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Supplementary Figure 1. /n silico analysis workflow. Overview of the datasets and general
strategy used in the study. (A) Data collection and formatting. (B) Candidate protein identification.
(C) Analysis and visualization of results. Symbols are shown in the bottom menu. This figure was
adapted from Moya-Beltran et al. 2019. doi:10.3389/fmicb.2019.00381)



