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Total reads: mean + sd (median)

7460763.16 + 4299747.38
TCGA bam (6792845.50)
samtools isolated human 364091.89 *+ 449734.87
unmapped reads (236756.50)
sRNAnalyzer preprocessed 339068.80 + 431876.59
reads in Processed.fa (213969.50)

Bacteria multiple alignment

J Phylum: 1533.70 + 14677.99 (203)

: : Class: 1346.64 + 13189.69 (163)
Reai:?nnr:gnt:? f;‘f'lz\t,‘;the" Order: 1280.38 + 13037.75 (137)
g Family: 1077.62 + 11365.61 (115)
Genus: 1004.22 + 10717.87 (103)

Supplementary Figure S1. Workflow and summary statistics of the bacterial read counts along the
data processing pipeline. The average, standard deviation and median of processed total reads in

each step are presented.
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Supplementary Figure S2. BIC database framework. BIC is implemented in the Django framework.
We created web content in HTML, styled in CSS, animated with JavaScript, and some plugins. We
saved the precomputed data in PostgreSQL and retrieved and used it in Django views. We used
Python packages to compute statistics and produce outputs of plots and tables.



