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Table S1: Reference data set for components of T4P secretion system from previous publications used as

primary quarry
SI. No. Gene Reference
1 fimT [1]
2 mshE [2]
3 pilA [3]
4 pilB [4]
5 pilC [5]1
6 pilD [6]
7 PilE [7]
8 pilF [8]
9 pilM [9]
10 pilN [10]
11 pilO [11]
12 pilP [12]
13 pilQ [13]
14 pilT [14]
15 pilv [15]
16 pilwW [16]
17 pilX [17]
18 pilY [18]
19 pilZ [19]




Table S2: Reference data set used for identification of orthologs for components of T4P secretion system

SIL. Gene Locus tag in Aeromonas Ortholog Identification
No. hydrophila subsp. hydrophila No (KO No.)
ATCC 7966

1 fimT AHA_0686 K08084
2 fimT AHA_0693 K08084
3 mshE AHA_0392 K12276
4 pilA AHA_3868 K02650
5 pilB AHA_3869 K02652
6 pilC AHA_3870 K02653
7 pilD AHA 3871 K02654
8 PilE AHA_0692 K02655
9 PilE AHA_0691 K02655
10 pilF AHA_1757 K02656
11 pilM AHA_3194 K02662
12 pilN AHA_3193 K02663
13 pilo AHA_3192 K02664
14 pilP AHA_3191 K02665
15 pilQ AHA_3190 K02666
16 pilT AHA_2739 K02670
17 pilVv AHA_0687 K02671
18 pilw AHA_0688 K02672
19 pilX AHA_0689 K02673
20 pilY AHA_0690 K02674
21 pilZz AHA_0877 NA

22 pilZ AHA_3680 NA




Table S3: Reference data set for protein components of T4P secretion system used as secondary quarry

Sl.
No

Protein

Ortholog
Identificatio
n No (KO
No.)

Uniprot
ID

Amino acid sequence

fimT

K08084

AOKG43

MFLRSGFSLIELMVTVALISILLTLGVPSFSAILRNMTLTSQANNFVAAINLARSEAIR
RNTAVTLSATASNLTQNHWESGWQIWVDRNGNGTLDNGELLRLFPDMGAGTLV
SNTSLVRESGNGFLDGRQQVALVFSLQPPECAQEASRDITITPAGRPSIVETSCI

fimT

K08084

AOKG50

MEGRKGRSAGFTLIELMVALSLVALLLTVAIPSYQSLRQDQMVKAATQAVYTDM
MLLKSEALKRNRNLOQMILFENSGTGNWCYRISIDGSCASCNDTCSSIEGRKGVDASE
FPGIILTGTYTESSSQIRPISFSPRRGTLPSGSITVSSSAASMKVVTNNLGRVRTCAVSN
LVGEVACN

mshE

K12276

AQKF99

MAQPRLKMRLGDLLVQEQIISDDQLQLALQQQRQTGRKLGTTLIDLGFISEVQLLQ
FLARQLDVPFFDLNNLTIDASAVPLLPEVQARRYRALAVNLTDNKVTVAMSDPA
DLSALDAIAALLRPREMGLAVAREGQLLEYFDRLYRRTREIESFAEQLHEEYQDAG
FELGSSNLGAGDEGEATVAKLLRSLFEDAVQVGASDIHIEPDEKVLRIRQRIDGILH
ENILSEVRIAQALVLRLKLVAGLDISEKRLPQDGRFNMKVRGRDVDVRMSTMPVQ
YGESVVMRLLDQSSGILSLTETGMPPEILTRFRRQLKRPHGMILVTGPTGSGKTTTL
YGALSELNQASQKIITVEDPVEYRLPRVNQVQVNPKIGLTFSHVLRSTLRQDPDILL
VGEMRDNETVEIGLRGAITGHLVLTTLHTNDAVTSALRLIDMGAPGYLVASALRA
VVAQRLVRRVCEHCVEEKAPDEGQATWLTVLSGEAPGQHVYHKGRGCQSCNFT
GYAGRIGVYELLELDQPMMDSLRRNDAEGFAKAARQHPHYRPLALTALDYARQ
GITSVDEVLRLAEDLG

pilA

K02650

AOKPV6

MKKQSGFTLIELMIVVAIVAILAAIALPAYQTYTLRAKYSEVIAAAGPAKTAVEVCV
QSLDVTAIDLTNATAGGSCIDAANSALASATANANAARIDTDNTKTLAAATGAN
TVTITVISGTDFANLTPANPTFVMVGTVEASKQVNWTRDTGTCAAASMC

