQGNPAANVAPAPRVSAASRAPATTDMQRVAPVIAQDEGAAPAGRPANARAA
AQSWPARDPSVAAGGVIPVSLRAQPAPRTLPVRSAPIRAAATSAAGAQPAAASATAAGAVPAAQQDGESIRRAALAFLQQ
QAAGLPGKTTVTVAPAFPRGLAACTTLEPFLPSGARLWGRTTVGVRCAGERPWTIYLQAKLAVQATYYVAARQIAPGETL
TAADLVARDGDLTLLPLAVITDAQQAVGATALTRVAAGLPLRRDLLKSAASVSIGQTVRVVASGQGFTISAEGSVLNNAA
PGQQVRVRMAAGQIVTAIVKDAATVEIPL
>IFOILCOA_02724 hypothetical protein
MKPRFAPLAARAVPVCVPAFLSPRRAAERAPRGRRRAPAALAALASGTAALPVSAADMNAVNHAASLASGVVVGSAAPSL
GVGAVLQTLVGLAVVIGLVFGCAWLARRFGLQPQRRGGALKIVASVAVGGKESATVVEIGDTWLVLGVAPGNVRLLHTLP
AGSAGVIGAPAGGGLTRSPGAPGGTAMSGPLPEGASFGARFRDAMLGEAAKRFKRDGGKDR
>IFOILCOA_02608 hypothetical protein
MKPLAAHPAYRHEPAFCRRHRRERGASLLESIAYLGVAAIVIVGAIALLGSAFSSANTNRLAEELNAIQTGTKKLYMGQV
NNYGDADLNANLIAARVFPSTLPTGNNNTVSNAWGGNVTVTGAGRTFTVQYTNVPRDVCINTLTAGGNWQTVAIGGNAPI
NYPVSPTNATANCADAATIVWTSN
>IFOILCOA_03812 hypothetical protein
MSKLTGAGRTGTAAVQGAQPAGRNGDASAPLAANGAAFDKLLAGAKAPAAQAAPTDASGANPATALANAAANAAPPDASG
ALAALQDAADSARATLAASSAPAALQQAAPAALAANASAAAASAAPSLAPPVGTPDWTDALSQKVVFLSNAHQQSAELTL
NPPDLGPLQVVLRVADNHAHALFVSQHAQVRDAVEAALPKLREAMEAGGLGLGSASVSDGGFASAQQQQTPQRQSSDGSA
TRRAFGASTADAALDELAAASSGGAARRAVGMVDTFA
Dataset S2: Nucleotide sequences for ±10 genes flanking the putative protein of interest, based on annotations from the physical map.
>Genome_Assembly_CM000113_contig_111_8937+123
GTGCACCGGCGATTCGACGATGAATGTCGATTCCGACACTTCACCGAAGCTTCGCCGCGGTTTCGCCACGACTTCGGCGCGACGTTCGATAAGATGCGGCGCGCCTCGGAGACGGTTCCGTAA
>Genome_Assembly_CM000113_contig_111_9126+219
GTGAATGTCGGCGCGACGTTCGAATCGTATAACGGAGACGCAGAATGCGGTGCATCCCGGCATGCGTACGCTCAACGATCCATTGAATCTTTCCCGAGCCGCTGCCGCGTGGTTCCCCGCGTCGGGCAATACTGGGCGGAATGCCGCGCGCGTGCCGGATGCGCCGGTACTCGTCGCGACCGTAGCCTCGATCCGCGTAGACGCGCTTCGGCCTGCTGA
>Genome_Assembly_CM000113_contig_111_9767-147
GTGATTCGCCGCCGGATTTCAAGTTTCGATCAACCATTTCGTCTCTGGTTTGTGAATCGCCCCGGGTTTCGTGCATCGTCTTATATACAAGGCACCTCGAAAAACCGCGCGGACGCTGGCATGATGCCGCTGACGCCGAAGGCATGA
>Genome_Assembly_CM000113_contig_111_10013+153
TTGCGCGACAAACCCGGTGGGGGCGAGGGGAATCGAGGTCGTGCGCTGACGGAGCAACGGGAAGTCGACATTCGCGCGCTGCTGCGCGGCCAGATGCCCGACCAGTTGAAGATGTCGTTCGCGTTGTGGACCCGACATGCCGTGCGGGAATAG
>Genome_Assembly_CM000113_contig_111_10250+444
GTGGCGACGCAAGATATCTACTGTGCCCTGGTCAATGAATGGTTTCAGCACCTCGGACTCGAGAAAACGAAGGATACCAGTTCGAAGCCTGTCACGATTAACGTCGACGATCGATTCGACGTTCATTGCTGCCTCGCAAGCAATGAAAAGATGCTGATGATAGCGGAGTGGCCTGCCTTGAACCTAACCGAAGTGACTCTCGCGAAAGCATTAAAGGAAAATCAGCCTGCATCGCAAGCCATGCAGCCGAACATTGCATTGCGTGATGACAAATATTGGCAATGCTGGATCGATATTCCGATTAACGGGTGCGGCCTTCCGGAGTTGATGGAAGGATTCAGGCTGGTGACGCAATATGCCGATCGCCTTCTTGATGGAATCAGTGAAGATGGCGGCGCTTCCGCAGTAAATTCCTTCCGTTCGAAACATTCATTTCGTCTTTGA
>Genome_Assembly_CM000113_contig_111_10725+1530
ATGCCGAGCATGACCGTCACGCGGACTACTTCGCAGGAGCAATACGTTCCCGCCGCAGGACCTACAACGCCCAGCACGAGCAATGTCGACGGACGAACGCTCACCGTTCGGCCGTCGACATTGAGTACCGACGATCTCGTCAAAGCGCCACCTGAGCATCGCGCCAAGATGGCTGGCGTGAGGCTAGGCATTGGTTCGGCGGGAGATCGGCTTAACTTCCTTGAACGCAATGGCGTGATGCCGGCAGAAGACAAGGTACTGACAGCCGCTCGCTATGCACACAACGTTAAAATCGACCATAAGAACGCTTCAAACCTCGAATTCCAGTTAAATCGCATGAGAATCGGTGAAGTTTCCTTGCCGAAACAGGCAAAGCCTGATTCCATGGAAATACGCAATGCGTTAGATGTAATCCCGTTGGCGCTTCCCGATAGGAACGAAAAGCATACGATACCGACCGATAAATACTTGATGAATCGGCTGTCGTCCGGCGCCGTGGAACAAGCGAGGCATCACGGCTGTGAATTTTTCTGTGGCAGCGGCCGAGATGAGATGCTTAATCACTACGCTCATCGTGGGTTCGATCGTGCCATCAGCATTTCCAGCAACACCTCGACAAAATTCGATTTGCTTTCTAACTCTTCGAATGGTAAATCGCTGCTCGTTCTCAGCGGCATGAGCAGCACCACGCGAATCAAGCATCAACTGTTACAGTTGCATTTTGCCGATGTCGATTTGAATCGAGTCAAACTCGTAGGCGACATCAATTTGCTAAAGGCAAAAAGCGGAGACGATCTCCGTAAAGAGTTGTCGCAGCTTCCACCGATCCCAAGCAAGACGCTTTTCATCGGCGCCCGTTGGCAAATCATGGAATCTCTCGGAAAACAACTTTTCCATGTCGGCGATTCGGCGAAAGAAGGTACGGGGTATGGCAAGCTCGGCGTGAAAGAACACAAAGTTGCCGATTTTGTATTCGATACCGCAACACTGAATCTCGATGGACGTCAGCATCTCGTTGCCGCGCTGCGTATGCCAAATGGCGATTTGGCTTACGATGCAATGAAAGGATTCCTTGATCACGGGTTCAATCAGGTCATCATGTGCGGCGCCGGAGGTCGATTGGCAGGCGATGCGCAGGTCGGCGACTACATGCTGCTGGAGCGCAGTCAATATGGAGATCAAAGCATTTCACTCGCACGGGAATGCATCCACGTGCCGGGCGCCAAACTCTTCGAGAATGCTAAACCAACGAGCAATGTCACGGTCGATTCGCCATTGCAAGAAACACAGCGGTGGCTCGACGAGAATCAGGAGACAGGCAATGTCGATGTTGAAACCGCGCATATCCTTCGCGCACTCACGGAAGCTGGACCTGACGTCAAAGTCCTCCCCGGATTGTTCGTATCGGATGTGGTCGGCGAACATCCGCTAGAGGGGAAGATTAGCAGCGACGATGCGTATCGGCGATTGCCGGAATTTGTCACCGCCTCGCTGGGAATGATCCGGGAACAGGACACCCCACTCGCATGA
>Genome_Assembly_CM000113_contig_111_12747+150
ATGGCCTTCGAGCGGATTGAAGCGGCCGAGCAGACCTGGGGGAAGGTCCGCAGTGCCGAGAAAATCGATCGGCTTCTGAAGGGTATTCCCTTCAAATACGGAACCCCGGCAATCGAAGGCACACCAGCGCCTCAAGCGCCGGCCGCCTGA
>Genome_Assembly_CM000113_contig_111_12966+360
GTGGAGCCGTTCGACGATCCCGCCGGTTTGCGGCGTCGGGCATGGTCCATGTCCTCCAAAGCCAGATACAGTTCGTATTCGCGATGCTCGGGGTTGCCGCAGTATTCGGTGCCGCGGTCCGTCAGCACGTGTAGCAGCAGGATGCCGGCGCTGTCGAAGAACGGAGCAACGCGATCGTTGAGCAGGTCAGCCGCCGGCAAGGGCGCCTTGCGATCGTGGAGTGTGGCGAACGCCACCTTCGAATCGGTATCGACGAAATTGATCGAAAACCGCTATCACGCCCACAATAGCGTCTCGACCGCAGCTTCGCACGCACCACAATTGAATCAGGCTCGCTCACAGAAAGTTACTATCGATTGA
>Genome_Assembly_CM000113_contig_111_13947-633
ATGATTGACACCCAATACAATGGCGCATGCGATGTCCACCACCATTCTCCGGCCGAAATTCGACGCATCCGCCAGTTCGATCCCGCCGCATTCGAAATGGCGGTCGGTAGCTTGCTCATGGCCTGTGGTATCGAGATAGACGCCGCACATACCAGCCGCACGGCGCAACGTGTGCGGGAACTCTGGCAGAAGCGCTTGCTTGACGGCTACGATGTTGATCCTGCCGAGGCGCTGGGTGTGGGTTTCGATGATCGAAAGGAAGATATGGTCATCATCCGCAGTATCGCTGTCCATGGTGTTTGTCCGCATCACTTGTTGCCATTTCGCGGCGTAGCACACGTGGCCTATCTGCCGGGAGGGCGACTGCATGGCTTCGGGCGCATCGCCCGTATGATCGATGCGATCAGCCATCGATTTACATACCAAGAGTGGATTACAAACGAGATTGCGACAGCCCTTGTCACTCATGGAAAAGCACGGGGAGCAGCTTGCCTGATCGAAGCCGAACAACTGTGCTTGCTCATGGGCGAAAATCGCCGCGGCGACGAGCGCGTAATTACGCAATGCTACGTGGGCGAATTTGACCATAACGCCCAGGCGCGCAACGAGTTTCTTCGCGCCATCAATCGATAG
>Genome_Assembly_CM000113_contig_111_14101-150
ATGAAACACACTTCGAACCACCCCGACCACTCCAGTGCGCCGCCAAATCTCGAGAAATTAGAAAATTATCCCGACCTTTTCGCGAGAAAAACCATCGAACTCAATGGCAAGCGTTCCCGAAAAATGTTGTGGATTCTTTTGGAGATGTGA
>Genome_Assembly_CM000113_contig_111_15263-855
