Supplementary Figure legends

Supplementary Figure S1. Alpha rarefaction curves. Chaol and Simpson indexes estimated
microbial richness for all samples. The average richness of Chaol and Simpson diversity indexes
from all sequences (x-axis) are shown with color lines and lower limits of the 95% confidence
interval. The number on top right side represent: gut samples (A02, A04, D02, D04, E02, E04,
HO04); lung (201, 202, Z05, 206, 207, Z08, L01); stomach (A01, A03, D01, D03, EO1, EO3,
HO1).

Supplementary Figure S2. The relative microbial abundance among top 20 OTUs in each
stomach, gut, and lung sample.

Supplementary Figure S3. Multivariate statistical analysis, LEfSe (p <0.05; Linear
Discriminant Analysis-LDA score >3.00), analyzed differentially abundant taxa as taxonomic
biomarkers of the gut (red), lung (green), and stomach (blue) samples. The relative abundance of
156 bacterial taxa was significantly higher in the lungs, followed by 50 taxa in the stomach and
27 in the gut group.

Supplementary Figure S4. Random forest analysis determined top 15 OTU biomarkers with the
highest discriminatory power between gut samples (A02, A04, D02, D04, E02, E04, HO4), lungs
(201, z02, Z05, 206, 207, 208, LO1), and stomach (A01, A03, D01, D03, E01, E03, HO1).



