Additional file 2: Statistics for each TransABYSS and Trinity assembly. N seq: number
of transcripts; N bases: number of bases; Mean length: mean length of the transcripts;
N50: N50 value; Ns: number of unknown bases; % GC: guanine and cytosine content;
trinity-N: in silico normalized trinity assembly; trinity-nN: non-normalized trinity
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* Best quality preliminary assemblies selected to generate the final
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