TTGCGCCGCCCGACGATCGAACTCGAATTCGATCGCGCGATCGAGCCGGGTTCAGTCCCACACATCGTGCTGCGCGCCGACGATGGCACGAGCGTCGCCGTCGGCCCGTTGTCGTGGCTGAGCGATCGCCGGATCGCGTTCGCGCCGCGCAAACCGCTCAAGTCGAACAGCCGCTACGAAATCATGGTGCCCGCCGGCATCAGGAGCACCACGGGCGAACGGTCGGCCCATCCGCTAACGAGCAGCTTCGATACCGCGCCCGTCACGCCGCCGCGCGGCCTGCCCAATCTCGACGGCGCCTCGTGCTTCATCAACACGGCGCTGCAATTGGCGGTTCACTCGTCGGCGCTCGACGACATTCTGTCGAACGAAGCCGTCCCGCCCGCCGTCCGCACGCTGCTCGAAGACTACGACGCCGCATCGGCTGACGCACTCGACGCGCAGTTGGCCGCCGCGGTCGCCGCGCTGCGCGCCACGCCGGAGGTCCCGGACAGCGGGCCGGGACAAACGCTGGAAGTGATGCAAGCGTTGCGGATGCCGTTATATGACACGAGCAGCGCGAACAACGCAAAGAACAACGCCGACGCCATACGTCATGCGCCGCCCAACACCAAGGCGTTCTTTCTGAACTCCTATCCACCGCTTTCCTACGCGGATCTGCCGAACCACGACCGGCTCGTCGCGTTCGACTACAGCACGGGCGGTCACTATGTCGCTTATGTGAAGCGGGATGGAATCTGGTATCGAATCGACGATGCCCAGGTCAGCGCCGTCAACGAACAGGACTTGCTTGCCCTGCCGGCGTTCAACCCCGCTAACGGCAGCGTGTCGATCGAAATCGCGATCTATCGATGA
>Genome_Assembly_CM000113_contig_111_15289+267
GTGGCGACGACGGCCGGCGGAGCGGCGGGCGGGGCGTTGGGCGTCGCAGTGGATGGCGCGGAGGGCGAAGCGGCAGCCGTCGCGGTGGGTGAAGCGGTAGGCGTCGCGGTGGGTGAAGCGGTAGGCGTCGCGGTGGGTGAAGCGGTGGGCGTCGCGGTGGGGGAAGCGGTGGGCATCGCGGCGGGCGCCGTGGCCGGAGGCGTGTGTCCGCTCGATACGTGCGCGGTGGGCGCTGGTGCGACGGGCGAGTTCGGTTGCGTCGGGTAG
>Genome_Assembly_CM000113_contig_111_15833+183
GTGACGCGTGCGACGCAATCAGGCCGAACGCCGGACGTCGAGCGTTCATTCTCGGGCGCGCTTCGGCGAGGGCGCTTTCACGAACCGCTCGATTTGCGCGGTGTGCGTTCGGGCGTCGCTCCTTGCGCCCGGAAAATCGCCGGATGCCGAGCGGTGCGCGCCGTCGCGGAAGTCCCCGAGTGA
>Genome_Assembly_CM000113_contig_111_16051+186
ATGGCGGCGTATCGGAACGGCGTGCCGTGCGAGTCGGCGGCAGCGCACCGGCGTCGTCGAGAGCACGAGTCGAAGACGGTGCGTCGGAGCCGGCGGCGCTTCGTGTCGAAGGCGGCGCGTTGGGACGATCGGCTTGATCCGAAGCGTGATTCAAAGCGTGATTCATCATTGCGAGACAGAAGGTGA
>Genome_Assembly_CM000113_contig_111_20064-3660
TATCTCGTGATCGGCCCCGAGGGCGCGGGCAAGACAACCGCGCTCGCGCGCGCGCGCCTCGTGTCGCCGCTGCGGCACGCGCGCGACGACGCGGCCATCGCGCCGACCGAGGACTGCGACTGGTGGTGCTTCGACGACGCGGTCGTGCTCGATCTCGCGGGCCGCTTCGCCGCGCCCGGCGCGACCGACGACGATCGCCGCGCATGGCACGCGCTCCTCGAGCAGCTCGGCCGCGCGCGTGCGCGCCGGGGCGTGAACGGCGTCGTGGTCGCGATCGACGCGCCGCGCCTCATCGAAGCGAGCCGCGATGCGCTGACGATCGAAGGCAGCGCCATTCGCGAACGGCTCGAGCAACTGATCCGCCTGTTCGACCGGCGCTTTCCGGTGTACGTGCTCGTCACGCAATGCGACCGGCTCTACGGCTTCGACGAATGGGCCGCGCAGCTCGCGCCGGAACAACGCGAGCGCGCGTTCGGCTATCTCGGCGATCACGACGCGGATGCGTTCGTCGCGCGCGCGCTCGACAGCCTCGACGCACGGCTCGGCGCGCTGCGCGTCGCGCTGGCGGCGCGCGGCGAGCCGCCGTCGCCGCGCGCGCTGATGCTGCCGCACGAACTCGCGTGCCTGCGGCCCGCGCTCGAGGCGTTCGCACGCGCGGCGTTCGGCCCGAACGTCTATCAGGAAACACCGTATCTGCGCGGGCTGCTGTTCGCGAGCGGCCGGCAGGCGGGCGGCGCGCCGTCGCTGACGCTGCCCGACTGGCTCGACGCCGCGCCGGCGCGCACGCCCGGCGATGCGGGCCTGTTCCTGCACGACGTGTTCGCGCGCGTGCTGCCGGGCGAGCGCGACGCGTGGCTGCCCGTCGAGCGGCCGAGCCGCTCGCGGCTCGTGCTGCGGCGCCTCGCGCTCGCCGCGTGGCTCCTCGCGAGCGTCGCGGCCGGGCTGCTGATGAGCGCATCGTTCGTCGGCGACATGCGAACCGTCGAGCTGGTCCGCCGCGACTATCCCGCGCATCCGCGCTTCACCGGCGAATTCGCGCACGACACGGCGACGCTCGCGCGGATCGGCCGCGTGATCGCCGACGTCGAGCGGCGCGACGAGCGGCGGCTCGTGCGCCCGCTCGCCGGCGCGACGCCCGTCGGCCGGCTCGAAGCGGAACTCAAGCGCCGCTACGTCGCACACTATCGGCGCTCGATCGAACCCACCGCCGATCGGCTGTTCTTCGGCAAGCCGGACGGCGCGAGCGACGTGCGCGCGGCCGACGATGCGCGGCTCGCCGCGCGCATCCGCAATCTGGTCCGCTACGTGAACCTGATGCAGGCGCGCCGGCGCGGCGCGGATCGCGAGACGCTCGCGCAAATGCCCGCACCGGCGGTCGCGCGCGCGACGGATGGCGGTGGCGCTCGCGGAGTGGACAGTGTGGGTGTTTCTGGTGTTTCTGGTGTTTCTGGTGTTTCTGGCGGTGTAGGCGGTGTAGGCGGTGTAGGCGGTGTAGGCGGTGTAGGCGGTGCGCGCGCCGCGGAAGGTGCGGGTCGCGCCGTCCGCGCGAGCGGCGGACGGCGCGCAGGCGACGCGCGCGCCGCGCGCGGCATGCGCGGCGCCGCCGGCAACGCCGGCGCCGGCGCTGAAATCGCACCCGCCGCAGACGGCGTTCGCGATCGCGACGAAGGGTTTGCGCGCGTCAGCGCGCTCGCCGTCGACCTGATCGCGTGGAGCGCGCCCGACGATCGCGCGCTCGCCGCGCGCGTCGCGGCCGCGCAGGCAGAGCTCGAACGGCTCGCGTACCGCGATCCGGACGGCGCGTGGCTGCTCGCGCTACCGGATGCCTCGATGCCGCGCGACGTGACGCTCGCCGATTTCTGGCCCGCCGCCGAGCCGCGCACGCTGCCCGACGCACAGCCCGCCGCGCTGCGCGACGTGCGCGTGCCCGCCGCGCTGACGGCCGCGCATCGCCCGGCCATCGATGCGTTCCTCGACGAGATGGCGCAGGCGGTCGCGAACCGGCCGAAGTTCGCGTTCCATCGCGACGCGTTCGACACGTGGTACCGCGCACGGCGCATCGACGCATGGCGCGACTTCGTCGCACGCTTCCCGCAGGGCGAGCAAGGGCTGACGACGCAAGCGCAATGGCGCGCGGTGATCGACCGGATCGCCGATCGCCGCGATCCGTTCGCGGCATTGCTCGCGCGCGTCGATCGCGAATTCGAATCCGAGCGCGACGACACGCTGCCGCCGTGGCTACGGTTCGTGCGCACGACATCGCACATGCTCGCCCCCGCGATGCTCGCGCCCGCGCGCCTGCCCGCGGCGAGCGGCGGCCTGGGCGCCGCGCTCGGCTCGATCTCGCGCAGCGGCGGACGCGCGCTGCGCGAAGCGCTCGGCGGCGCACCCGAGCAAGGCAGGCTCACGCTCGAGCGCGACGCCGCGCTGCGCGACGCGCTTGTCGACTACGAGCGGCGCGTCGCCGCGCTCGCCGCCGACGCGCTCGCGGGCCCCGGCGCCGCGTACCGGCTCGCGGCCGATTTCCACGGCTTCGGCGTCGATCCGTCCGTCCAGGCTTCCGCGATGCGCGCGGCCGACAGCGCGCTGCGCGACGTCAAGCGGCTCGCGGGCGATCGCGACGTCGGCGGCGACGTCGTCTGGAGCCTCGTCGGCGGCCCGCTGCGCGCGCTGATCGCGTATGTCGAGCGGCAGGCGTCGTGCGCGCTGCAGGACGACTGGGAGCGCGACGTGCTGTGGCCGCTCAGGCGCGCGGCGACGCGCGACGACGTGGAGGGTCTGCTGTACGGCCCGCAAGGCGCGATCTGGGCGTTCGTCGACGGCCCGGCGAAGCCGTTCGTGCGTGTCGGCGCGGCGCGTGCATCGGCGCTCGACACGCTCGGCTACCGGCTGCCGTTCACCGACGCGTTCCTGCCGCTCATCGACGACGCGGCCGCCCGGCGCGTCGCGCAAGCGCGGCGCGACGCCGAGCGGCGCGCGCAACAGCAGGCGGCGCTCGAGCTGGACGAGCGGATCGCATCGCTCGGCAAGCAGATCGACGCGCTGCGCGCGCAAACGGTGCGCTTCGGGATCGTCGCGCAGCCGACCGACGTGAACCCGGATGCGCAGGCCAAGCCGTTCGAAACCGTGCTGACGCTGCAATGCGCGCCGCAGGCGCGCACGCTGACGAACTACAACCTGCGCGTGTCCGAGCAGATCGACTGGCAACCCGATCGATGCGGCGACGCGACGCTGCGCATCTCGCTCGGCGGCGTCACGCTCGTGCGCCGTTACGCGGGATCGCTCGGCGTCGCGCGCTTCGTCCAGGACTTCCGCTACGGCGTGCGCCGCTTCACGCCCCGCGATTTCCCGGACGCGAAAGCGCAGCTTCAACGTCTCGGCGTGCGCCACATCGACGTGCGTTACGACTTCTCCGGGCATGACGCGCTGCTCGCGCACGTCGGTCGGATCGACGCGCTCGAACGCGCGCGCCGCGACGACCTCGCGCGGCAGCGGCGCGCCGCGAACCGGCAGGACGACGACGCGGGCGGCGCGACGGCGATCGCGCGGGCGGCGGCGTCCGTCGCGAATGCGCCGGGCGCCGCGCTGCCCCGCCGCATCGGCGTGTGTTGGGGGGACCCGGCGCACGACAGGCCCGATGGCGACGGCGCGCAACCGTGA
>Genome_Assembly_CM000113_contig_112_718-717
ATGAGACGAAACGGCTTTTCACCGATGACGACGGCGGCGCTCGCGGCGCTTGCGCTGTCGCTCGCGGCGTGCGGGGCGTTCAAGGAGTCGGGCTACGGGATCGGCGCGCAGGCCGAGCGCGCGGCGCTGATGCAGGCCGCGGCCGACAAGAACGCGACGCCCGACACGCCCGGCATGTATCTCGGCCTCATCGGCCGGATGCAGTCGCAGGGCCTCTATTATGCGTCGCTCGCGCACATCGACGCCTACGAGAAGCAGTACGGCGCGTCGCCCGACACGATCCTGCTGCGCGCGGACGCGCTGCGCTCGACCGATCAGCCGGCCGCGAGCACGGTGGCGTACCGGCAACTGCTCGGCACGCCGCTCGCCGCGCGCGGCTATCGCGGCCTGGGCCTCCTCGCCGGCGCGTCGGGCGATTTCGACGCCGCGTCGCAGGCGCTCGCGCAGGCGAGCGCGCTCGCGCCGACCGATTCGCCGACGCTGTCCGATCTCGCGTATGCGCGCATGCGCAGCGGCGACATCGCAGGCGCGCGCGTGCCGTTGATGAAGGCGGCGGAGCTCGACCAGAACAACCCGAAGATCCTCAGCAATCTCGCGCTGTTTCTGCTCGCGACGGGGCAGACGCGCGACGCGCTCGGCCTGATGAACCAGCTGAAGCTCGCGCCCGCGGTGCGCGCGGAAATCCGTAACGACGCGACGAGGATCGCGGCCGCGGCG
>Genome_Assembly_CM000113_contig_112_1771-1017
