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KEY FEATURES

+ Sanger sequencing data
- Sequence editing & trimming
- Sequence assembly
- Alignment

» Next-Gen sequencing data
- De Novo assembly
- Reference guided alignment
- Multiplex ID
- SNP analysis
- Methylation studies

- Restriction mapping
- SNP detection

Power with simplicity
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Assemble DNA fragments
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SNP detection
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» General analysis « Connections
- BLAST search
- Primer design

- Find amino acids
- Variance table
- Translated variance table - Alignment

- Reports - Phylogenetic trees
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4B 1-Raveme GCHHGCTGCCCHTCHBTGCGETGAGCRACTCTTTGCTGCGTABCP
4B 1-Forward GCAAGCTGCCCATCAATGCGMTGAGCAACTCTTTGCTGCGTAAC
W) 2-Forvand GCAAGCTGCCCATCAATGCGETGAGCAACTCTTTGCTGCGTAAC
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Multiple Sequence Alignment
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AAATGAGGTTTTCTGCGTCCAAC: CAGAGAAAGGAGGCCGCAAGCCAG : CIXHECCTTAT (-

RNA-Seq Using Cuffinks...
Merge Cuffinks Aligaments with Cuffmerge...
RNA-Seq Diferentil Expression Using Cuffdi...
Quantify RNA-Seq Dats Using Cuffquent..
Normalzstion Using Cuffnorm.
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Analyze NGS data
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Join by Name.

Build Reference Database or Index »
Align by Name Using »
Align Data Files to Ref Using » Mag,
» GSNAP...
BWA-MEM.

Assemble Data Files Using
RNA-Seq Using Cufflinks..
Merge Cufflinks Alignments vith Cuffmerge...
RNA-Seq Differential Expression Using Cuffaif.
Quantify RNA-Seq Data Using Cuffquant.

Normalization Using Cuffnorm,
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Bacterial sample7s ICTATITCTACCGGATCACTTG GGTGGTTTACCTATG
ERCEETaTR AT eI s TCTATTTCTACCGGATCA ~CCTATE
Bacterial sample7 TCTATIT CaCT GTGGETTACCIATG
Bacterial samples TCTATTTCT! TGGCTTRGATET TTGGIGGCTTACCTATG
Bacterial_samplell TCTATT TGGCTIAGATGT TGGTGGITTACCTATG
Bacterial samplel ICTATT TGGTGGITTaCCTATG
Bacterial sampleld ICTATT 2CCTATG
Bacterial sampleld

Bacterial sample7l TCTATT CACT: TTaCCTATG
Bacterial sample72 ICTATIT TTGGCGGTTTaCCTATG
Bacterial_samplel0d TCaATTT TG GGTTTaCCTATG
Bacterial_sempled TCoATTT GGTGGTTTaCCTATG
Bacterisl ssmple3l ICTATT 2CCTATG
Bacterial samples

Bacterial sampless TCTATT TACCTATG
Bacterial sampless TCTATTTCTACEGGATCACTTGGCTTAGATGTTGCACTAGGAATTGETGGTTTaCCTATG
Bacterial sampless TCTATTTCTACCGGATCACTTGGCTTAGATGTTGCACTAGGAATTGETGGTTTaCCTATG
Bacterial_sample3€ TCTATTTCTACCGGATCACTTGGCTTAGATGTTGCACTAGGAATTGETGGTTTaCCTATG
Bacterial_sampless TCTATTTCTACCGGATCACTTGGCTTAGATGTTGCACT gGGAATTGETGGTTTaCCTATG
Bacterial sampless TCTATTTCTACCGGATCACTTG -ACCTATG
Bacterial sampless TCTATTTGTACEGGATCACT TaCCTATG
Bacterial sampless TCTATTTCTACCEGATCACTTGGCTTAGATGTTGCACT gGGAATTGETGGTTTaCCTATG
Bacterial _samples6 TCTATT TGGCTIAGATET TGETGGTTTACCTATE
Bacterial_sample€0 ICTATT TGGCTIAGATGT TGGIGGTTTaCCTATG
Bacterial samplesl ICTATT TaCCTATG
Bacterial sample4s TCTATT
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FISH005-08_Oreochremis
FISH067-08_Oreachromis

FISH052-08_Oreochromis

TSM012-14_Oreochromis

ANGBF1290-12_Carcharodon
FOAG009-07_Apristurus
EWHHS5111-06_Sphyrna
EWTGS001-06_Galeocerdo
ESHKC083-07_Carcharhinus

EAR104-07_Ophiactis
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GBCDA172-12_Synalpheus

ﬁ GBCDA168-12_Synalpheus

flr GBCDA156-12_Synalpheus z

WS 29  consulting@insilicogen.com  031.278.0061

©2022. Insilicogen, Inc. | SEQUENCHER (@)



