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Genome component analysis: gene structure 
prediction, repeat sequences, non-coding 
RNAs, CRISPR, prophage analysis, gene 
island analysis 

tRNAscan-SE, rRNAmmer, 
RepeatMasker, BLAST against Rfam, 
Tandem Repeat Finder, PHAST, 
CRISPRFinder 

Gene function annotation: KEGG, 
SwissPort, NR, GO, COG 

tRNAscan-SE, rRNAmmer, 
RepeatMasker, BLAST against Rfam, 
Tandem Repeat Finder, PHAST, 
CRISPRFinder 

Genome cycle graph Circose 

Bacterial genome resequencing 

Sequencing Strategy:HiSeq PE150 100×, 450bp insertion library 
 
Turnaround Time: (≤100 samples) 
Without standard bioinformatics analysis: 15 working days 
With standard bioinformatics analysis: 22 working days 
 

Standard Analysis Software 
Data quality control: filtering reads containing 
adapter or with low quality 

 

Alignment with reference BWA SAMTOOLS 
SNP/InDel calling, annotation and statistics SAMTOOLS 
SV calling, annotation and statistics BreakDancer 

Fungal genome de novo sequencing 

Fungal genome survey 
Sequencing strategy: HiSeq PE150 100×, 450bp insertion library 
 
Turnaround Time: (≤100 samples) 
Without standard bioinformatics analysis: 15 working days 
With standard bioinformatics analysis: 22 working days 
 

Standard Analysis Software 
Data quality control: filtering reads containing 
adapter or with low quality 

 

Genome preliminarily assembles SOAP 
Genome survey: genome size, GC distribution, 
repeat rate 

 

 