ATGGATCCCAGCCGCCTCGGCGCAATCGCGCTCGTTCTCGGCGCAATCGGCGTGCTGATGCTCGCCGCGCTCGCGATCATGCAGGCCGTGCTCGCGCGGCGCACCGGCCGCACGCTCGCGGACGCGCTCGATCAGCGCGCCGCCGCGTTGGAGGCGGCCGCCGCGCGGGTCGCGGCGGGGGCGGGGGCGGCCGGCGCGGCGCGCGCGGGCATGCCCGAGGCGGCGCCTGACGCGCGCCGTCCGCGCTTCGCGGCGCTGCTCGATCGCGCGGGCCGGTTCGGAATGCGGCTGCTCGATACGCGGCTCGGCAAGCAGATCGTCGCCGACGAAGACCGGATGCTGCTCGAACAGTGCGGCTACGTCGACGCGCACACGCGCGGCATCTTCCTGAGCGCGCGGATCGCGTGTGCGATCGCGCTGCCCGCCGCCGTCGCGCTCGTCGGCGGCGAGACGGTCCGCACGCATCTGGGCGCGTGGGTCGCGCTGTCGGTGATCGCCGGCTTCATGCTGCCGAAGACCTACGTGCGCCGCCGCGCGGCGGCGCGCCGCCAGTCCGTCGTCGACGAGATGCCGCTGCTCGTCGACATGCTGCGGCTCTTGCAGGGCGTCGGGCTGTCGCTCGACCAGAGCATCCAGGTCGTCACCAACGACTTCAGGGGGATGCTGCCCGTGCTGTCGTCGGAGCTCGGGATCGCGCAGCGGCAGTTCGTCGCGGGGCGCACGCGCGAGCAGTCGCTGCAGCGTCTCGCGACGAGCTTCGACAACGAGGACCTGCGCGCGATCGTGCGCCTGCTGATCCAGGTCGACAAGCACGGCGGCGCGGTGCAGGAGCCGCTCAAGCAGTTCGGCGACCGGCTGCGCGAAGTGCGCCGCGCGATGCTGCGCGAGCGCATCGGCCGCCTCACGGTGAAAATGACGGGCGTGATGATTCTCACGCTGCTGCCCGCGCTGTTCATCGTGACGGCGGGGCCGGGGATGCTCGCCGTCACGCATGCGCTCACGGCCGCGCGCCGCTAG
>Genome_Assembly_CM000113_contig_112_2784-1008
ATGTCTAGCGCGGCGCTCTGGGCGCTCGCGCTCGCGCTGCTGTGCGTCGCCGGGGCGTTCGCGCTATGGCGGCGCGGCGAGGCGAACAGGGAGCGCGCGCATGCGGCGCGCTACATCGACAGCCGGCTCGAGCCCGGCGCGCGCGCGAGCGCGCAGCCGAAGATGCCGGCCGCGGCCGAGCCCAAGCGCGCGGCGCCCATGCCGGCCGCGGGCGCGGCGGGCGGCGCGCGCGCGGAGAAGCCCGCCGAAGGGCTCGCGCGCTGGCGTGAGCGCGCGGTCGACGCATGGCTGAACGTGTCGAACCGCGCGGGCGTGTCCGAGATCCGCGCGCCGCTCGCCGCGCTCGCCGCGACGACGGCCGTCGCCACGCTGTGGGCGGGCCTGCGCGGCGGGCTGCTCGCCGCCTGCGCGGCGCTCGTCGCGGGCGCGACGCTCGCGGTCTTCTGGCTCGTGTCGCGGATGCAGAAGCGGCGGCTGCGGATCGTGCGCCAACTGCCGTCGTTCCTCGACGGCATCGTGCGTCTCGTCACGCTCGGCAACAGCGTGCCGGCCGCGTTCCAGGCGACGCTGCAGACGACCGAGGCGCCGCTGCGCGGCTGTCTCGATCACGTGTCGCGGATGCTGCGCTCGGGCGTCGAGATCGACCGCGCGATGGTGTCCATCGCGGCGCTCTACCGGATCAAGGAATTCGAGCTCGTCGGCTCGGTGCTGCGGTTGTCCGTCAAGTACGGCGGCCGCGCCGACGTGATGCTCGACCGGATGGCCGTGTTCATGCGCGATCTCGAGCAGGCCGAGCGCGAGCTCGTCGCGATGTCGGCGGAGACGCGGCTGTCGGCATGGGTGCTCGGCGCGCTGCCCGTGGGCATCGGCAGCTTCGTGATCGCGACGAATCCGAAATATTTCAGCGCGATGTGGCTTGACCCGACGGGCCGCCAGCTCGTGTATCTCGCATTCATCCTGCAAATCGCCGGCGGCTACTGGCTGTACCGGCTCGCCCGATTGAGGTGA
>Genome_Assembly_CM000113_contig_112_4120-1344
ATGGCACACGACATTCAATTTGCCGACGGGGCGACGCCGTTCTCGCAAACGCAGCAGTTTCACGACATCAAGAACGCGGCGCACGAGCATCTCCTCACGCGCATCGAGGAGCTGGGCGCGGAGTTCGGGCGCTGGTCGCGGCAGGCGATCAATCAGTTCGTCGATCTCGAGATCGACAGCTTCGTGCGGCTGCGCCGCATTCCGCTCAACGAGAACGAAGTGCGCGCGATCGCCGAGGCGCTGACCAAGGAGCTCGCGGGCTTCGGGCCGATCGAGGACCTGCTCGCGGATCCGCACGTCGAGGACATCCTGATCAACGGCTACAGCGACGTCTACGTGTCGAAGCACGGCATCCTCACGAAGCTGCCCGTGCGCTTCACCGACAACGCGCACCTGCTGCGGATCGTGCGGCGCATTCTCGCGCCGATCGGCCGCCGGCTCGACGAGTCCAATCCGATGGTCGACGCGCGGCTGCCGGACGGCGGGCGCGTGAACGTCGTGATCGAGCCGCTGTCGATCGACGGCCCGGTCGTGTCGATCCGCAAGTTCCGCAAGGATCCGTTAAAGCCCGCCGATCTGCTCGCGAACGGCACCTTCAACGACGAGATCGGCGCGCTGCTCGAGGCCGCGGTCGTCGCGCGCTGCAACATCCTCGTGTCGGGCGGCACGAGCTCCGGCAAGACCTCGCTCCTGAACGCCCTCGCGTTCCACATTCCGGGCATCGAGCGCGTCGTGACGATCGAGGACACGGCCGAGCTCTCGCTCAACCACCCGCACGTCGTGCGGCTCGAGAGCCGCCCCGGCGGCTTCGACGGCACGGGCGTCGTGTCGATCCGCGATCTGCTGCGCAACACGCTGCGGATGCGCCCGGACCGGATCATCGTCGGCGAAGTGCGCGGCGGCGAAGTGCTCGAGATGATGCAGGCGATGAACACCGGCCACGACGGCTCGATGGGCACGATCCACGCGAGCTCGCCGCGCGAGTGCCTGTACCGCCTCGAGATGCTCGCCGGCTTCGCGGGCTTCCAGGGCACCGAATCGAGCCTGCGCCGGCAGATCGCGAACGCGGTCGATTTCATCGTCCAGATCGGGCGGCTGTCGAACGGGCGGCGGCGCATCCTGTCGGTCACCGAGGTGACGGGGCTGTCCGACAACATCATCGCGACGCAGGAACTCTACCGCTACGAGCCGCGCGTGAACGCGGACGGCGACGAGATCGACGCGTGGGAATCGCTCGGCATCCATCCGCATTCGCCGAAGCTCGCGCGCTTCAGGCAGGCACTGTCGGGCGGCGGCTTCGGCGGCGGCGAGCCGTACGGGCGCGGCGGAGGCTTCAATGTCTAG
>Genome_Assembly_CM000113_contig_112_5362-1239
ATGAACGCGAGAACACTCTCCTTGGCTGAACCCGCCGTCACCGACTACTTCGTCTGCGCGTCGCCCCATGGCGAGCACGTGAGCTGGCTTGCGCAAACGCTCGTGTCGGCGGGGACGGTCGAGCCCGCGCCGCTCGAGCCGACGGCGCTCGCGCAGCGGATCGCGGGGCTCAATCCGGTGCTCGTCTTCGTCGATTTCTCGGGCGGCCACGCGCAGGCGGCGAGCGCGGCGGCCGCCGCGCTGCGCGTGTCGCATCCGGGGCTGCCGATCGTCGCGCTCGGCTCGCTCGGCGAGCCGGAAAGCGCGCTCGCCGCGCTGCGCGCGGGCGTGCGCGACTTCATCGATTTCTCGGCGCCCGCCGAGGACGCGCTCAGGATCACGCGCGGGCTGCTCGATCACGTCGGCGATCAGCCGAGCCGCCACGGCCGGCTGATCGCGCTGCTCGGCGCGCGCGCCGGAATGGGCGCGAGCACGCTCGCCGCGAACCTGTCGGTGCTGGTGCAAAAGCGCTCGGCCGCGCTCGGCCGCCAGACGGCGCTCGTCGATCTCGGGCTGCCGGCGGGCGACGGCGCGCTGTTCCTGAACACGCGCTGCGAATTCGATTTCGTCGAGGCGGTGCGCAACCTGCGCCGCTTCGACCGGACCTTCGTGAACACGGCGCTCGCGCGCCATGCGAGCGGCGTCGCGCTCACGTCGCTGCCGCCGAACCTGGCCGGGCTGCGCGATGTGTCGTACGCGTCGTGCGTGGGCCTGATGAACCGGCTGCGCGCGTTCTTCGATTGCCAGATCGTCGATCTGGGCGGCTTCTCGAACCGCGATTTCGTCGCGCAGACCGCGAACGCCGCCGACGAATCGTGGCTCCTGTGCGACCAGGGCGTCGCCTCCGTCGTGTCGGCCGTCGAGTTGCTCGAGTCGCTGCGCGACACGGGCGTGGACACGGAGAACGTGCGCCTCGTCGTCAACCAGTACGATCCGGCGCTCGGCCTCGCGCCCGCGCAGATCGCGGAGCGCCTCGGCCTCGCGCTCGCCGCGACGCTGCCGTCGCGGCGCGTGCCGATCGGGCACGCGGCCAATCAGGGCAAGCTGATCGTCGACGTTGCCGAGCGCGATCCGTACGTGCGCGCGCTCGAGCCGCTCGTCGAACGCGCGACGGGCGGCGCGGGAGCCGCCGCGCCGCGCCCGGCGGGCGGTCTTTCCGCGCTCAGGCGCTTCATTCAACCCACCTCCAAGCGGTCGTAA
>Genome_Assembly_CM000113_contig_112_6754-1326
ATGAAAAATAAACTGATTGCATGGGCGGTGGCGTTCGGCGTGCTGCTGTCGTTCGCCGCGCGGGCGGCCGAGACGGGGACGATCGAGCTCGCCGCGGGGACGCAGCGGCAGATTGCCGTCGGGCACGGCGTGCAGCGGGTCGCCATCGCAGACCCGAACGTCGCCGACGTGCTCGTCATCAAGGGCGGCCGCGGCGGCGTGCTGCTCGTCGCGAAGGCGGCCGGCACGACGAGCCTGATGGTGTGGGAGCGCGGCCGCGACGAGCCGGCGGCCTACACGGTCAACGTCGTGAGCGGCGCGGCGCGCGCGCTGCTCGACGGCGGCTCGCCGAGCGTGAAGGCGTACAACGGCACGGCGGTCGTGGCGGGCTCGGCCGCGACGCTCGACGCGCATGCGCGCGCGCTCGCCGTCGGCAAGGGGATGGCGGGCAAGGACGGCGGCGTCCTCGACGTATCGACGGTCGGCGGCAAGAACGTCGTGCAGGTCGACGTGCGCGTCGTCGAATTCAGCCGCTCGGTGCTCAAGCAGGCGGGCCTGAATTTCTTCAAGCAGAACAACGGCTTCACGTTCGGCTCGTTCGCGCCCGCCGGCCTCGCGTCGGTGACGGGCGGCGGCACGTCGTCGATGTCGGTGTCGGCGAACATTCCGATCGCGTCCGCGTTCAACCTCGTCGTCGGCTCGGCGACGCGCGGCCTGTTCGCCGATCTGTCGATCCTCGAGGCGAACAACCTCGCGCGCGTGCTCGCGCAGCCGACGCTCGTCGCGCTGTCCGGGCAGAGCGCGAGCTTCCTCGCGGGCGGCGAGATCCCGGTGCCGGTGCCGCAGTCGCTCGGCACGATCTCGATCGACTGGAAGCCGTACGGCGTCGGCCTCACGCTGACGCCGACCGTGCTGAGCCCGCGCCGGATCGCGCTGAAGGTCGCGCCCGAATCGAGCCAGCTCGACTTCGTCCATTCGATCACGATCAACGGCGTGACGGTGCCCGCGCTCACGACGCGCCGCGCGGACACGACCGTCGAGCTGGGCGATGGCGAGAGCTTCGCGATCGGCGGGCTGATCGACCGCGAGACGACGTCGAACGTCGACAAGGTGCCGTTCCTCGGCGATCTGCCGATCATCGGCACGTTTTTCAAGCATCTCAGCTATCAGCAGAACGACAAGGAACTCGTGATCATCGTGACGCCGCATCTCGTCGCGCCGATCGCGAAGAACGCGTCGCTGCCCGCGACGCCCGGCGAGCTGTCCGAACAGCGCGACGGGCCGGTGTGGCGGTCGTATCTCGGCGGCGTGCTGTCGCCGGATGCGGGGCCGGGGTTCTCGAAATGA
Dataset S3: Amino acid sequences of ±10 annotated proteins flanking the putative protein of interest, based on physical map annotations.