pilB

K02652

AQKPV7

MLTMTSSPNSGLALSLAASSLLSESDSQRYLSQAKAQRKPFVTFLIENEILDSKALA
DFCELEYGVPLLDLAAFDLAEIPQKYLNQKLIEKHHVLPIYTQGHTLYIAMSDPTN
VSALEDFGFSFGLHTEALLVEENKLTTAISKLMESDQDALGMEDIDESEISELEVSDE
GSRLDESVNTADDDAPIVKYINKIMMDAIKRGASDLHFEPYETKYRIRFRIDGILHEI
ATPPVNLANRFSARLKVMARLDIAERRLPQDGRIKLKLSRNKSMDMRVNTLPTM
WGEKIVIRLLDSSAARLNIEQLGFDERQKAQYLRALSKPQGMILVTGPTGSGKTVSL
YTGLNILNTTEVNISTAEDPVEINLPGVNQVQVNPKAGLTFASALRSFLRQDPDVV




MVGEIRDLETAEIAIKAAQTGHLVLSTLHTNSAAETLTRMMNMGVPAFNIASSVT
LIMAQRLARKLCDHCKAPEVVPEAELLELGFTQQQLAAGLRLFKPVGCKECSGGY
KGRVGIYEIMLMSENIAKLIMQGANSLQIAATAQKEGMRTLRTSGLEKARLGVTSL
AEINRVTTN

pilC

K02653

AQKPVS

MATLTQKQNAPKKVFAFRWSGVNRKGQKVSGELQADSINTVKAELRKQGVNVT
KVSKKSQGLFSKGGAKIKPMDIAVVSRQITTMLSAGVPLVQSLQIIARSHEKAAMR
ELMGQIAADVETGTPMSEALRRHPRHFDDLYCDLVEAGEQSGALETIYDRIATYRE
KSEALKSKIKKAMFYPTMVILVAIVVTSILLLEFVIPQFEDIFKSFGAELPIFTQFVIGISR
FMOQNWWYVIFGGIALAIFLY VRAWRASQKVKDNTDKFILTIPVVGMILHKAAMA
RFARTLSTTESAGIPLVDALVSAAGASGNYVYRTAVMAIRNEVVAGMQINVAMRT
VDLFPDMVIQMVMIGEESGAIDDMLSKVATIFEQEVDDLVDGLTSLLEPLIMVVLG
VLVGGMVVAMYLPIFKLGSVIH

pilD

K02654

AOKPV9

MLLITDVFHSLPWLYFSLVFLFSLMIGSFLNVVIHRLPIMLEREWQAEYLGYFNPETL
PQQEERYNLMVPRSACPHCGHAITAMENIPLLSWLWLKGRCRECQAPISVRYPLV
ELLTALLSLVVAATFAPGWGLLAALLLTWVLVALTFIDLDKMLLPDQLTLPLLWG
GLLFNLAGGFIPLADAVIGAMAGYLVLWSLYWAFKLLTGKEGMGYGDFKLLAAL
GAWLGWQALPIVLLLSSLVGAFIGIGLILLRNHHQNKPIPFGPYLAIAGWIALLWG
DTITRWYLTTFL

Pile

K02655

AOKG49

MRIKQSGITLLELIVVVTIVAIIASVAYPSFTDGLRKSRRAEALKGLLSMQLKQEEFR
VSNTSYSATPSQVGNPTSSYYDESISGATATNYTLIATSKGAQVGDKSGSTICNTLTL
NKADTKTPAACW

Pile

K02655

AQOKG48

MVRGFSLMELMIAVAVTAILTVIAYPSYNSYMASAKRAEAKAALLEAAQYMERQF
TADGNYDGGNLASAGLATLPRDGGTAYYNLALNASGASYTLTAIPTGVMNGDP
CGLLTLDQGGQQGVSMASMTAAECW

10

pilF

K02656

AOKJ42

MYSQGMDTRTLIVVAALCALPGCVTETTYAGQNSTQREVGPDLKAAAQTRLDLG
IQYLQQGNAEQAKFNLDRALQYDPANPQVYVGFAYFYQQVEDFKAAEESYKKAL
AMDPSNADAMNNYGAFLCNRGRFDEAEKAFLQAVSQPNYIKIADTYENAALCA

