Supplementary File S1. Select misannotated human microRNAs processed from snoRNAs.
Images generated by Ensembl genome browser. (A) Human microRNA hsa-miR-664b is entirely embedded in SNORA36A
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Supplementary File 1. Select misannotated human microRNAs processed from snoRNAs.
(B) Human microRNA hsa-miR-664a is entirely embedded in SNORA36B.
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There are currently 757 tracks turned off.
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Supplementary File 1. Select misannotated human microRNAs processed from snoRNAs.
(C) Human microRNA hsa-miR-1291 is entirely embedded in SNORA2C.
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Supplementary File 1. Select misannotated human microRNAs processed from snoRNAs.
(D) Human microRNA hsa-miR-3651 is entirely embedded in SNORA84.
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Supplementary File 1. Select misannotated human microRNAs processed from snoRNAs.
(E) Human microRNA hsa-miR-1248 is entirely embedded in SNORAS81.
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