>FIG00457188: hypothetical protein
MHRRFDDECRFRHFTEASPRFRHDFGATFDKMRRASETVP
>hypothetical protein
MNVGATFESYNGDAECGASRHAYAQRSIESFPSRCRVVPRVGQYWAECRARAGCAGTRRDRSLDPRRRASAC
>hypothetical protein
MIRRRISSFDQPFRLWFVNRPGFRASSYIQGTSKNRADAGMMPLTPKA
>transposase
MRDKPGGGEGNRGRALTEQREVDIRALLRGQMPDQLKMSFALWTRHAVRE
>hypothetical protein
MATQDIYCALVNEWFQHLGLEKTKDTSSKPVTINVDDRFDVHCCLASNEKMLMIAEWPALNLTEVTLAKALKENQPASQAMQPNIALRDDKYWQCWIDIPINGCGLPELMEGFRLVTQYADRLLDGISEDGGASAVNSFRSKHSFRL
>hypothetical protein
MPSMTVTRTTSQEQYVPAAGPTTPSTSNVDGRTLTVRPSTLSTDDLVKAPPEHRAKMAGVRLGIGSAGDRLNFLERNGVMPAEDKVLTAARYAHNVKIDHKNASNLEFQLNRMRIGEVSLPKQAKPDSMEIRNALDVIPLALPDRNEKHTIPTDKYLMNRLSSGAVEQARHHGCEFFCGSGRDEMLNHYAHRGFDRAISISSNTSTKFDLLSNSSNGKSLLVLSGMSSTTRIKHQLLQLHFADVDLNRVKLVGDINLLKAKSGDDLRKELSQLPPIPSKTLFIGARWQIMESLGKQLFHVGDSAKEGTGYGKLGVKEHKVADFVFDTATLNLDGRQHLVAALRMPNGDLAYDAMKGFLDHGFNQVIMCGAGGRLAGDAQVGDYMLLERSQYGDQSISLARECIHVPGAKLFENAKPTSNVTVDSPLQETQRWLDENQETGNVDVETAHILRALTEAGPDVKVLPGLFVSDVVGEHPLEGKISSDDAYRRLPEFVTASLGMIREQDTPLA
>Mobile element protein
MAFERIEAAEQTWGKVRSAEKIDRLLKGIPFKYGTPAIEGTPAPQAPAA
>hypothetical protein
MEPFDDPAGLRRRAWSMSSKARYSSYSRCSGLPQYSVPRSVSTCSSRMPALSKNGATRSLSRSAAGKGALRSWSVANATFESVSTKLIENRYHAHNSVSTAASHAPQLNQARSQKVTID
>GTP cyclohydrolase I (EC 3.5.4.16) type 1
MIDTQYNGACDVHHHSPAEIRRIRQFDPAAFEMAVGSLLMACGIEIDAAHTSRTAQRVRELWQKRLLDGYDVDPAEALGVGFDDRKEDMVIIRSIAVHGVCPHHLLPFRGVAHVAYLPGGRLHGFGRIARMIDAISHRFTYQEWITNEIATALVTHGKARGAACLIEAEQLCLLMGENRRGDERVITQCYVGEFDHNAQARNEFLRAINR
>hypothetical protein
MKHTSNHPDHSSAPPNLEKLENYPDLFARKTIELNGKRSRKMLWILLEM
>hypothetical protein
MRRPTIELEFDRAIEPGSVPHIVLRADDGTSVAVGPLSWLSDRRIAFAPRKPLKSNSRYEIMVPAGIRSTTGERSAHPLTSSFDTAPVTPPRGLPNLDGASCFINTALQLAVHSSALDDILSNEAVPPAVRTLLEDYDAASADALDAQLAAAVAALRATPEVPDSGPGQTLEVMQALRMPLYDTSSANNAKNNADAIRHAPPNTKAFFLNSYPPLSYADLPNHDRLVAFDYSTGGHYVAYVKRDGIWYRIDDAQVSAVNEQDLLALPAFNPANGSVSIEIAIYR
>Molybdate metabolism regulator
MATTAGGAAGGALGVAVDGAEGEAAAVAVGEAVGVAVGEAVGVAVGEAVGVAVGEAVGIAAGAVAGGVCPLDTCAVGAGATGEFGCVG
>hypothetical protein
MTRATQSGRTPDVERSFSGALRRGRFHEPLDLRGVRSGVAPCARKIAGCRAVRAVAEVPE
>hypothetical protein
MAAYRNGVPCESAAAHRRRREHESKTVRRSRRRFVSKAARWDDRLDPKRDSKRDSSLRDRR
>T6SS component TssM (IcmF/VasK)
YLVIGPEGAGKTTALARARLVSPLRHARDDAAIAPTEDCDWWCFDDAVVLDLAGRFAAPGATDDDRRAWHALLEQLGRARARRGVNGVVVAIDAPRLIEASRDALTIEGSAIRERLEQLIRLFDRRFPVYVLVTQCDRLYGFDEWAAQLAPEQRERAFGYLGDHDADAFVARALDSLDARLGALRVALAARGEPPSPRALMLPHELACLRPALEAFARAAFGPNVYQETPYLRGLLFASGRQAGGAPSLTLPDWLDAAPARTPGDAGLFLHDVFARVLPGERDAWLPVERPSRSRLVLRRLALAAWLLASVAAGLLMSASFVGDMRTVELVRRDYPAHPRFTGEFAHDTATLARIGRVIADVERRDERRLVRPLAGATPVGRLEAELKRRYVAHYRRSIEPTADRLFFGKPDGASDVRAADDARLAARIRNLVRYVNLMQARRRGADRETLAQMPAPAVARATDGGGARGVDSVGVSGVSGVSGVSGGVGGVGGVGGVGGVGGARAAEGAGRAVRASGGRRAGDARAARGMRGAAGNAGAGAEIAPAADGVRDRDEGFARVSALAVDLIAWSAPDDRALAARVAAAQAELERLAYRDPDGAWLLALPDASMPRDVTLADFWPAAEPRTLPDAQPAALRDVRVPAALTAAHRPAIDAFLDEMAQAVANRPKFAFHRDAFDTWYRARRIDAWRDFVARFPQGEQGLTTQAQWRAVIDRIADRRDPFAALLARVDREFESERDDTLPPWLRFVRTTSHMLAPAMLAPARLPAASGGLGAALGSISRSGGRALREALGGAPEQGRLTLERDAALRDALVDYERRVAALAADALAGPGAAYRLAADFHGFGVDPSVQASAMRAADSALRDVKRLAGDRDVGGDVVWSLVGGPLRALIAYVERQASCALQDDWERDVLWPLRRAATRDDVEGLLYGPQGAIWAFVDGPAKPFVRVGAARASALDTLGYRLPFTDAFLPLIDDAAARRVAQARRDAERRAQQQAALELDERIASLGKQIDALRAQTVRFGIVAQPTDVNPDAQAKPFETVLTLQCAPQARTLTNYNLRVSEQIDWQPDRCGDATLRISLGGVTLVRRYAGSLGVARFVQDFRYGVRRFTPRDFPDAKAQLQRLGVRHIDVRYDFSGHDALLAHVGRIDALERARRDDLARQRRAANRQDDDAGGATAIARAAASVANAPGAALPRRIGVCWGDPAHDRPDGDGAQP
>Flp pilus assembly protein TadD, contains TPR repeats
MRRNGFSPMTTAALAALALSLAACGAFKESGYGIGAQAERAALMQAAADKNATPDTPGMYLGLIGRMQSQGLYYASLAHIDAYEKQYGASPDTILLRADALRSTDQPAASTVAYRQLLGTPLAARGYRGLGLLAGASGDFDAASQALAQASALAPTDSPTLSDLAYARMRSGDIAGARVPLMKAAELDQNNPKILSNLALFLLATGQTRDALGLMNQLKLAPAVRAEIRNDATRIAAAA
>Type II/IV secretion system protein TadC, associated with Flp pilus assembly
MDPSRLGAIALVLGAIGVLMLAALAIMQAVLARRTGRTLADALDQRAAALEAAAARVAAGAGAAGAARAGMPEAAPDARRPRFAALLDRAGRFGMRLLDTRLGKQIVADEDRMLLEQCGYVDAHTRGIFLSARIACAIALPAAVALVGGETVRTHLGAWVALSVIAGFMLPKTYVRRRAAARRQSVVDEMPLLVDMLRLLQGVGLSLDQSIQVVTNDFRGMLPVLSSELGIAQRQFVAGRTREQSLQRLATSFDNEDLRAIVRLLIQVDKHGGAVQEPLKQFGDRLREVRRAMLRERIGRLTVKMTGVMILTLLPALFIVTAGPGMLAVTHALTAARR
>Flp pilus assembly protein TadB
MSSAALWALALALLCVAGAFALWRRGEANRERAHAARYIDSRLEPGARASAQPKMPAAAEPKRAAPMPAAGAAGGARAEKPAEGLARWRERAVDAWLNVSNRAGVSEIRAPLAALAATTAVATLWAGLRGGLLAACAALVAGATLAVFWLVSRMQKRRLRIVRQLPSFLDGIVRLVTLGNSVPAAFQATLQTTEAPLRGCLDHVSRMLRSGVEIDRAMVSIAALYRIKEFELVGSVLRLSVKYGGRADVMLDRMAVFMRDLEQAERELVAMSAETRLSAWVLGALPVGIGSFVIATNPKYFSAMWLDPTGRQLVYLAFILQIAGGYWLYRLARLR
>Type II/IV secretion system ATP hydrolase TadA/VirB11/CpaF, TadA subfamily
MAHDIQFADGATPFSQTQQFHDIKNAAHEHLLTRIEELGAEFGRWSRQAINQFVDLEIDSFVRLRRIPLNENEVRAIAEALTKELAGFGPIEDLLADPHVEDILINGYSDVYVSKHGILTKLPVRFTDNAHLLRIVRRILAPIGRRLDESNPMVDARLPDGGRVNVVIEPLSIDGPVVSIRKFRKDPLKPADLLANGTFNDEIGALLEAAVVARCNILVSGGTSSGKTSLLNALAFHIPGIERVVTIEDTAELSLNHPHVVRLESRPGGFDGTGVVSIRDLLRNTLRMRPDRIIVGEVRGGEVLEMMQAMNTGHDGSMGTIHASSPRECLYRLEMLAGFAGFQGTESSLRRQIANAVDFIVQIGRLSNGRRRILSVTEVTGLSDNIIATQELYRYEPRVNADGDEIDAWESLGIHPHSPKLARFRQALSGGGFGGGEPYGRGGGFNV
>Type II/IV secretion system ATPase TadZ/CpaE, associated with Flp pilus assembly
MNARTLSLAEPAVTDYFVCASPHGEHVSWLAQTLVSAGTVEPAPLEPTALAQRIAGLNPVLVFVDFSGGHAQAASAAAAALRVSHPGLPIVALGSLGEPESALAALRAGVRDFIDFSAPAEDALRITRGLLDHVGDQPSRHGRLIALLGARAGMGASTLAANLSVLVQKRSAALGRQTALVDLGLPAGDGALFLNTRCEFDFVEAVRNLRRFDRTFVNTALARHASGVALTSLPPNLAGLRDVSYASCVGLMNRLRAFFDCQIVDLGGFSNRDFVAQTANAADESWLLCDQGVASVVSAVELLESLRDTGVDTENVRLVVNQYDPALGLAPAQIAERLGLALAATLPSRRVPIGHAANQGKLIVDVAERDPYVRALEPLVERATGGAGAAAPRPAGGLSALRRFIQPTSKRS
>Type II/IV secretion system secretin RcpA/CpaC, associated with Flp pilus assembly
MKNKLIAWAVAFGVLLSFAARAAETGTIELAAGTQRQIAVGHGVQRVAIADPNVADVLVIKGGRGGVLLVAKAAGTTSLMVWERGRDEPAAYTVNVVSGAARALLDGGSPSVKAYNGTAVVAGSAATLDAHARALAVGKGMAGKDGGVLDVSTVGGKNVVQVDVRVVEFSRSVLKQAGLNFFKQNNGFTFGSFAPAGLASVTGGGTSSMSVSANIPIASAFNLVVGSATRGLFADLSILEANNLARVLAQPTLVALSGQSASFLAGGEIPVPVPQSLGTISIDWKPYGVGLTLTPTVLSPRRIALKVAPESSQLDFVHSITINGVTVPALTTRRADTTVELGDGESFAIGGLIDRETTSNVDKVPFLGDLPIIGTFFKHLSYQQNDKELVIIVTPHLVAPIAKNASLPATPGELSEQRDGPVWRSYLGGVLSPDAGPGFSK

Dataset S4: Amino acid sequences of reported virulence factors of Type VI secretion system of Burkholderia pseudomallei K96243.