AQNRRNDKASEYYRLALGYNPRNPRLLLDMAELSMKDGKLPDVQAYLARFADV

SDENENSLWLRLRLAQAMDKPALLHQFGTELVRQYPTSQQAKRYLANDY

11

pilM

K02662

AOKN34

MDVYMFGLFNKGSLLPLAGIDFGSQTIKAVTITGRPGKLHLESVAEVATPKGTLVD
YQLQDIERVSQSLKALKRLISGSSQYVATAVTGSNVITKVIQVDAALGENELENQV
QLEAEQLIPFPLDEVSLDFEILGKVNDQERREVLLSAARTESVSGRVTALAEADMTT
KVVDVGAHALGRAVLACLPELQEWDKPVGVIDIGASAMTFAALVKGEVIYSRLQ
NFGGDQYSQALASFYNLSLDDAEQAKLQGKLPVDHELDVLLPHMNALLQQVRR




NVQLFCSSSGHRELSRLVLTGGGSLLPGLAAQVGSELNCEVLHPDPFALFGKPKGE
GAVHGAKFMTALGLALRSFTPCQI

12

pilN

K02663

AOKN33

MSNINLLPWREARAQRQKKQFGVMLGIFMAITASLGFAADWLVEQQIGHQQQR

NQRLQQEMTILDAQLGEIRLLKERRKELIDRMQLIEHLOQMRRNLPVRLENQLPSLV
PNGVYLNTLALONNQIDVNGKTEAYGRVASMMRRIDGSGWLGQSQISTIFAADV
APVSLSQFSMMFQVAGAAGATVDVAKGQQ

13

pilO

K02664

AOKN32

MNLQQLNELDLNNIASWPKLAKGIFILFFCALLGGAIYYYVIANSLTLLTQETNKE
AELKAQFESKAMLAANLGAYKTOMVQLEQLVDTQLKQLPNTHEVAGLLDDISFI
ATDNGLKLNRINWEPEIKHEFSTELPMRIEVVGTYHEIGKFTADMAALPRIVILESF
TLGQGKEQGDMIAMSMLAKTYKYNGKTVGQTK

14

pilP

K02665

AOKN31

MKLLCVLLPALLLTACGGQDDMDNYVAATKARKPVPIEPLPEIKPFSPMAYHLSD
QRSPFIAPQPETSSAKVDAKVKPDCAQIVANREKEVLERYSLASLSMQGSLGKQGQ
LWALIRTPDGQSIRVGLNQHMGLDQGRVIRITDTYVDLIETIPDGKGCWVTRETQL
GMANLEAKR

15

pilQ

K02666

AOKN30

MKTTIGMVARVTLLFCTGAWSQAWAVATLQEVKVNPLMADQLLLELSESEPVSG
FTDRLSYEPNQLLLHVPGAVGALNVNPLPIKQQGVDNLKVEGKGAGLDIKIALDQ
LTPYQVHQQGNKLLVALGEKAAMPLPATTASSGLVAPQPTSSALINTQPAASSALI
NSQQLARQSAPVAASVASKPVLPSPQTAASGAYFNSVKGVDFRRGKDGQGEFLVT
LDNSSAAVDVSSRGQTVLAKFHGTRVPDDLLNLINVQDFATPVSQVEVFRQGNDT
LFELSVNGQFDYRYDQADKMFIVEVKKRTAATAGKQYQGKPISLNFQDIPVRTVL
QLIADENNLNLVTTDSVSGNITLRLDGVPWEQALDIILKVRGLDKRLDNNILLVAP
AEEIAAREKQQLESRNQVADLAPLYTEYLQINYAKASEVAALLSSESTKLLSSKGAV
SVDERTNVLVVKDTADVISNIKRMLDILDIPVKQVVIEARMVTIDDGFDEALGVRW
GVTKNDGHGNSTSGTIEGNDSSGNNNGGSTITRPGVDDRLNVNLPVTNAAGTLA
FQVARLADGTLLDLELSALEKESKAEIIASPRVTTANQKPALIEQGTEIPYVESSSSG
ATSVTFKKAVLSLKVTPQITPDNRVILDLTVTQDTKGETVPTGTGDAVSINAQSITT
QVLVNNGETLVLGGIYQQTIKSDVSKVPLLGDIPGLGVLFRKTTSENKKRELLIFVT
PKIVTDAF

