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Supplementary Fig. S1. Estimators of richness and diversity used to compare the gut microbiota of 

the CDV-positive samples and the healthy control samples. (A) The Chao 1 index was calculated 

from the sequencing data using QIIME (Version 1.7.0) at 97% similarity to estimate the richness. 

(B) Structural comparison of the two groups. The vertical axis shows the number of OTUs that 

would be expected to be found after sampling the number of tags or sequences shown on the 

horizontal axis. 
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Supplementary Fig. S2. The taxa whose abundance differed between the CDV-infected individuals and the healthy controls. 

The abundance of the phylum Firmicutes (A) increased while the abundance of the phylum Proteobacteria (B) decreased in 

the gut microbiota of CDV-positive individuals. 





Supplementary Fig. S3. Heatmap illustrating genus-level differences between the CDV-infected 

individuals and the healthy controls. The relative abundance of each genus is indicated by a Z 

score, and a gradient of color from blue to yellow indicates the abundance, ranging from low to 

high. The gut microbiota was found to have a distinctive bacterial composition, which was also 

significantly associated with the Shannon index. 

 

 

 

Supplementary Fig. S4. Agarose gel electrophoresis of hemagglutinin (H) gene fragment (477bp) 

from CDV by RT-PCR. Amplification products from different organs in the first fatal giant panda 

infected with CDV at day 7 post CD illness onset. Marker (Takara, DL2000): 2000bp, 1000bp, 

750bp, 500bp, 250bp, 100bp. 

 

 

 

Supplementary Table 1. Comparison of phylotype coverage and diversity index at 97% 

similarity 

Sample name 
Chao 1 

Average 

Observed species 

Average 

Shannon 

diversity index 

Simpson 

diversity index 

CDV-positive 65.39 53.29 1.23 0.39 

Controls 66.76 59.5 0.69 0.16 

 


