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Fig. S3. A genome-wide HGT workflow for identification of  all HGT-de-
rived coding and noncoding elements. Panels a and b
for identifying coding and noncoding HGTs using the transcriptome and the 
genome, respectively. HGT analyses were mainly focused on the predicted protein 
sequences from a comprehensive transcriptome (a) but also included the search of 
genome assembly for noncoding elements and pseudogenes (b
of HGT-derived protein coding genes relied on two approaches: 1) a phylogenomic 
approach with large-scale gene trees and 2) a BLAST-based approach with the union 

HGT-derived protein coding genes by BLAST- based and phylogenomics approach-

approach. Numbers in the parenthesis represent the number of events. 
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