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About ChunLab



About ChunLab

' ChunLab is a next-generation sequencing (NGS) and bioinformatics service

proVider o触ring an end to end so山tion from samp一e to discovery

' Established in Dec･ 2009 by DrJongsik Chun ofSeouI Nationaf University

About DrJongsik Chun

-　Fu" tenured professor, School of BiologicaJ Sciences, Seoul National University (SNUH2000-Present)

-　TTrustee, Bergey's Manua一 Trust

-　Assocjate Editor, USEM (2002～2014)

-　EditorjaJ Board , Antonie van Leeuwenhoek (1999～present); Microb. Environ. (2005-Present)

-　Founding Director, Bioinformatics lnstitute, Seoul National University (2010)

' Headquarters in Seoul, Korea with a sateHite office in Rockvilfe, MD
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Our Mission

ChunLab/s mission is to simplify bioinformatics to enable clients

to easi一y perbrm high-end analytiCs of their NGS data

To achieve this mission, We have designed optimized bioinformatics pipelines

for various research disciplines (metagenomics, genomics and transcriptomics)

uslng CarefuJJy chosen･ tested aJgorithms and biostatistical techniques.

Furthermore, We have designed a suite of point and click software tools that

enable researchers to easily perform Large-scale sophisticated visuarizations,

secondary anaJysis and comparative analysis.
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Why ChunLab?



One-Stop Solution from Sample to Discovery
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CLcomm u nityTM

br Mfcroblal Commun叫Analysls

CLgenom icsTM

for Whole Genome AnaJysfs

Jr
CLRNASeqTM
fb r Tra nscrlptom fcs AnaJysfs

Jntuitive point a dick user interFaces with advanced visualization and ana一ytical tools

Standalone Windows and Mac based applications

No expertise in Linux and programmJng languages required

Data results provided in sophisticated pubJication-ready visuaJizations

Exportation of data into ExceJ･ text or FAS17L formats for further downstream analyses
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Why ChunLab?

List of highly curated proprietary reference databases

EzTaxo n

EzGenome　･

EzFungJ

EzRNASeq

Database of 16S rRNA gene sequences of species type strains for valid and invaJid names

63′000+ 16S rRNA gene sequences for Bacteria & Archaea

10,000+ users world wide

>2,600 citations (lan 2015)

Database of manually curated prokaryote genomes

> 25,000 prokaryote genomes

Database of highly curated fungal str73ins using the JTS region

>17,000 fungi species

Database of a wide selection of RNA Seq data (based on SRA) formatted to be viewed and

compared using ChunLab's cLRNAseq software

lncludes human･ mouse･ Arqbidopsis･ C･ elegqnsJ DrosophI･Io and other model organisms

EzEcology　● .Deaxt,aeb;seedOtf.TiTa?ubfc'hCeOdm2mQu.nfitieisl,Si,ncJudes data from the Human Microbiome Projed

For more information visit地p://www･ezbiocro地境
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Why ChunLab?

Composed of Ph･D･ and master level bio scJ･entists, bioinformaticians and

software engineers

To provide...

● consultation on the best platform(S) and study design for a success research project

● NGS and bioinformatics training (through workshops and webinars)
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Why ChunLab?

Equrpped with State-of-the-Art FaciHties an踊触組rms
●

‖umina HiSeq 2500

_′▲

lon Torrent PGM

lllumina MiSeq

Bionano lrys System
Nanostring nCounter
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Roche 454 Junior

Roche 454 GS FLX+
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Why ChunLab?

Over 350 government and research agencies′ medical centers′

Companies and universities using ChunLab's services worldwide
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What Our C一ients Are Saymg
●

/′仙as been a
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shipping/customs･ sampJe preparation･ and data generation･ Their knowledge of microbiaJ systems, in

Particurar, sets this group apart from other genomic facilities･ The resulting publication would not have

been possible without the extra input and anafysis of results by ChunLab team members. /I

Dr. Shana K. Goffredi

Asst･ Professor I Occidental College (USA)

Pleasure working with ChunLab. At every step of the way, ChunLab members assisted with

II we are very happy with the genome sequencing and analysis resu-ts ChunLab provided us with

and we would certainly recommend ChunLab to our colJeagues･ I do not have any genome-

sequenclng Projects planned for next year, but ChunLab will def.nitery be my fwst choice when l

next want a bacteria一 genome sequenced･ 〟

Dr. Paul Meyers

Professor J University of Cape Town (South Africa)

//

Yes J was able to download aJJ the software and use it to anafyze my data･ ft is very user-friendly.

Overall we are very satisfied with your service and quality of the data. 〟

DrJing Wan舌

Researcher f ln州･ of Molecular and CeJJ Bio一ogy (Singapore)
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