Full command lines of the major computational pipelines

a. Adaptors and Reads trim by btrim

For single-end reads:
btrim64 -S -q -s <summary file> -l 25 -a 18 -o <output file> -t <sequence file>

For paired-end reads, independently do the above step for each end reads, and run the following script to re-synchronize the two end reads:

perl paired_end_trim.pl <summary file from left reads> <summary file from right reads > <output file for left reads from the first step> <output file for right reads from the first step>

b. tophat2 for reads mapping
tophat2 -p 6 -N 3 --read-gap-length 3 --read-edit-dist 3 -G <referenc.gtf> -o <output file> <bowtie_index of referenc.fa> < btrim.reads1.pe> < btrim.reads2.pe>

c. Cufflinks suite for transcript assembling and expression evolution
cufflinks -p 2 -g < referenc.gtf > -o <output file> accepted_hits.bam

cuffcompare -r <sRNA.removed.reference.gtf> -R -C -V -s <referenc.fa> -o <output file> -i < transcripts_gtf_list>

cufflinks -p 2 -G <filtered gtf file from cuffcompare> -o <output file> <accepted_hits.bam from TopHat2>
d. CPC for calculating protein-coding potential scores

cpc-0.9-r2/bin/run_predict.sh <input file> <output file> <working directory> <output_evidence_plot_feat_base>
e. blastx to search against a non-redundant protein database to filter potential transcripts

blastx -query <input file> -db 20160404nr -num_threads 6 -evalue 0.001 -max_target_seqs 1 -outfmt 6 -out <output file>

f. Our population genomic analysis follows the pipeline same to the previous works 
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