16

pilT

K02670

AQOKLU6

MELRDMLQILAKQDGSDLYLSTGAPPCAKFNGGLRPLSETPLEPGEVARIADAIMD
GEQKQQFERELEMNLAISLPQIGRFRINIFKQRNEVSLVARNIKTEIPRFEDLKLPPV
LLDTIMEKRGLVLFVGGTGSGKSTSLA ALIDHRNRNSGGHIITIEDPVEFVHRHRKSI
INQREVGVDTRSFHAALKNTLRQAPDVILIGEIRDRETMEHALAFSETGHLAISTLH
ANNANQALDRINFFPEERRPQLLNDLGNNLKAFVSQRLVKTSDGGRRAAVEIML
GTHTIRDMIKRGEFGGLKEVMEKSKALGMVTFDSALFDLVVEGVIDEEEAVKNAD
SANNLRLKIKLWKEKGQIASSSDATGWSLEPTKDEKDDLF




17

pilVv

K02671

AO0KG44

MKRHQGVSLLEIMIAVLVLSIGILGMATLQLQALKSNQSALTRTEATQFGYMITDM
MRANRSAALLGQYNVGLGEAVSGSSMAIQDVQYWKQALTGLPGGDGAIAVSAG
QATITIQWNASRLATEPALRSMTLRTDL

18

pilw

K02672

AOKG45

MSGRRTLLRQAGVGLVEVMIALLLSLLTVGVIIQVLLGNHKTYLTGEAIARVQEDS
RFAVNLLQQELRMVGYQGCLSKQGVNITNTLNGGTALPYNFTVYLRGYDNVTAT
LPTALSALFTAAEPKPKPGTDVLLVQGPTGAGVPVTRNNSAAQLFVQQLSSKANY
CGTGKQGYSDLCEGDIVMVSDCQKARIFQITQTQVVGGGSEVNIGHSNDNKYTPG
NTVSSWGGASSPVEERFGAGSVLSRMETRIYYIARPSANAPYALYRKSGLAAGMLL
VDGVTDVQLTFGEDQNRDRAADRYVSAASNPNWDNVLGIGVQLLMRSGQGNV

VSDPQAISFAGATFQAVDNHWYWVAETTVALRNRLP

19

pilX

K02673

AOKG46

MMARQGGMALVISLIFLAVVSLLAMASMQSALLQEKMAGNQKESQQALQAAEA
ALRAAERYLEAGSSGPYDNSAGLYEFVSVAVDPASPSTAWRTYANSGLSGRAPEYF
IERLPYTQGSNESLAVDEPISERRLYRITARGFGLSDESRVLLQSTYSR

20

pilY

K02674

AQOKG47

MRASGYGLSALLLCTQVQAALDIAQVPLYLGTRAEPNIMFSLDDSGSMHFELMPE
GLIENSARYVYPRADNVYGSEDYDNRTVTFTSNNDRNAYTRSSNNNKLYYNPQQ
SYRPWAKADGTLMANASISCAPHNPFNTAAGCRDLTKNNRSKSLRYYTGFSSTDY
NDDETFWPAVYFAYKGSGDVKKVGSYTRVEIKSGSTYGGRPNRSDCKSAPVCTYD
EEIQONFANWYTYYRSRILAARAGVGRAFASQGQALRVGFATINASGSVIRGVAPES
GTDRSAFFSDLYSRDIPAAGTPLRTSLKDVGEYFSRTDNNGPWAASAGSTLPHLTC
RQSYNILMTDGYWNGDTPSVGDLDKDGYSNTLADVAYKYWKTDLRADLADKVP
TSTADPANWQHLVNFTVGLGVNGSLNPANGIPNRWPNPHDPDDKEYKNATYIP
EYKIDDLWHAALNSKGSFFSAGDPDIFAAALSSTLAQIAARNSSASSVTANATRLD
SNTHIYQARYNSGDWSGQLISIPLNSDGSLGNMAWDAATLIPAHTSRSIFTRONGV
GIPFTWAALNATNRALFNLAGDSQGENRVAYLRGDRSREQSNGGLFRSRSDLLGD
IINSDPVYVGSRDYGYGSATGLTQAERDGYLSFLGSTAIRSRTPMLYVGANDGMLH
GFRVANGVETLAYIPVSLLGDLSLLTKPDYSHRYYVDGTAKVGDAYLGSSWKTVL
LGSTGAGGKAVFAIDVTAPDNFTADKMLWEFTNTEMGVALAAPTLVRVKSGNK
WVALVANGYNSTSQTARLFVLDLATGAVIKEIDTQVGSASEPNGLSSPLPVDEDG
DRVADYVYAGDLQGNLWKFDLTDNNSAQWGSAFKTGNKPKPLFQACNGTCSA
STRQPVTMRPLAIRHPKGGIMVLMGTGSYFTNDDKLLPATPRLEAVYGIWDTGAS
VLSSQLLQQSITHEYSANGTTIKFNVRVVSNTGVNYTSQKGWYLVLKSPALSKGVG
ERAVSEMLYRNKRLIFNTLIPSADACDFGGRSWL
MELDPVSGARLTYSVFDVNGDGAVNDDDYVGIKDSGGNDIKVPVSGKQFDELTT
TPSVVEDADMERKYISGSSGNISVTLEEGAGDLGGRQSWLQLE




