Table S4. STAR (Dobin, Gingeras, 2015) summary gene mapping statistics employed on 11 samples.

samples:
Number of input reads, min
Average input read length, bp
UNIQUE READS:
Uniquely mapped reads number, min
Uniquely mapped reads %
Average mapped read length, bp
Number of splices: Total (thos*)

Number of splices: Annotated (sjdb**),
thos*

Number of splices: GT/AG, thos*
Number of splices: GC/AG thos*

Number of splices: AT/AC

* thos - thousands

** sjdb - splice junctions database is generated from GTF (Dobin A, Gingeras TR. Mapping RNA-seq Reads with STAR. Curr Protoc Bioinformatics. 2015 Sep
3;51:11.14.1-11.14.19. doi: 10.1002/0471250953.bi1114s51. PMID: 26334920; PMCID: PMC4631051.
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