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Fig. S1. Identification of mutations from the stl and btl mutants 

Twenty embryos were pooled from WT, R109/stl mutants, R109/stl siblings, R228/btl 

mutants and R228/btl siblings respectively, prepared for generating differently tagged 

libraries and analysed by single lane of RNAseq. Identified variants were screened by 

different conditions (screen-1 to 7) to narrow down a single candidate mutation which is 

responsible for the stl or btl phenotype.   
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Fig. S2. Top 30 genes down-regulated in the R109/shorttail 

From the RNAseq data, expression was estimated by mean coverage. Expression level is 

compared between the mutant and sibling samples. The top 30 most highly down-regulated 

genes which has gene expression reported in zebrafish in zfin database were selected. It is 

noted that 15 genes among 30 are specifically expressed in the notochord.  
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Fig. S3. Top 30 genes down-regulated in the R228/balltail  

From the RNAseq data, expression was estimated by mean coverage. Expression level is 

compared between the mutant and sibling samples. The top 30 most highly down-regulated 

genes which has gene expression reported in zebrafish in zfin database were selected. It is 

noted that 11 genes among 30 are specifically expressed in the somite muscle.  

Development: doi:10.1242/dev.199675: Supplementary information 
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