21 pilZz NA AHA0877 | MGGGQHNCSCGPARRRQTTEDVRVITSTKERRAFQRMIINAPVTIFQQQQVLEGV
CRDLSANGMGIAVAEHQLDVSQPIRVSLATNNNLLPPFEAQARIIRVLEEEDGLLL
AIEFQALA

22 | pilZ NA AHA3680 | MSERRRFSRILYLTMADLVQGDKKWRTQLVDISLQGALLIRPDDWESHDNKEYSLS

FVLSGSDIEIKMQVMLTHEASKKLGFYCHHIDIDSATHLKRMIELNVGDEDLLHRE
LEQLLSEHLEHPHP




Table S4: Max score of Genome Blast for T4P components across A. hydrophila genomes

S1. No. T4P KO No. | Locus tag OnP3.1 ATCC | ZYAH72 | WCX23 3019 JBN2301 | 23-C-23 Ah27 D4 LHW39
Component 7966

1 | MshE K12276 | AHA_ 0392 2931 3158 2887 2959 2920 2898 2959 2898 2898 2898
2 | FimT K08084 | AHA 0686 898 931 881 898 898 881 898 881 881 881
3| PilV K02671 | AHA 0687 688 765 704 699 699 704 699 477 477 477
4 | PilW K02672 | AHA 0688 1901 2023 1840 1868 1901 1840 1868 1840 1840 1840
5| PilX K02673 | AHA 0689 826 881 848 854 852 848 854 848 848 848
6 | PilY K02674 | AHA 0690 5707 6194 5712 5674 5740 5712 5674 5712 5712 5712
7 | PilE K02655 | AHA 0691 688 743 693 710 676 693 710 693 693 693
8 | PilE K02655 | AHA 0692 604 715 643 693 610 643 693 643 643 643
9 | FimT K08084 | AHA 0693 865 992 881 953 920 881 953 881 881 881
10 | NA NA AHA 0694 953 1153 837 976 1014 837 976 837 837 837
11 | NA NA AHA 0695 688 743 693 710 676 693 710 693 693 693
12 | NA NA AHA 0696 3386 3878 3419 3441 3003 3419 3441 3419 3419 3419
13 | PilZ NA AHA 0877 688 743 693 710 676 693 710 693 693 693
14 | PilF K02656 | AHA_ 1757 688 743 693 710 676 693 710 693 693 693
15 | PilU K02670 | AHA_ 2739 1929 2106 1917 1945 1984 1917 1945 1917 1917 1917
16 | PilQ K02666 | AHA 3190 688 743 693 710 676 693 710 693 693 693
17 | PilP K02665 | AHA 3191 688 743 693 710 676 693 710 693 693 693
18 | PilO K02664 | AHA_ 3192 688 743 693 710 676 693 710 693 693 693
19 | PilN K02663 | AHA 3193 688 743 693 710 676 693 710 693 693 693
20 | PilM K02662 | AHA 3194 688 743 693 710 676 693 710 693 693 693
21 | PiT K02669 | AHA 3665 1929 2106 1917 1945 1984 1917 1945 1917 1917 1917
22 | PilU K02670 | AHA_ 3666 1924 2101 1912 1940 1979 1912 1940 1912 1912 1912
23 | PilZ NA AHA_ 3680 688 743 693 710 676 693 710 693 693 693
24 | PilA K02650 | AHA 3868 132 893 171 159 169 171 159 171 171 172
25 | PilB K02652 | AHA 3869 688 743 693 710 676 693 710 693 693 693
26 | PilC K02653 | AHA_ 3870 2061 2294 1995 2100 2100 1995 2100 1995 1995 1995
27 | PilD K02654 | AHA 3871 1463 1613 1408 1441 1447 1408 1441 1408 1408 1408




Table S4: (Contd.)