>tr|Q63QC2|Q63QC2_BURPS Protease associated ATPase ClpB OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=clpB PE=3 SV=1
MSTPLKTLIAKLNPVCRKAAERAASHCFARGHYEVDLEHLFLALLDESTGDVPLVLRASG
VDPHALRADLERELERLKTGNTRTPVFSVHLSELFEQAWLIASLDSQIGRIRSGHLLLAL
LTGPDLAQFAQRMSSQFARVRVDDLKHKFDEIAAGSSEAEPRHADADVAVPDGAAASGDA
PRGPSKTPALDTYTTNLTQRAREGKIDPVIGRDAEIRQAIDILMRRRQNNPIMTGEAGVG
KTAVVEGLALRIAADDVPPPLRGVALHVLDMGLLQAGASVKGEFENRLKSVIDEVKKSAH
PIILFIDEAHTIIGAGGQAGQNDAANLLKPALARGELRTIAATTWSEYKKYFEKDAALAR
RFQVVKIEEPSEPLAAAMLRGMAALMERHFNVRVLDDAITEAVRLSHRYISGRQLPDKAI
SVLDTACAKVALAHSSTPAAIDDAKKRIERIDAEIAALEREAASGAAHDARLAELREARD
ADLKALAEDAARYEEERALVTEIGALRAELDAARESSADGKPVDVDATRAKLAERVDALR
ARQGNQPMVPLQVDGHVVAEIVASWTGIPLGRMVKDEIETVLNLRDLLGARVIGQDHALG
AIAQRVRTATANLEDPNKPRGVFMFVGPSGVGKTETALALADVLYGGERKLITINMSEYQ
EAHSVSGLKGSPPGYVGYGEGGVLTEAVRRNPYSVVLLDEVEKAHPDVLEMFFQVFDKGA
MDDAEGREIDFRNTLIILTSNVGSSAVMQACLNKAPQELPDAETLAETLRPQLYKTFKPA
FLGRMKVIPYYPISDDVLAEIIELKLERIRRRIEANHKAAFEWDESLVDAVLARCTEVDS
GARNVDHILNGTLLPEIAELVLSRIADGEAIVRIAARAAETGEFEYTVE
>tr|Q63QB7|Q63QB7_BURPS EvpB family type VI secretion protein OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSL3106 PE=4 SV=1
MNQQTAAAQSTGVQAGTESSLLDEIVEKSKVAKSESEHARAKDLIGELVSQVLDGTVVVS
DNLSATIDARVAELDRLISSQLSAVMHAAEFQRLESTWRGLDYLVKESNTGSTIKIKALH
APKRDLVRDFKNATEFDQSALFKKVYEEEFGTFGGSPFGVLVGDYEISRQPEDQYFIEQM
SHVAAAAHAPFIASAAPELLGLESFADLGKPRDLGKVFDTVEYAKWKSFRDSEDSRYVGL
TLPRFLGRLPFNPKDGAIAESFNFVEDVDGTDHDKYLWCNASWAFAARLTAAFDDFGWCA
AIRGVEGGGLVEDLPTHTFKTDDGEIALKCPTEIAITDRREKELSDLGFIPLVHCKNSDY
AAFFAAQSVQKPKKYSTDSANANAVLSAQLQYIFSVSRIAHYLKAMMRDKIGSFASAQNV
ETFLNRWISQYVLLDDDATQEQKAQFPLREASVQVSEIPGKPGAYRSVAFLRPHFQLDEL
SISLRLVADLPKPANS
>tr|Q63P49|Q63P49_BURPS Type VI secretion system contractile sheath small subunit OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0097 PE=4 SV=1
MAISNSSQKFIARNRAPRVQIEYDVEIYGSEKKVELPFVMGVLADLSGKPLEPLPAVGDR
KFFSIDIDNFDERMKAMKPRVAFSVPNTLSGDGQLMVDITFESMDDFSPAAIAKKVDALS
QLLDARTQLANLQTYMDGKSGAENLVSKVLKDPALLSALAKAPKPVAEQAENRESKEKH
>tr|Q63P48|Q63P48_BURPS Type VI secretion system contractile sheath large subunit OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0098 PE=4 SV=1
MAARESQARSADAQLATHSDFNALLSREFKPKTEQAREAVEHAVKTLAEQALANSVTLSD
DAYKSIEAIIGEIDRKLSEQINLILHHDDFQQLESAWRGLHHLVTNTETDEKLKIRFMDV
SKDDLRRTMKRYKGVAWDQSPFFKQIYEEEYGQLGGEPYGCLVADYYFDHTPPDVDLLSS
IGKVAAAAHAPFITGASPSVLQMDSWQELANPRDLTKIFTQNLEYAPWNSLRNSEDARYI
GLAMPRFLARLPYGIRTNPVDEFDFEESTDGSDHRKYVWANAAYAMAVNINRSFKHYGWC
TLIRGVESGGVVENLPCHTFPTDDGGIDMKCPTEIAISDRREAELAKNGFIPLIHRKNTD
YAAFIGAQSLQKPAEYYDPDATANANLSARLPYLFACSRFAHYLKCIVRDKIGSFKERED
MQQWLNEWIMNYVDADPANSSQETKARRPLAAAEVVVEDVEGNPGYYQAKFFLRPHFQLE
GLTVSLRLVAKLPSVKEAA
>tr|Q63P47|Q63P47_BURPS Hcp1 family type VI secretion system effector OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0099 PE=4 SV=1
MSHDIFLKINGIDGEAEDATHKGEIEVLSWSWNVSQQSNMHLGSGGGAGKATIDDLQFEH
YIDRASPNLVQYCLLGKHIDEARLVVRKAGGSPLEYIKLTMSDVLVTQVSPTGVAQDESR
PRELVRLSFSRLKQEYVVQNPQGGSGGAITATFDIKKNAA
>tr|Q63P45|Q63P45_BURPS Type VI secretion system baseplate subunit TssK OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0101 PE=4 SV=1
MSWHNKVVWNEGLFLLPQLFQQQERYFEYFAHKRAAVLSPFFWGFSRYEIDQESLSFGKL
VFKSGAGIFPDGTPFDVPGHTPPPPPLTIAAEHQDQVIYLAVPLRLPNTEETAFDEQAGS
LARYSAFEIELRDSNAIGQGPKPVQLANMRLRLLPEKELTQSWIGIALTRVKTLHADGSV
ALYDGDHIPPVSQYGANPLLREWATQLHGLAKLRADALATRLSGSDGRAGAAAEVADYLL
LQVLNRYEPLLEHICRIREMPPVTLYRELSMLAGELSTFVRPQTRRPRPTPGYDHAQLYA
SIRPLVDEVHYLLNQVLIRGAQPIPLTEQPHGIRVATMLPSELAGYSSLVLAVGAQMSPD
VLQQQFASQTKISHPQRLPELIRSHLPGMTMIPLPVPPRQIPFNSSYIYYELSRTGPFWE
QIAQQGGLAMHIAGHFPELKLELWGVRHK
>tr|Q63P36|Q63P36_BURPS Type VI secretion system baseplate subunit TssF OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0112 PE=4 SV=1
MDPQFLDHYNRELTYMRELSAEFAAQHPKIARRLGMQGIEVADPYVERLIEAFCFMSART
QLKLEAEFPRFTQRLLEVAYPNYVAPTPSMAVARLRPSLREGDFSKGFKVPRHSMLRSSI
PPGEQTACEFRTGQDITLWPIEIAGATLTAVPPDLPDLQRSLLPHTKLRGALRLRVRTVG
EIRFSQITGLDRLSLYIGGDERIASHLFELIHASSVASVVRAPGAARGEGAVVAKNAVDF
EGLSPDQSLLPLVWNTFHGHNLLHEYFTCRQRFYFFALTQLNAGLSRIDGKEAEIVLLLD
RLPDELVTHVEAARFLLFCAPIVNLFPKRTDRVEINRAQTAFHLIPDRTRPLDYEVFSVS
RVFGQKAETSTEVTFNPLYQTLHSDIGNYGRYFSILREPRTTSTNARKYGTRTPYVGTEV
YVSLVDQAEAPYADDIRYLSVDAWVTNRDLPRLIPRNGVNDLTMQDSVPIEGVSLVHPPS
APREPYATGETAWRLIRQLSFNYMPLAELDHRDGGQALRNMLRLFVGTSEREQATQIDSL
VGARTEPVVRRLPGHGLLVYGRGVRCELTVDESGFSGLSPYLFGLVLEQYLTRHVSINVF
TETELRSMQRGLVTRWKPRMGGRGAV
>tr|Q63P32|Q63P32_BURPS Chaperone-related protein OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0116 PE=3 SV=1
MTVSRQALFGKLGYSLFRSIESATAFCKLRGNPYVELVHWLHQMLQAADGDMQRIARHCD
IDLGELERDMVRALGELPAGASSISDFSHHIETAIERAWVLATLDFGDRRIRGAWLLAAL
LKTPELRRVLLSISSAFGRIRVDELDAMLPAWIDGSPEANETPYDDSDFGAAIPGEASSA
MQQKGGGSPLEQFCLDLTARARAGQIDPVVGRELEIRTMIDVLLRRRQNNPLLTGEAGVG
KTAVVEGLARAIAAGDVPPKLADARLLSLDVGALLAGASMKGEFEARLKGVLEAAAKATL
PVILFVDEIHTLIGAGGQAGTGDAANLLKPALARGTLRTIGATTWAEYKRHIEKDPALTR
RFQVLQVPEPDEAAAIDMVRGLTRTFSRHHGVVVLDEAIRAAVKLSHRYIPSRQLPDKAI
SLLDTACARVALSQHAPPRELQDVRRRLEAARVRLELLDGEQRIGLGDEAALAQSRAEIA
ALEVEEQSIDACWRQQIEAAQTLLSAREAAGDAAASAIDALRELEHALSNLQGDHAFVFP
EVNEAIVAEIMSDWTGIPVGRMVTDEVSAVRALPDTLAARVIGQRDALHQIGDRVQTARA
GLTDPKKPLGVFLLAGPSGVGKTETALALAEALYGGEQNLITINMSEYQEAHTVSGLKGA
PPGYVGYGEGGVLTEAVRRRPYSVVLLDEIEKAHPDVHEMFFQVFDKGYMEDGDGRYIDF
RNTTILLTSNAGSDLVSGLCMDEACAPDADGLCAALASELLKTFPAAFLGRVTLVPYRPL
AQETLSRIVRLHLDRVVTRMAENQGVALRYSDNVVDYVVNRCLVQETGARLLIGFIEQHV
LPLLAKLWLDSLASKHVLTRVDLDVADPAAAPTEAFALRAS
>tr|Q63NX9|Q63NX9_BURPS Type VI secretion system baseplate subunit TssK OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0169 PE=4 SV=1
MSWHNKVVWSEGLFMRPQLFQQQERYLEHYAHKRAAPLSPFFFGFSHFSLDSEAPALGKI
