
 

 
Supplementary Table 1: BUSCO scores. Here are the BUSCO scores for the selected feline 
assemblies. Using the same BUSCO mammalia_odb10 dataset, the final scores for completeness, 
duplication, fragmented, and missing are all consistent with each other. 
 
  



 
Supplementary Table 2: NCBI RefSeq annotation summary.  
Detailed in this table are the statistics for the NCBI RefSeq output for NCBI Prionailurus 
viverrinus Annotation Release 100.  This table also shows the number of transcripts per gene and exons 
per transcript in the fishing cat gene annotation. 
 
  



 
 
Supplementary Table 3: Total Protein Coding Genes Across Feline Species.  Compared to the Asian 
leopard cat and Domestic cat phased genome assemblies the number of protein coding genes remains 
consistent across all 3 species. 
 
  



 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Supplementary Table 4: Genome structural comparisons. This table summarizes the AssembyTics 
output comparing the fishing cat reference genome to Asian leopard cat reference. Overall, least 
differences are detected in tandem expansions (2,532 identified) and tandem contractions (1,393 
identified). 
 
  



 
Supplementary Table 5: Fishing cat sequencing cohort. Listed in this table are the WGS cats and 
RNAseq cats, along with their studbook ID, name, sex, date of birth (DOB), current age, and TCC status. 
It is important to note that samples from normal presenting cats (except for studbook #356 and studbook 
#5 - both confirmed as non-TCC cats) were collected prior to 10 years old, when clinical signs of 
transitional cell carcinoma tend to occur. Studbook #950 is also the cat selected as the reference 
individual. 
 
  



 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Supplementary Table 6: Fishing cat VEP output. Detailed here are all the consequence types identified 
in the fishing cat cohort from Ensembl’s VEP program. Most consequence types are found to be intron 
variants (63.2%) followed by intergenic variants (18.3%). In addition, a total of 67,664 missense variants 
were identified (0.2%). 
 
  



 


