Powering Bio-Research By IT

NGS Data Analysis Server

(NGS: Next Generation Sequencer)
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[root@demo src]# java -jar snpEff_v3_2_core/snpEff.jar -h
snpEff version SnpEff 3.2 (build 2813-83-14), by Pablo Cingolani
Usage: snpEff [eff] [options] genome version [variants_ file]

Input file: Default is STDIN

Options:
-a , -around
ult is @ codons.
-i <format>
-0 <format>
-interval
-chr <string>
TXT output.

Py

: Show N codons and amino acids around change (only in coding regions). Defal

: Input format [ vcf, txt, pileup, bed ]. Default: VCF.
: Ouput format [ txt, vcf, gatk, bed, bedAnn 7.
: Use a custom interval file (you may use this option many times)
: Prepend 'string' to chromosome name (e.g.

Default: VCF.

‘chr1' instead of '1'). Only on
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File Genomes View Tracks Regions Tools GenomeSpace Help

Default is 'snpEff_summary.html’

== '-noStats'). Default 'off'
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The server enables you

to analyze NGS data by yourself

with well-established pipelines!

US contact: &S
InfiniteBio Inc. _ &
www.infinitebio.com
natsuhikof@infinitebio.com

¥950,000 ~

More details on the other side)



Products

Choose1 from below Choose 2 from below

+ Resequence Analysis Pipeline (Whole Exome Sequence & Whole Genome Sequence are supported)
Analysis Pipeline * RNA-seq Analysis Pipeline

+ ChIP-seq Analysis Pipeline

+ microRNA-seq Analysis Pipeline

Currenﬂy Available Choose 2 from below Choose 3 from below
Reference Genomes hg19/mm10/mm9/rn4/rn5/TAIR10 / MEDAKAT
CPU Intel Core i7-3770K Intel Core i7-4930K Xeon E5-2667v2
[3.5GHz/4Core] [3.4GHz/6Core] [3.3GHz/8Core]
Memory 32GB(8GB X 4) 64GB(8GB %X 8) 256GB(16GB X 16) + ECC
SSD : 64GB (For 0S) SSD : 120GB (For OS) SSD : 160GB (For OS)
Storage HDD : 2TBX 1 (For Data) HDD : 2TB X4 HDD : 3TBX8
(For RAID & Data) (For RAID & Data)
Cooling System Air cooling (Silent type) Water cooling (Silent type) Air cooling (Silent type)
UPS Unavailable Available Available
0s Cent0S6 64bit

- Installation service

Introduction i i
« Introduction tutorial

ST g 23-inch display / Keyboard / mouse / Full manual / Quick-start manual / Installation media

Delivery Period 4 weeks 4 weeks 8 weeks

Price ¥ 950,000 (+Tax) ¥ 1,500,000 (+Tax) ¥ 3,700,000 (+Tax)

Options (charged)

We answer to your questions about the usage of our server and pipelines through phone-call and e-mail.

Technical Support (Max: 5 times / month)

Bioinformatics Lesson

L Our lecturer provide bioinformatics lesson for the server usage and NGS analysis protocols.
(Basic Linux)

Pipeline Customization Analysis pipelines can be customized according to your demand.

On-site Support Our bioinformatician visits and helps you to construct your analaysis environment.
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