IVKSASGVFADGTPFDAPGSTPPPAPLTIRPEHLDQVIYLAVPIRVPNGEETAFDRAAES
LARYAVFETDLRDTNSIGQGPKTVQLSNLRLRLLPEKELTDAWIGLALTRVKTIRADASI
ELDDMLIPPVVGYGASDTLASWLAKIHDLTRLRANALAERLTGSDGRAGTTAEVSDYLLL
QTLNRYEPLLKHLQRVPTTSPAELYALLIGMAGELSTYVRTDTRRPLDTHPPYQHVAPHL
CLKPVVDDTHRLLNAVLVRSAQRLALADLGHGMLNAVVDPVDMQGFTAVVLAVHAQMPPD
LLQQQFAAQAKAGPSERLPDLVRSHLSGIALQALPVPPRQIPFNAGYVYYELARGGPLWD
EVARHGGLALHIAGEFPSLKLELWGIRG
>tr|Q63NX7|Q63NX7_BURPS Hcp1 family type VI secretion system effector OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0171 PE=4 SV=1
MAQDIFLKIDGINGESLDDSHKDEIEVLNWNWEIQQESTMHTGSGGGAGKASVKDLTFEH
AIDRASPNLMKYALTGKHVDQAVLVMRKAGGNPLEYLKLTMSDVIITRVRPSGSRDDTER
SRETVSLSFAKVKQEYVVQNAQGGSGGAVTTSFDIKGNKEA
>tr|Q63NX6|Q63NX6_BURPS Type VI secretion system contractile sheath large subunit OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0172 PE=4 SV=1
MKKQQAQTAAAGVQPQADSDFAQLLAQEFKPKTEQAREAVEYAVRTLAEQALAQSATISD
DAYKSIAAIIAQIDHKLSEQINLILHHADFQKLESAWRGLHHLVSNTETDERLKIRFMDI
SKEELRRTMRRYKGQSWDQSPLFKQIYEEEYGQLGGEPYGCLVADYYFDHTPPDVDLLGS
ISKVAASAHTPFLSGASPSVLQMESWQELANPRDLTKIFTQNLEYASWNALRNMDDARYI
GLAMPRFLSRLPYGVLTNPVDEFDFEEDTNGADHRRYAWTNAAYAMGVNINRSFRLYGWC
SLIRGVESGGTVENLPCHTFPTDDGGIDIKCPTEIAISDRREAELSKNGFIPLVHRKNTD
HATFIGAQSLHKPAEYDDSDATANANLSARLPYLFACSRFAHYLKCIVRDKVGAFKERED
MQRWLNEWIMNYVDADPANSSQDTKARRPLAAAEVVVEQAQGNPGYYQAKFFLRPHFQLE
GLTVSLRLVAKLPSIKEAA
>tr|Q63NX5|Q63NX5_BURPS Type VI secretion system contractile sheath small subunit OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0173 PE=4 SV=1
MSASSSSQKFIARNRAPRVQIEYDVEVYGSEKKVELPFVMGVLADLSGKPVAPLPAVADR
RFLDIDIDNFDERMKAIKPRVAFAVDNTLSGDGQLMVDMTFESIEDFSPAAIARMVGPLR
QLLEARTQLANLQTYMDGKSGAETLVNQLLQDPALLRSLAAAPKPQLAGGPDAGNARGAK
DAPDTANHDSDAA
>tr|Q63NX4|Q63NX4_BURPS Chaperone OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0174 PE=3 SV=1
MAISRQALFGKLGATLFRAIESATVFCKLRGNPYVELVHWLQQLLQQSDSDLHRIVRHAG
IERDALDRDIARALAALPAGAGSISDFSHHVEAAIERAWVLATLRFGDRRIRGAWLVAAL
VDTPELRRVLLSISPAFARIPHDDALDDVLPAWTAGSPEAADAPYDHADSAPASPGEPSG
ATRAAPNGSPLERYCTDLTARARDGDIDPVIGRELEIRTMTDVLLRRRQNNPLLTGEAGV
GKTAVVEGLALAIANGDVPPKLADVRLMSVDVGALLAGAGMKGEFEARLKGVLEAAAKSV
APVILFVDEIHTLIGAGGQAGTGDAANLLKPALARGTIRTIGATTWAEYKRHIEKDPALT
RRFQVLQVPEPEEPAAVHMVRGVARAFARHHRVTVRDEAIRAAVALSHRYIPSRHLPDKA
ISLLDTACARVALSQHAAPGELQHVRQRLLAARAERDLLEQEARIGLDAGQSLAAVRERI
EALAAEEAAVDARWKAQADAARALLAAREAALAECHRESCSETRAGSLSESRTESRTESR
ARSHIDSSAYAHSDVPAEMHVGSHAGSRAATCPDTHAEAHAAPASPPPAADTPHAGAAPG
LRELERALAAAQGDAPLVFPEVDETIVAQIVADWTGIPVGRMMTDEVAAVRALPATLEAR
VIGQPDALRQIGERVQTARAGLADPKKPLGVFLLAGPSGVGKTETALALAEALYGGEQSL
ITINMSEYQEAHTVSGLKGAPPGYVGYGEGGVLTEAVRRRPYSVVLLDEIEKAHRDVHEL
FFQVFDKGYMEDGDGRYIDFRNTTILLTSNVGAELSASLCADASLAPDAAALRDALMPEL
LKVFPAAFLGRVSVVPYRPLEARALARIVRLHLDRVVARMAERHRIALAYDDAVVDYVVG
RCLVQETGARLLIGFIEQHVLPRLSALWLDAFPSKAALARIDIGVADAAAPAARALVFRP
GQASRAGPPNAPLTAVQAG
>tr|Q63NX0|Q63NX0_BURPS Type VI secretion system baseplate subunit TssF OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0178 PE=4 SV=1
MDPQLLDYYNQELIYMRELGAEFARAHPKIARRLGMQAGEVADPYVERLIESFCFMAARM
QIKLDAEFPRFTGRLLEVLYPNYVAPTPSMAVARLYPSRTEGNLAQGFRVARGTAFAARV
PAGEKTACRFRSGQDVTLYPLEIADARLTGIPPDIPALDRYVPAGAQVRGALRLRLRTTG
NMRIADLRGLDRLPLYLAGDAQVASHLFELLHVAGVATLTAAPGEFAAPGRPPAAVTVDA
LAHEGLGADEGLLPLTWAKFHGHNLLHEYFACPERFYFVALTGLEEGLRRIAGSEVEIVV
LLEQSPERLADVVDASRFALFCTPVINLFPRHMDRIELSSGQTECHLVPARLAPLDYEVF
SVEAMYGQVAATSAELEFRPLYQTLNDDESNYGRYFSTRRERRLVSDFARRYGTRTPYVG
TEMFVSLVDQNEAPYSEDIRYLSVDALVTNRDLPSLVPRDGVRDLTAIESAPIDSVGLIR
APSAPKAPYAEREIAWRLIRQLNFNYLPLDELDHRAGGQGLRGLLRLFLAGDEADSRRQV
ESLVGVKTRPVTRKLPGAGPLVFGRGVECALSVDETGFSGVSPYLFGLVLEHYLARHVSI
NVFTQTELNSIQRGRIARWPVRMGARGGA
>tr|Q63NW9|Q63NW9_BURPS Type VI secretion system baseplate subunit TssG OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0179 PE=4 SV=1
MTQAAVADTALSPQALARLRAEPWRYGFLALLRRIGADARIDPIGKARRPQAEPFRLGQQ
PSLAFAPREIASVGDANGRLKVRLFGLGMLGPNGPLPIHVTEIARDREESRRDPTLGNFL
DIFHHRYLTLLYRAWASAQAVAGLDRPDDERFSFYVASLAGQDLDEVGAQPLPAHARLSA
SPHLVREARNADGLRMTLERYFGVPVTLEENVFHWIAVDPLEHSRLGRPGDASTMAAGAL
LGELVPDRQHKFRLVFGPLDIDAYLRFTPRGEDLPRLVEWVRAFVGYEFEWELELRIKPN
GAPPAVMGGPHQLGWSGWLGRSPSGEPVTGMRFEPEHYAHGFARGTARDTRGMRGER
>tr|Q63NW6|Q63NW6_BURPS DUF2169 domain-containing protein OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0182 PE=4 SV=1
MKIVKPLAISPLTRVYRMHGREYLGVAALLIATLGDEPKLLAESALWRLAGDELRGYPLD
MALPKACPEFLVSGYAYGKYASDPHACACEVGVRIAGLEKRLRVCGDRQWAGARITAPRP
FERLPIDWDLAYGGAGCADNPRGRGAHAREGAPRDLPNVEYAHSPMRFAHEQPAPAGFCP
VDAAWPARAGLYGALDRQWQEEDCPGFPRTLDPRYFNIAPADQQLPELRAFPDGARYELT
HMHPDHATLAGNLPALRARSFVVRRGSDAPEEMPMRLTTAWFVPHRERVILIYHGVTPVR
AFDASDVQTVLFGAEASGHARPADWYRQVIEWRTRDDRAALYALRDRDLLPEHALAPEAA
ATPEPTQQSAKQRQLRERLSVFPDAPRAQTPAPDRLAEFVEQQQALADEKRAALEAMRRE
LATSEVFSVGRRRGPPGRIAPADEEPARHAGALAESPDIRALERDADERLRGLYQQCAQH
QDAPARLHGAAARARRECVASAAAAGQSLQVADLTGADLSGMDLRGARLAGAMLENADLS
DADLTGADLSRTVLVRADLTRAKLVDARLTAANLSLAHCERTDFSGSDLSDGIFEQVHLR
DCRFNGSVLASTRFDACRFDAVDFGRATLRELIFIEQSFSGVSFSDATIRKMLLMRCAFA
DVRFSAASIDGFGIVETQASGQLRFDRASVNKACFVGRCDIGRADFSFATLTEVNFRETQ
LVEANFGGARIGNCDFTDACLRAADLRGAKAEGSPFVRADLTRADLRDTDLIAAYLRGAK
LDGADLRRANLFRANLSQILIDADTRWQGAYLNRAVRFPLAEART
>tr|Q63NW5|Q63NW5_BURPS Pentapeptide repeat-containing protein OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0183 PE=4 SV=1
MSTRADRLRDAIRHGRAIRDTAIDAGDFDGHDWSGGVFERVRFIGVSMKRVRLDEAVFID
CLFRDVDMRQAGCARCTFDRCRLERVDLSASELRDCMMNGTHAAGVYFSGARASGLHCVK
SDLGDCGFDDARIESAVFSDTRLARAAFTRAAVRKAVFYRLDLTSAVFADAAFDDTVFAE
ANLAGQRLQGQRMHRCQFVGADLRHADFTGARLAGCNFQRAKLTGARLDGVDAPNTVFFE
ADAPDATCRDAALRGSIWVQADARRIDFTGSELDGAVFQRATCTGARFSRAKLEGADFSY
ADLTGAVFDEAGFARTAFHGATAPAIAWRDHPGAVACDAELSDAQAWSRQRDEQARREEC
