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E ncRNA gene predictions

ncRNA gene type Number

putative rRNA genes 200

putative tRNA genes 1,841

putative miRNA genes 2,029

Prediction algorithm

RNAmmer

tRNA-scan SE

Infernal

putative snRNA genes 230 Infernal

1,760 Infernal

putative snoRNA genes 191 Infernal

4,344 tRNA-scan SE (pseudogenes)

FNomenclature for lncRNA genes 
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Scaffold expression

lncRNA gene Position
Brain
Liver
Tail
Testes

320 Infernal
504 RepeatMasker

223 RepeatMasker

2,172 RepeatMasker
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*Higher specificity predictions

Synteny between turquoise killifish and medakaC
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Synteny between platyfish and medakaD
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