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Figure S1. Detailed sequence alignment of fly Vezl, human Vezt, and the "Vezatin domain" consensus sequence.
The alignment between fly Vezl (NCBI reference sequence NP_650741.1 (isoform A); "fly") and human Vezt (NCBI
reference sequence NP_060069.3 (isoform b); "human") was generated by PSI-BLAST. The alignment between

human Vezt and the pfam12632 Vezatin domain consensus sequence ("vez dom") was generated from the consensus
sequence alignment at https://www.ncbi.nlm.nih.gov/Structure/cdd/cddsrv.cgi?uid=372233. Amino acid identities

and similarities are indicated between each pair of aligned proteins.