>tr|Q63MY2|Q63MY2_BURPS Type VI secretion system contractile sheath small subunit OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0516 PE=4 SV=1
MVRQKDGQKFIGESRAPRVQIEYDVEVYGSQKKVELPFVAGVMADLSGDNVEPLGPVEDR
RFQEIDVENFDERMAQIAPSLSYHVKNVLTNDGTLIPIDLTFTSMESFEPADVVKRIPEL
STLLEARNRLKELLTYMDGKAAAEDVIQELLKSPQWANEADAAEQSGGAGEGGDHQPEEG
AK
>tr|Q63MY1|Q63MY1_BURPS EvpB family type VI secretion protein OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0517 PE=4 SV=1
MSMQQLESSAEKVVVDQNNVNEDLKDILRRSFRPRTNEAAEAVQNAVETLLTYARRSRVV
VREDVAQTIEQLVAELDKKISEQLTLVLHNKRFQSLEGAWRGLHYLVSNTDTSENLKIRY
LNISKADLGKTLRRFKGVVWDQSPIFKMIYEQEYGQFGGEPFGCLIGDFYFDHSMQDVSI
LTEMSKISAAAHAPFIAAAAPGLLQMDDWSELSNPRDVSKIFTATEYAFWRRLRESNDSR
YLALTLPRFLARVPYGPKTQPVEEFGFEEKVDPNRAEDFCWANSAYAMGANITRAFKTYG
WCTKIRGVESGGAVEVLPKFVLPSQDREVDLHCPTEIAISDRREHELSESGLMPLVYRKN
SDTAAFIGAKTVHRPAIYEDDDATANSNLSSRLPYIFATCRFAHYLKCIVRDKIGSFKSA
EDTQRWLNDWLMNYVDGDPSISSEVTKSQRPLSAAEVVVDEIPENPGYYRAQFFLRPHFQ
LEGLTVSLRLVSKLPSTKHEVTT
>tr|Q63MY0|Q63MY0_BURPS Type VI secretion system OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0518 PE=4 SV=1
MANALVDYFLQIDGVEGESTDQQYPGLIQIQSWQWAEENSGRWGFGSGGGAGKVEMKDFE
FRMVSNKASPKLFLMCATGEHIQNAKLICRKSGKGQQEFLTISFASGLVSSFRTLGNMPI
SQLGHASGEVDGVLPTDQIRINFAQIEFEYREQRNDGTMGAVIKAGYDLKQNAPI
>tr|Q63MX6|Q63MX6_BURPS ATPase OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS0522 PE=3 SV=1
MNRERIFNCLGRTTYAALVDATALGRSRRHAFIDLDHWALCLLQREQSDLARLFELFGSD
AGEAKRRMEKALDGFDVSGDSLRDISSSLERSVGPAVIWSQIAARAGKVRSGHLLLAWLD
EDLTRRWLQQRVPSGITSVALDDVVKRYEALAAGWPEADEAPAALDGAALGAQAGEAGAD
GTGDALAKWATCVTEQAARGELDPVVGRDDELRTVIDILSRRRQNNPILVGEAGVGKTAV
VEALAQKIHAGAVPPGLVGAQVWALDLARMQAGAGVRGEFEQRLKSLIDAVIASPAPIIL
FCDETHTLIGAGGAAGTGDAANLIKPMLARGQLRMVAATTWSEYKQYIEPDAALVRRFQA
VAVDEPSDDAAVDMLRTIAPRFAAHHGVRIVDSALRGAVELSRRYLPARQLPDKAISLLD
TACARVAMSQSCAPAELERLQHQAFAIGQTLDWRASDRRMGVRTPGDEAELEGRQASLAQ
QAATLETVVDAQRDEVRAWLARLNDATPQAADGDGAAFAARIGANRWVRPWVDEHVVSEV
LAEWTGVPVAQLAQDDAQRVVELEAALNAGIHGQTGAMRSIAQALQVSHSGLNDPRRPLG
VMLLAGPTGTGKSQAAAKLAELLFGGERNLLQFNMNEFQEAHTVSTLKGAPPGYVGYGKG
GRLTEAVRKKPYSVLLLDEFDRAHPDIHEVFYQVFDQGWMEDGEGRRISFRNCLILLTSN
LGEAEIEAACKADPRISQAKLDKLVGERLQGRFSPALLARIQLVAFRTLDVDALTGIATQ
ALDELGERLAQNDLQWRADEGVASWIAHAVSQHPANGRAVRDLLRQHVMPAVARGVLAAR
AEGRALKTVRLAANEKLSLVFDEDAWELSGTDAASLGEQAQAVAMAREAEAVAAAVAARE
AHGAHGTNEADGGGGAPHAAKADAHVDSDDERPGGAPHPDETASANAGTTGEPSCV
>tr|Q63K68|Q63K68_BURPS Type VI secretion system contractile sheath large subunit OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS1497 PE=4 SV=1
MEGEHLQSPKHDDAPDATPPESPASLLDELIEAARVKRDEDAYPITRHGIQAFVAHLAKP
KRPIETVSQATIDDMIAEIDRKLCRQIDAILHDPAFQQLESTWRSLKFLVDRTDFRENVK
VQILDVGKTALFDDFEDSPDITKSGLYQKVYTAEYGQFGGQPIGAIVANYTFGPGAQDVK
LLQYVASTSAMAHTPFIAAAGPAFFGIDSFGKLPNVKDLASLFEGPQYAKWNAFRESEDA
RYVGLTLPRFLLRLPYGANTTPVKRFNYEERVDGGDAHFLWGNAAFAFATRLTASFADYR
WCANVIGPKGGGTVTDLPLYAYESMGEIQNKIPTDVLISERREFELAEQGFIALTMRKNS
DNAAFFSANSTQKPKFFGISKEGKEAELNYRLSTQLPYIFVVNRLAHYIKVIQRENIGSW
KERGDLEQELNQWIRQYVVDMDNPSQSVRSRRPLRQAQIVVSDVEGEPGWYRVDMKVRPH
FKYMGAFFTLSLVGKLEKR
>tr|Q63K63|Q63K63_BURPS Clp-type ATPase chaperone protein OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS1502 PE=3 SV=1
MLLVDLKPLIEQLNPYCRNALESAVGACVARRHDDVAVEHLLARLCDEPSADVALLLRAC
GADAARLRRQADAALDARPAGDGGRPAFAPSLLALLQDAWLIASLELGDTHIRSAAVLAA
AVARAARQPSPGGDDVLQSLRKDALVARFASGACARSIESRASGALDAAPGEASDTRDAS
SAIARYCEDFTAKARAGGIDPVFGRDAEIRQIVDILARRRKNNPVCVGEPGVGKTAVVEG
LALRIAEGDVPATLRGATLLGLDLGMLQAGASVKGEFEQRLKRVIAEIRASQTPVVLFID
EAHTLIGAGGAAGASDAANLLKPALARGELRTIAATTWSEYKKYFEKDAALARRFQPVKL
DSPNVATSVMILRGLKERYQDAHGVTIRDDALVAAAELSARYITGRQLPDKAIDLLDTAC
ARVKVRQQTKPAALEDAQRAIQALERERRALRDELAERCAPDTPRVADIDRELAALSARA
GALRDAWAAQRDAAQALVDARRACRAAADATDAAGTTGTAHAGELADSADVSDIADVAKM
ADAADAAPADAETGSNARDADVRMPAGTCARIAPNPDARARPPLRAPHADARERAARALA
EATRRFEHAQRDTPLVRIDVDPDAIADVVADWTGIAAGKLRRDRANVMLRLADTLRRRIR
GQDHAIEQISEAVKAGAAGVHDPRRPLGVFLLAGPSGTGKTETALAVADALFGDERSIVV
VNMSEFQERHDVSRLIGSPPGYVGYGEGGMLTEAVRQRPYSVVLLDEVEKAHPDVLNLFY
QVFDKGSLSDGEGKEVDFANTVIFLTSNLGADIIADIAARGARPDPDAMRAAVRPALSRH
FKPALLARMTEIPYAPLAPDTLADIARLKLERIAARVAAQHATRIVYDDAVVAHVAARCT
EVESGARNVDFILQRHVLPALAQHVLVCAGNAAPMPAIRVAIDAGGRFVVSNDAPADSDA
RDRSDASDASDASDAIDAVDAVDAVDAPNAPNAPNAPNAPNAPNAPNAPNAR
>tr|Q63K61|Q63K61_BURPS Exported protein OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS1504 PE=4 SV=1
MKIVKPETLALMCRTLRIERADRLSIGALACFALRAHAPDGPGDLAPEATLWQIAQQWLG
AHAPLDEGWPKPAGEFLVYGDACAPAGREHAGGAPFAVRARIGAACKARLVDARDPADRV
LADFRALPPSHPQRVRDLGPFDARWLAERWPHLPSGTRAEHFHTAPRDQRIAGFWRGDED
IELVNLHAQHPIVAGALPRVRARCFVERSAGGATRVDACPMRAETVWLFPGAACGIVLYR
GLATIDDEDGDDVLRVIAGWEDAAAPPLPADAYLGRPASGGAGSRPTPAPDAAPVASVVP
AALTAEEAHADEHAPGGSASASQAHSPAAPEFPEAPHAPDLSALEREAAALAGQTDALLA
GLGITEADIARLLPARDAPAELNLDQLATLAAELDAQTAQWQAQQAAAAVERGDAASATP
AAPATPDAEAAHEASLADLLRQADAQMRALVEQHGLSRARMEAAARTLPELAPLAGSLDA
LDALDAPLDVDALTAGLAAAGGDAAAEPDTPAEPSPPAPANEFAAAVPAPASSTAAPPVD
DAPPGPLTREQVIERHARGLGFAGLDLSGLDLSSAALERADFRRARLERTRFAGCRLAGA
SFERALLSHADFSNADLRDAVFAGASAPGASWRGAVLERARLEHGDFSGGDFAQASLADS
HCAHAQFDASAMTALVAARIDGTHASFAGCTLDAADFTSARLPRANFQHATLADAALACA
HCDGAEWYGAQAPRARLRAASLRGSRADASTSFRQADLSSAALDDANWDGVDLRGTNLHE
ATLDGASLARANASGAQLTRARARRADLTQADLTHADARCSNLHGASLRRARLGGTQLQS
SNLYGADCYGTALARPQLDGANIERTLLAVPGRPELAASR
>tr|Q63K60|Q63K60_BURPS Pentapeptide repeat-containing protein OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS1505 PE=4 SV=1
MSDLVHTALAALADTRTLTGIDLSDADLSGRDLSGCTFERVSLRGANLSAAQLDATRWLQ
CDLTGARLDGATLGESSWHAVALRAASLRATTGDAFAMTETDLAGATLTDALWARATFER
GDFSAAQCGRAKLLRCEAADCRFERTDFANAELERFVAMRAELSSARFDATRLTHAFFAE
ANLRGQRFERCDLTMTHFSRAALAGCDFSGASLMQTMFFDADLERATLAGARGRHVRFAG
ATLDGANLAHAAFDESDFARARLRTANARGLRARMSLFAHADCAEATLAGGHFVYCDFSH
