
Figure S1. Evolved VgrG proteins from Enterobacter species. VgrG2 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 e2355 
(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 
e1105 are predicted to fold into metallopeptidase domains by AlphaFold2. The effector domain from 
e2355 is homologous to N-acetylmuramidases (lysozyme), and the domain from M-7-X3 is a predicted 
LytD β-N-acetylglucosaminidase.


