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There are currently 44 tracks turned off.

WormBase ParaSite 16: Strongyloides ratti (PRJEB125). Assembly: S_ratti_ED321_v5_0_4 (GCA_001040885.1). Region: Scaffold SRAE_chr2:14,472,414-14,474,255
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122:1252|df8737b5-224e-4577-90b4-24fa9eca886b

137:1144|574604ff-83bc-4063-9a49-13489989edb9
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No features from IsoformsAll in this location on this strand

No features from MyTestGFF3_UTR in this location on this strand

An example of isoform variation and UTR identification in full-length nanopore reads compared to current annotations 
Newly annotated isoform files were visulised using the Ensembl Genome Browser. Isoforms (a) and isoforms with annotated UTR regions (b) can be seen in comparrison to our current S. ratti 
genome annotation (c, in red). 
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