ATLSHADCTGADFSHANLHGLADHAARWDGARKTGARATDPALAHAERWTAPQR
>tr|Q63IH9|Q63IH9_BURPS Clp protease ATPase OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS2094 PE=3 SV=1
MSDIGRVTLFGKLNTFLYETLEQATGFCRLRGNPYVELAHWLNQMLRRPDSDVHRILRRF
DIDAAAIDRGIVSALDRLPRGAGSVSDLSAHIDDAVERAWVYATLKYDAAQIRGAVLLLA
LVKTPQLRNVLYAIARDFERIVPDVLADELERIVAGSPEAPSPAARAAAGAIGDAGAAPS
AAREGSALARYAIDLTARARAGEIDPVVGRDGEIRQIVDILLRRRQNNPLLVGEAGVGKT
AVAEGFALRIVAGDVPPPLRDVELYLLDIGLLQAGASVKGEFESRLRGVIDEASSSERPV
ILFIDEVHTLVGAGGAAGTGDAANLLKPALARGVLRTIGATTWSEYKQYIEKDPALTRRF
QLVQVREPEEGAALAMLRGLAAKLEAHHRVLVLDDALQAAVTLSHRYVPARQLPDKAISL
LDTACARVAVSQHAVPAPIEDVRRRIDSLRVERELIARECALGAGDAQRLDAIDASIAGE
QTTLDALDARWQAERDALGKIVDWRASLLADDSSRVLDEAARADVQAKLSAALRALAELQ
GETPLVLPAVDTHAVAAVVSDWTGIPLGRMVRDEMQSVLKLAETLAERVVGQPHAVELIA
ERIQTARARLDDPAKPHGVFLLCGPSGVGKTETALALAEMLYGGEHNAITINMSEFQEAH
TVSTLKGAPPGYVGYGQGGVLTEAVRRRPYSVVLLDEIEKAHRDVHEIFFQVFDKGWMED
GEGRYIDFRNTVILLTSNVGSERVMQLCRDPQRLPDAQTLTDALRAPLREVFPAALLGRL
TVVPYYPLTDEMLARIVALQLARIERRIEAHHGIALRCADSATALIAERCRTIESGGRMV
DAILTHTVLPRISQEILRATIEGRALRAIDVSAEDGQFVYRFEEEGAT
>tr|Q63IH7|Q63IH7_BURPS Type VI secretion system baseplate subunit TssF OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS2096 PE=4 SV=1
MDTRLLDYYNRELAYLRELGGEFAQQFPKVAARLRMHESGPPDPYVERLLEGFSFLTARV
QLKMDAEFPRFTQALLDAVYPGYVAPLPSMAIVQFTPMMNEGSLAQGYRLPAGTALRARP
AAAEQTACEFRTAHDLTLWPLELAGASVTGAPAYLPRSATAARRDVRGALRIRLKARGGA
GLAQLPIDRLMFHLAGPERDALHLLELIAGHTIGVVCHDAAQPPRWLHALGAHALAHQGF
DADQALLPDEGRSFHGYRLLREYFAFPARFLFFSIEGLRPALARATGDTFELTLLLDRHD
AALENSVDARHLALNCTPAVNLFARRADRIPVHPGAREHHVVVDRSRPLDYEVYAVRRLA
GEQRDDGQMRAFRPFHASFAGDGGNYGAYYTVRREPRLVSAQARANGTRTGYVGSETFVS
LVDSACAPYDESIRYLSVDTLCTNRDLVLLLPAGDANAFTLRVSAPVERIAMIRGPSRPR
PPLADAQSAWRLVSHLGLARHTLTDVDDEEGARVLRELLGLHADPADAAMRRQIDGVHRV
AFAPVFRRLPAAGPLMFGRGVQVDVTVDDHAFSGDSPYLLGAVLEQFFARHVSINSFAEC
VLSSAQRGRLAQWPARVGRRPAI
>tr|Q63IH4|Q63IH4_BURPS EvpB family type VI secretion protein OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS2099 PE=4 SV=1
MNERAQTQADTRAAAQPVVARDEFAALLQKEFKPKTAEARESVERAVRTLAQQALEHTVG
MTTDAYGSVKQIIAEIDRKLSEQINLILHHQEFQTLEGAWRGLHYLVTNTETDELLKIKA
LPASRNELARTLKRYKGVAWDQSPLFRKVYEEEYGQFGGEPFGCLVGDFHFNHSPPDVEM
LGELSKIAAAAHAPFIAGASPELMQMDSWQELANPRDLTKIFQNTEYAAWRSLRQSEDSR
YVGLAMPRFLARLPYGARTNPVDEFDFEEDTGAASHDRYTWANSAYAMAANINRSFKLYG
WCSSIRGVESGGAVQGLPCHTFPTDDGGVDQKCPTEIAISDRREAELAKNGFMPFVHRKN
SDFAAFIGAQSLYQPAEYHDPDATANARLSGRLPYLFACCRFAHYLKCIVRDKIGSFRER
DDMERWLNDWIMNYVDGDPANSSQETKARKPLAAAQVVVEEIDDNPGYYASKFFLRPHYQ
LEGLTVSLRLISKLPSAKAAGE
>tr|Q63IH3|Q63IH3_BURPS Type VI secretion system contractile sheath small subunit OS=Burkholderia pseudomallei (strain K96243) OX=272560 GN=BPSS2100 PE=4 SV=1
MTSKYKASASGQKFIARNRAPRVQIEYDVETYGAERKVQLPFVMGVIADLAGKRAEPLPD
LPERKFLEIDVDNFDERMKSIAPRVAFQVPNTLSGDGMLSVDMTFESIDDFSPAAIARNV
DALRRLLDARTELSNLLSYMDGKHGAEQLIENAINDPALLASLVRQPLAADAEGGARQPV
TGTEDDPEIRHE
Dataset S5: Amino acid sequences of human proteins related to virulence factor BPSS0516 of Type VI secretion system of Burkholderia pseudomallei K96243.
>DOB_HUMAN
MGSGWVPWVVALLVNLTRLDSSMTQGTDSPEDFVIQAKADCYFTNGTEKVQFVVRFIFNLEEYVRFDSDVGMFVALTKLGQPDAEQWNSRLDLLERSRQAVDGVCRHNYRLGAPFTVGRKVQPEVTVYPERTPLLHQHNLLHCSVTGFYPGDIKIKWFLNGQEERAGVMSTGPIRNGDWTFQTVVMLEMTPELGHVYTCLVDHSSLLSPVSVEWRAQSEYSWRKMLSGIAAFLLGLIFLLVGIVIQLRAQKGYVRTQMSGNEVSRAVLLPQSC
>DQB1_HUMAN
MSWKKALRIPGGLRAATVTLMLAMLSTPVAEGRDSPEDFVYQFKAMCYFTNGTERVRYVTRYIYNREEYARFDSDVEVYRAVTPLGPPDAEYWNSQKEVLERTRAELDTVCRHNYQLELRTTLQRRVEPTVTISPSRTEALNHHNLLVCSVTDFYPAQIKVRWFRNDQEETTGVVSTPLIRNGDWTFQILVMLEMTPQHGDVYTCHVEHPSLQNPITVEWRAQSESAQSKMLSGIGGFVLGLIFLGLGLIIHHRSQKGLLH
>DPB1_HUMAN
MMVLQVSAAPRTVALTALLMVLLTSVVQGRATPENYLFQGRQECYAFNGTQRFLERYIYNREEFARFDSDVGEFRAVTELGRPAAEYWNSQKDILEEKRAVPDRMCRHNYELGGPMTLQRRVQPRVNVSPSKKGPLQHHNLLVCHVTDFYPGSIQVRWFLNGQEETAGVVSTNLIRNGDWTFQILVMLEMTPQQGDVYTCQVEHTSLDSPVTVEWKAQSDSARSKTLTGAGGFVLGLIICGVGIFMHRRSKKVQRGSA

>DRB3_HUMAN
MVCLKLPGGSSLAALTVTLMVLSSRLAFAGDTRPRFLELRKSECHFFNGTERVRYLDRYFHNQEEFLRFDSDVGEYRAVTELGRPVAESWNSQKDLLEQKRGRVDNYCRHNYGVGESFTVQRRVHPQVTVYPAKTQPLQHHNLLVCSVSGFYPGSIEVRWFRNGQEEKAGVVSTGLIQNGDWTFQTLVMLETVPRSGEVYTCQVEHPSVTSALTVEWRARSESAQSKMLSGVGGFVLGLLFLGAGLFIYFRNQKGHSGLQPTGFLS
>X5D2U9_HUMAN
MVCLKLPGGSCMAALTVTLTVLSSPLALAGDTQPRFLEQAKCECHFLNGTERVWNLIRYIYNQEEYARYNSDLGEYQAVTELGRPDAEYWNSQKDLLERRRAEVDTYCRYNYGVVESFTVQRRVQPKVTVYPSKTQPLQHHNLLVCSVNGFYPGSIEVRWFRNGQEEKAGVVSTGLIQNGDWTFQTLVMLETVPRSGEVYTCQVEHPSMMSPLTVQWSARSESAQSKMLSGVGGFVLGLLFLGTGLFIYFRNQKGHSGLQPTGLLS
>BTBD9_HUMAN
MSNSHPLRPFTAVGEIDHVHILSEHIGALLIGEEYGDVTFVVEKKRFPAHRVILAARCQYFRALLYGGMRESQPEAEIPLQDTTAEAFTMLLKYIYTGRATLTDEKEEVLLDFLSLAHKYGFPELEDSTSEYLCTILNIQNVCMTFDVASLYSLPKLTCMCCMFMDRNAQEVLSSEGFLSLSKTALLNIVLRDSFAAPEKDIFLALLNWCKHNSKENHAEIMQAVRLPLMSLTELLNVVRPSGLLSPDAILDAIKVRSESRDMDLNYRGMLIPEENIATMKYGAQVVKGELKSALLDGDTQNYDLDHGFSRHPIDDDCRSGIEIKLGQPSIINHIRILLWDRDSRSYSYFIEVSMDELDWVRVIDHSQYLCRSWQKLYFPARVCRYIRIVGTHNTVNKIFHIVAFECMFTNKTFTLEKGLIVPMENVATIADCASVIEGVSRSRNALLNGDTKNYDWDSGYTCHQLGSGAIVVQLAQPYMIGSIRLLLWDCDDRSYSYYVEVSTNQQQWTMVADRTKVSCKSWQSVTFERQPASFIRIVGTHNTANEVFHCVHFECPEQQSSQKEENSEESGTGDTSLAGQQLDSHALRAPSGSSLPSSPGSNSRSPNRQHQ
>FRIH_HUMAN
MTTASTSQVRQNYHQDSEAAINRQINLELYASYVYLSMSYYFDRDDVALKNFAKYFLHQSHEEREHAEKLMKLQNQRGGRIFLQDIKKPDCDDWESGLNAMECALHLEKNVNQSLLELHKLATDKNDPHLCDFIETHYLNEQVKAIKELGDHVTNLRKMGAPESGLAEYLFDKHTLGDSDNES
>DQB2_HUMAN
MSWKMALQIPGGFWAAAVTVMLVMLSTPVAEARDFPKDFLVQFKGMCYFTNGTERVRGVARYIYNREEYGRFDSDVGEFQAVTELGRSIEDWNNYKDFLEQERAAVDKVCRHNYEAELRTTLQRQVEPTVTISPSRTEALNHHNLLVCSVTDFYPAQIKVRWFRNDQEETAGVVSTSLIRNGDWTFQILVMLEITPQRGDIYTCQVEHPSLQSPITVEWRAQSESAQSKMLSGIGGFVLGLIFLGLGLIIRHRGQKGPRGPPPAGLLH
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