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de.NBI services

standard input

PiGx pipelines are being used in Epigenomics and Epitranscriptomics

(Seq)
Tools NG th identifies cis-Natural Antisense Transcripts QC group (Ep1QC) as part of the FDA’s SEQC2 Study.
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deep sequencing data RCAS: RNA-Centric Annotation System
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PARalyzer PAR-CLIP sequencing analysis Provided one-on-one mentorships and consultations
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