Sl. No. T4P KO No. | Locus tag WP8-

Component S18-

NUITM- ESBL-
KAM330 VAl AC133 | Ah2111 | LP0103 | AC185 | GSHS-2 02 ZYAH75 | GYK1
1 | MshE K12276 | AHA 0392 2926 2959 2898 2998 2964 2904 2909 2909 2915 2898
2 | FimT K08084 | AHA 0686 887 881 881 0 887 0 909 909 876 881
3 | PilV K02671 | AHA 0687 688 682 704 0 665 0 682 682 682 704
4 | PilW K02672 | AHA 0688 1884 1823 1840 0 1862 0 1879 1879 1890 1840
5| PilX K02673 | AHA 0689 832 848 848 0 848 0 843 843 815 848
6 | PilY K02674 | AHA 0690 5790 5696 5712 0 5768 0 5768 5768 5840 5712
7 | PilE K02655 | AHA 0691 710 699 693 0 660 0 660 660 688 693
8 | PilE K02655 | AHA 0692 688 643 643 0 693 0 693 693 627 643
9 | FimT K08084 | AHA 0693 953 959 881 0 931 0 931 931 887 881
10 | NA NA AHA 0694 942 959 837 0 1020 0 1020 1020 992 837
11 | NA NA AHA 0695 710 699 693 0 660 0 660 660 688 693
12 | NA NA AHA 0696 3496 3430 3419 0 3602 0 3602 3602 3413 3419
13 | PilZ NA AHA 0877 710 699 693 693 660 693 660 660 688 693
14 | PilF K02656 | AHA_1757 710 699 693 693 660 693 660 660 688 693
15 | PilU K02670 | AHA 2739 1967 1923 1917 1912 1962 1912 1940 1940 1956 1917
16 | PilQ K02666 | AHA 3190 710 699 693 693 660 693 660 660 688 693
17 | PilP K02665 | AHA 3191 710 699 693 693 660 693 660 660 688 693
18 | PilO K02664 | AHA 3192 710 699 693 693 660 693 660 660 688 693
19 | PilN K02663 | AHA 3193 710 699 693 693 660 693 660 660 688 693
20 | PilM K02662 | AHA 3194 710 699 693 693 660 693 660 660 688 693
21 | PilT K02669 | AHA 3665 1967 1923 1917 1912 1962 1912 1940 1940 1956 1917
22 | PilU K02670 | AHA_3666 1962 1918 1912 1907 1957 1907 1935 1935 1951 1912
23 | PilZ NA AHA 3680 710 699 693 693 660 693 660 660 688 693
24 | PilA K02650 | AHA 3868 161 171 171 182 165 132 137 137 126 171
25 | PilB K02652 | AHA_ 3869 710 699 693 693 660 693 660 660 688 693
26 | PilC K02653 | AHA_ 3870 2061 2078 1995 2073 2073 2084 2067 2067 2100 1995
27 | PilD K02654 | AHA 3871 1441 1480 1408 1430 1441 1530 1435 1435 1430 1408




Table S4: (Contd.)

