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Short Visit Grant  FORMCHECKBOX 
 or Exchange Visit Grant  FORMCHECKBOX 
 
(please tick the relevant box)  
Scientific Report

The scientific report (WORD or PDF file – maximum of eight A4 pages) should be submitted online within one month of the event. It will be published on the ESF website.
Proposal Title: Characterizing the gut-microbiome of Namibian Cheetah (Acinonyx 
jubatus): analysing data generated by high throughput sequencing.


Application Reference N°: 6745
1) Purpose of the visit
To analyse the 16s rRNA gene data from gut-microbiome of Cheetah using 
advanced softwares/pipelines and statistical methods.

2) Description of the work carried out during the visit
1. Performed initial data processing steps (i.e. quality filtering, removing 
adapters/barcodes, aligning the reads) using different analysis softwares (i.e 

FLASH, CUTADAPT) at bioinformatics lab facility at host institution. 

2. Executed work flow pipeline QIIME (Quantitative insights into microbial 

ecology) for the bacterial 16s rRNA gene data analysis under supervision of 
experienced staff. 

3. Attended the lecture about available statistical approaches (i.e. Linear 

modelling, PCoA, ANOVA) for meaningful interpretation of results and 
employed these approaches on available gut-microbiome data and finally 
discussed presentation of results in the form of publication(s).
   
3) Description of the main results obtained

1. Characterized the gut-microbiome of Cheetah at different taxonomic levels. 
Bacterial relative abundance (≥0.1%) at phylum level showed Firmicutes (67.2%) as dominant phyla followed by Fusobacteria (19.3%), Bacteroidetes (6.8%), Proteobacteria (6.5%), Actinobacteria (0.2%) and other (0.1%) (Core gut-microbiome; present in at least 50% of samples).
2. Significant differences (P=0.001) observed in bacterial relative abundance and observed species diversity between gut-microbiome of free ranging and semi captive Cheetah from Namibia. 
3. Rarefaction curves showed that bacterial diversity (observed_species) increases with age in different age-classes of Cheetah.
4. Analyzing effect of kinship on gut-microbiome showed kin-members contain comparatively similar gut bacterial species and relative abundance as revealed by unweighted and weighted unifrac measures.  

4) Future collaboration with host institution (if applicable)

Applicant and host supervisor agreed to continue working together in future.
5) Projected publications / articles resulting or to result from the grant (ESF must be acknowledged in publications resulting from the grantee’s work in relation with the grant)
Manuscript will be written about Cheetah gut-microbiome and effect of variables 
(diet, age, kinship) on its composition and diversity, where ESF (ConGenOmics) 
will be acknowledged for providing short visit funding support.   

6) Other comments (if any)
Applicant is thankful to ConGenOmics for providing short visit funding support, to visit University of Ulm, which was a major learning exposure to him. 
