ECL_VgrG2 1 75
EN49162 1 75
NIC22 1 75
Eh_e2355 1 75
Eh_e1105 1 75
ECL_M-7-X3 1 75
ECL_VgrG2 150
Eh49162 150
NIC22 150
Eh_e2355 150
Eh_e1105 150
ECL_M-7-X3 150
ECL_VgrG2 225
EN49162 225
NIC22 225
Eh_e2355 225
Eh_e1105 225
ECL_M-7-X3 225
ECL_VgrG2 T 300
EN49162 T 300
NIC22 T 300
Eh_e2355 1 300
Eh_e1105 I 300
ECL_M-7-X3 T 300
ECL_VgrG2 D SF 375
EN49162 S 375
NIC22 S 375
Eh_e2355 S 375
Eh_e1105 s 375
ECL_M-7-X3 v 375
ECL_VgrG2 D 450
EN49162 450
NIC22 450
Eh_e2355 450
Eh_e1105 450
ECL_M-7-X3 450
ECL_VgrG2 E 525
EN49162 A 525
NIC22 A 525
Eh_e2355 A 525
Eh_e1105 A 525
ECL_M-7-X3 A 525
ECL_VgrG2 600
EN49162 600
NIC22 600
Eh_e2355 600
Eh_e1105 600
ECL_M-7-X3 600
ECL Vg2 601 GGIKIBFIBNGISIE A K PIGTFAIPIE A GRRIGBIMBAANE A KT TK GD - - - - - - - - - - oo oo oo oo 640
EN49162 SPNKSAKNPAPAASAPAA--TRPKP---TTKFVSAPPLKG 670
NIC22 SPGKESKAGAVA-SAPAD--T-PQA---ATPST------- 661
Eh_e2355 SPEQRKKGAGAS-PVPSESATKPAPQATASNATSAPPTQG 674
Eh_e1105 SPNKSAKNPAPAVSAPAA--SRPKP---TTKFAAAPPLKG 670
ECL_M-7-X3 SPDKAKKSAGAGAAGGAGKAA-PAQN--NSAASAGTDKTS 672
ECLVGIG2 === = === == === mm e e e e e e e e e e e e e e e e e e e e e mmmoo
EN49162 671 SYVYQNNSYNSDVMP FSEDVVKEINKSPTLQTQLKDLKDKGWA IQPGAAGGGSYAD- ~TNNKL-1VMDPE-H 738
NIC22 662 - - ------ SNVPSSGYGKDVDSLVDKSPTMKND I ATLKKRGWT FEEGEAGKGT FAN- -RQTRV- I TVDKN-E 721
Eh_e2355 675 EDKFSKIS-==----mmmmm oo oo o Pll----- FQNEGGYVNDPNDSGGATNKG----- | AWKTWQKYAKE-D 719
Eh_e1105 671 SYVYQNNSYNSDVMP FSEDVVKE INKSPTLQTQLKDLKDKGWA IQPGAAGGGSYAD- - - - - TNNKL- | VMDP E-H 738
ECL M7-X3 673 EYDY == === --= ===~ SLQDMVDKQKNLKAKPQKWTRRGFVDASEDD I -KKYANPDNYNTGTDKYQFLDLSSS 732
ECLVGIG2 == = = == === === m e e o e oo
Eh49162 739M- - EDTATTVQT LAHEAGHATYPVAVDSSSKENFINSQ--------=------~ LMDEGGAT----- LNNIKIQRE 791
NIC22 722 L--GNPEEVVQSLSHESGHALYEPNIDVSSREAYLNST------omcoooomo LSDEGAAT----- LNNIRVQRE 774
Eh_e2355 720 LGVEPTLDNLKNLTNEQAET I YRKRYWEP SGFNNLNDPK------ LALMSYDWT ITSGGAGKQIQKLLNNEFGQQ 788
Eh_e1105 739M- - EDTATTVQT LAHEAGHATYPVAVDASSKENFINSQ--------=------- LMDEGGAT----- LNNIKIQRD 791
ECL_M7-X3 733 SGVSE--TDMASFLK--GK----- GVLEGQEKTYLDAARKYNVSEVYLASHSALETGNGAS- ELAK-------- G 789
ECLVGIG2 === === === = = = == e m m e e e e e e e e e e e e e e e e e mmme o mmmoo
ER49162 792 1 LSNGGIDIDIAGSAENLKAYNSAYDKMVYNGELSRIDA------ccmmmmmmmoom oo AKAIGKVYGKGEIAS 844
NIC22 775 1 IANKGGD 1 GIAGNPANQPQYNR I YDSLERGA IKESEA--------oo--momommmm o RTQIGRIFGKGEQTS 827
Eh_e2355 789 L1 ADGK I G-~~~ - - PKTIEAMNSVSDSAKL----- TSRe--cmmmmmmemmcmmoaaaan IADIRKEYYEN--LV 828
Eh_e1105 792 PCKRRY == m e e m e e e e e e e e e e e eeemememeeeeeeememeeeeeeememememeeee—————— 797
ECLM7-X3 790 - = - - - -~ VEV----NGVKVY----NMYGIGALDGNAVKTGSNYAYKMGWT SPEKA | EGGAKWI SEKY I NNADYA 848
ECLLVGIG2 =~ === === === = = = = e e e e e e e e e e e e

Eh49162 845 GTNLNYNDYYGGFY GK == = = = = = === = = = oo oo o e oo e 860
NIC22 828 TTGQY Y EDYYGGWY DKNY = - = = = = oo o oo oo Pomm oo - 846
Eh_e2355 829 VNNSKNAKFLTGWLNRVD=- == = === mmmmmm oo mmm o RCAQVAL------ 853
Eh 6105 === = === = m e e e e e e e e e e o

ECL_M-7-X3 849 QNN----LYKMRWNPASPGTHQYATDVNWAVAQTSSMKKMFDNFPAANLSYDIPKFK 901

Figure S1. Evolved VgrG proteins from Enterobacter species. VVgrG2 from Enterobacter cloacae
ATCC 13047 was aligned with homologs from Enterobacter hormaechei ATCC 49162 (NCBI Refseq:
WP_006810934.1), Enterobacter sp. NIC22-4 (WP_221813114.1), Enterobacter hormaechei 2355
(WP_058700648.1), Enterobacter hormaechei e1105 (CZV11788.1), and Enterobacter cloacae M-7-X3
(WP_165464354.1) using Clustal Omega and rendered with Jalview 2.11.2.6. Residues are colored
according to sequence identity. The C-terminal extension domains from ATCC 49162, NIC22-4 and
1105 are predicted to fold into metallopeptidase domains by AlphaFold2. The effector domain from
€2355 is homologous to N-acetylmuramidases (lysozyme), and the domain from M-7-X3 is a predicted
LytD B-N-acetylglucosaminidase.