S1. No. T4P KO No. | Locus tag WP7-
Component S18-
ESBL- | KN-Mc- AL06-

HX-3 06 1R2 AH10 | AHNIH1 06 CSUSB2 4960 Aer_Pi25.1HTAS | 71339

1 | MshE K12276 | AHA 0392 2920 2998 2937 2942 2953 2987 2915 2920 2920 | 2998
2 | FimT K08084 | AHA 0686 893 0 887 0 893 909 0 887 898 0
3 | PilV K02671 | AHA 0687 676 0 671 0 682 660 0 688 665 0
4 | PilW K02672 | AHA 0688 1851 0 1857 0 1857 1845 0 1834 1829 0
51 PilX K02673 | AHA 0689 848 0 854 0 859 843 0 832 837 0
6 | PilY K02674 | AHA 0690 5690 0 5773 0 5729 5651 0 5738 5712 0
7 | PilE K02655 | AHA 0691 660 0 676 0 627 665 0 676 693 0
8 | PilE K02655 | AHA 0692 627 0 616 0 599 555 0 638 621 0
9 | FimT K08084 | AHA 0693 893 0 893 0 870 870 0 881 909 0
10 | NA NA AHA 0694 848 0 843 0 965 0 0 965 992 0
11 | NA NA AHA 0695 660 0 676 0 627 665 0 676 693 0
12 | NA NA AHA 0696 2047 0 3413 0 3059 0 0 3413 3419 0
13 | PilZ NA AHA_0877 660 693 676 693 627 665 693 676 693 693
14 | PilF K02656 | AHA 1757 660 693 676 693 627 665 693 676 693 693
15 | PilU K02670 | AHA 2739 1967 1967 1945 1945 1945 1906 1868 1951 2006 | 1929
16 | PilQ K02666 | AHA 3190 660 693 676 693 627 665 693 676 693 693
17 | PilP K02665 | AHA_3191 660 693 676 693 627 665 693 676 693 693
18 | PilO K02664 | AHA 3192 660 693 676 693 627 665 693 676 693 693
19 | PiIN K02663 | AHA 3193 660 693 676 693 627 665 693 676 693 693
20 | PilM K02662 | AHA 3194 660 693 676 693 627 665 693 676 693 693
21 | PilT K02669 | AHA_3665 1967 1967 1945 1945 1945 1906 1868 1951 2006 | 1929
22 | PilU K02670 | AHA_3666 1962 1962 1940 1940 1940 1901 1863 1946 2001 | 1924
23 | PilZ NA AHA_3680 660 693 676 693 627 665 693 676 693 693
24 | PilA K02650 | AHA 3868 126 165 161 126 154 159 182 159 126 182
25 | PilB K02652 | AHA_ 3869 660 693 676 693 627 665 693 676 693 693
26 | PilC K02653 | AHA 3870 2111 2073 2100 2078 2095 2134 2078 2084 2111 | 2073
27 | PilD K02654 | AHA 3871 1441 1435 1391 1386 1463 1419 1452 1435 1380 | 1435




Table S4: (Contd.)

Sl. T4P KO No. | Locus tag PartN-
No. Component Aer_ Aer_ | Ahydrophila- | FDAARGOS

AOQ08N2 | MX16A B11 Brac6 Bracl4A | Brac66 RM8376 _916 71317 | NEB724

1 | MshE K12276 | AHA 0392 2998 2998 2898 2931 2931 2931 2920 2920 2953 2200
2 | FimT K08084 | AHA 0686 898 0 682 898 898 898 887 887 915 915
3| PilV K02671 | AHA 0687 665 0 499 688 688 688 693 693 665 665
4 | PilW K02672 | AHA 0688 1829 0 1519 1901 1901 1901 1906 1906 1646 1646
5| PilX K02673 | AHA_0689 837 0 693 826 826 826 859 859 688 688
6 | PilY K02674 | AHA 0690 5712 0 4582 5707 5707 5707 5784 5784 5657 5657
7 | PilE K02655 | AHA_ 0691 693 0 547 688 688 688 671 671 699 699
8 | PilE K02655 | AHA 0692 621 0 414 604 604 604 604 604 621 621
9 | FimT KO08084 | AHA 0693 909 0 340 865 865 865 893 893 909 909
10 | NA NA AHA 0694 992 0 0 953 953 953 976 976 970 970
11 | NA NA AHA_0695 693 0 547 688 688 688 671 671 699 699
12 | NA NA AHA 0696 0 0 652 3386 3386 3386 3109 3109 3424 3424
13 | PilZ NA AHA 0877 693 693 547 688 688 688 671 671 699 693
14 | PilF K02656 | AHA_ 1757 693 693 547 688 688 688 671 671 699 693
15 | PilU K02670 | AHA 2739 1956 1956 1707 1929 1929 1929 1917 1917 1956 1454
16 | PilQ K02666 | AHA 3190 693 693 547 688 688 688 671 671 699 693
17 | PilP K02665 | AHA 3191 693 693 547 688 688 688 671 671 699 693
18 | PilO K02664 | AHA 3192 693 693 547 688 688 688 671 671 699 693
19 | PilN K02663 | AHA 3193 693 693 547 688 688 688 671 671 699 693
20 | PilM K02662 | AHA 3194 693 693 547 688 688 688 671 671 699 693
21 | PilT K02669 | AHA_3665 1956 1956 1707 1929 1929 1929 1917 1917 1956 1454
22 | PilU K02670 | AHA_3666 1951 1951 1702 1924 1924 1924 1912 1912 1951 1449
23 | PilZ NA AHA 3680 693 693 547 688 688 688 671 671 699 693
24 | PilA K02650 | AHA 3868 165 165 154 132 132 132 200 200 159 0
25 | PilB K02652 | AHA 3869 693 693 547 688 688 688 671 671 699 693
26 | PilC K02653 | AHA_ 3870 2073 2073 1773 2061 2061 2061 2061 2061 2001 1269
27 | PilD K02654 | AHA 3871 1435 1435 1369 1463 1463 1463 1402 1402 1435 861




