Defining Biotype and Status
The biotype and status of a transcript are defined by the putative functional potential, structural properties (e.g. retained introns), similarity to entries in major sequence databases and type or length of the supporting evidence by which they are supported. The sections below describe in more detail the criteria by which a transcript is classified. Locus level biotype is inferred from the individual biotypes of the transcripts it contains e.g. a protein-coding locus must contain at least one protein-coding transcript. Supplementary Figure 1 provides a schematic view of relationships between locus and transcript level biotypes and statuses.
Biotype Definition
Panel A – Protein-coding loci

Protein_coding: contains a CDS
Nonsense-mediated decay (NMD): contains a CDS but has one or more splice junctions >50bp downstream of stop codon
Non-stop decay (NSD): contains a CDS but has no stop codon before the polyA site is reached
Processed_transcript: does not contain a CDS that fulfils annotation criteria not necessarily functionally non-coding
Retained_intron: has retained intronic sequence compared to a reference variant with no strong evidence (alternative ATG or polyA features, strong cross-species stop codon conservation) for function

Panel B – Processed-transcript (long non-coding RNA) loci

Processed_transcript: do not contain an open reading frame (ORF) which can be unambiguously assigned as a CDS. May fulfil criteria for annotation as multiple lncRNA biotypes
Non_coding: known transcripts with non-coding function confirmed by literature or experiments
Long intergenic non-coding RNA (LincRNA): long intergenic non-coding RNA. Transcripts do not overlap protein-coding locus on same or opposite strand. May be supported by spliced EST or mRNA evidence or single-exon mRNA
Antisense: transcripts overlapping the genomic extent of one or more coding loci on the opposite strand
NcRNA_host: contains ≥1 small non-coding RNA (ncRNA) in intronic/exonic sequence
Sense_intronic: transcripts lying in introns of coding genes but do not overlap any exons
Sense_overlapping: transcripts that contain a coding gene on the same strand in an intron
Retained_intron: has retained intronic sequence compared to a reference variant

Status Definition
Panel A - Protein_coding transcripts

Known_CDS: 100% Identical to RefSeq NP or Swiss-Prot entry
Novel_CDS: shares >60% length with known CDS from RefSeq NP or Swiss-Prot or has cross-species/family support or domain evidence
Putative_CDS: shares <60% length with known CDS from RefSeq NP or Swiss-Prot, or has an alternative first or last coding exon. Can be applied to a variant transcript as well as the sole transcript for a locus that has no variants

Panel B - Processed-transcript transcripts

Novel transcript: >3 exons in length and/or supported by≥1mRNA or ≥3ESTs
Putative transcript: ≤3exons and supported by ≤2 ESTs.
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