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Supplementary File 7: Average coverage distribution of Streptomyces-derived genes identified in the
metagenome of the different gut compartments of O. disjunctus. The figure shows the prevalence of the
Streptomyces-derived genes in all four gut compartments with significantly higher normalized-coverage in
the posterior hindgut (PHG), the region where frass is compacted prior to its excretion. In each boxplot, a
point represents a single gene per category and its detected coverage, and the diamond symbols represent
the mean. The box boundaries represent the first and third quartiles of the distribution and the median is
represented as the horizontal line inside each box. Boxplots whiskers span 1.5 times the interquartile range
of the distribution. FG = Foregut, MG = Midgut, AHG = Anterior Hindgut. Statistical differences were
evaluated with Kruskal-Wallis test and pairwise comparisons were done using a two-sided Wilcox test with
P-values adjusted using the Benjamini-Hochberg method. Contigs and RPKM-normalized coverage data
reported in Ceja-Navarro et al. (2019) (Ceja-Navarro et al., 2019) were used to generate this figure. Contigs
were aligned against the NCBI non-redundant database using the DIAMOND software (Buchfink et al.,
2014) and the “long reads” option. The obtained alignment was imported into MEGAN (Huson et al., 2018)
and the taxonomy assigned using MEGAN’s LCA algorithm for long reads. Coverage data across the four
regions of O. disjunctus’ gut was retrieved for contigs identified as taxonomically-derived from Streptomyces
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