Table S4: (Contd.)
Sl. No. | T4P KO No. | Locus tag WCHAH | AL09- NJ- | ML09- AAKA
Component 045096 71 YL17 | 35 119 pcl04A | J-1 2359 3206 | 3924
1 | MshE K12276 | AHA 0392 2926 2898 0| 2898 2898 2898 | 2898 | 2222 | 2933 2876 2909
2 | FimT K08084 | AHA 0686 887 881 688 881 881 881 881 0] 904 876 893
3 | PilV K02671 | AHA 0687 676 704 510 | 704 704 704 704 0] 671 680 665
4 | PilW K02672 | AHA 0688 1906 1840 0| 1840 1840 1840 | 1840 0] 1834 1832 1840
5 | PilX K02673 | AHA 0689 848 848 693 848 848 848 848 0| 815 741 832
6 | PilY K02674 | AHA 0690 5734 5712 | 4626 | 5712 5712 5712 | 5712 0] 5734 5629 5541
7 | PilE K02655 | AHA 0691 676 693 553 693 693 693 693 0] 686 654 682
8 | PilE K02655 | AHA 0692 610 643 420 | 643 643 643 643 0] 621 621 632
9 | FimT K08084 | AHA 0693 865 881 335 881 881 881 881 0] 915 880 876
10 | NA NA AHA 0694 1020 837 0| 837 837 837 837 0] 976 968 865
11 | NA NA AHA_0695 676 693 553 693 693 693 693 0] 686 654 682
12 | NA NA AHA_ 0696 3435 3419 0| 3419 3419 3419 | 3419 0] 3419 3051 3624
13 | PilZ NA AHA_0877 676 693 553 693 693 693 693 693 | 686 654 682
14 | PilF K02656 | AHA 1757 676 693 553 693 693 693 693 693 | 686 654 682
15 | PilU K02670 | AHA 2739 1973 1917 | 1768 | 1917 1917 1917 | 1917 | 1448 | 1989 1938 1851
16 | PilQ K02666 | AHA_ 3190 676 693 553 693 693 693 693 693 | 686 654 682
17 | PilP K02665 | AHA 3191 676 693 553 693 693 693 693 693 | 686 654 682
18 | PilO K02664 | AHA 3192 676 693 553 693 693 693 693 693 | 686 654 682
19 | PilN K02663 | AHA 3193 676 693 553 693 693 693 693 693 | 686 654 682
20 | PilM K02662 | AHA_ 3194 676 693 553 693 693 693 693 693 | 686 654 682
21 | PilT K02669 | AHA_ 3665 1973 1917 | 1768 | 1917 1917 1917 | 1917 | 1448 | 1989 1938 1851
22 | PilU K02670 | AHA_3666 1968 1912 | 1763 | 1912 1912 1912 | 1912 1443 | 1984 1933 1846
23 | PilZz NA AHA_ 3680 676 693 553 693 693 693 693 693 | 686 654 682
24 | PilA K02650 | AHA 3868 148 171 154 171 171 171 171 0] 159 159 128
25 | PilB K02652 | AHA 3869 676 693 553 693 693 693 693 693 | 686 654 682
26 | PilC K02653 | AHA 3870 2061 1995 | 1790 | 1995 1995 1995 | 1995 | 1236 | 2049 2111 2117
27 | PilD K02654 | AHA 3871 1458 1408 | 1308 | 1408 1408 1408 | 1408 0| 1434 1439 1419
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Figure S1: Cooccurrence of PilY and PilT across genomes indicating probable interaction between them.



AAKY

AH10
WPT-518-ESBL-06
MOO1BA

Ak2111

71338

Parth-Ahydrophila- AMEITE
FDAARGOS 516

Asr_Bracts

Aed_Braci4h

WCHAHa5006
R EEEREEEEEEEEEFEEEEEEEEFEEEEEE
%iéﬁiﬁmmﬂhfzﬁﬂcoﬂﬁzgﬂcfﬁﬁmﬁc

Figure S2: Hitmap showing distribution of T4P components within 51 Aeromonas hydrophila genome.
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