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Analysing Next-Gen data
within a Core Facility
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e 30 Research Groups

400 Researchers
e 2 lllumina GA2Xs

5 Bioinformaticians
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Possible uses...

ChlIP-Seq SNP Detection
ChlA-Pet
Bisulphite-Seq

4C 3C
MRNA Tag Seq

MeDIP-Seq

Nuclear RNA-Seq MRNA-Seq /\ é
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Next Gen Workflow

Prepare Library Biological Interpretation

Add adapters Quantitative Analysis

Quantitate Visualisation

QC QC

Sequencing Run Mapping to Reference /\?
| . AN

Image Analysis Base Calling Fapraha'bm
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Next Gen Workflow

/0

Babraham)
Institute

Image Analysis

Base Calling



Yo Babraham
o Bi ioinfovmatics

Division of Labour

- - : Devel are for others
Uses standard software ~ Writes Simple Scripts evelop Soigy

Simple analyses Organises Data Manage Fiimiany Datg

! . . . Complex non-standard analysis
Biological Detail Links to other data P y

Full service for small studies
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¢ Seq Monk [all_grouped_modifications.smk]
File Edit Wew Data Filtering Reports Help
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Visualise

Homo sapiens MCEI36 chrz20: 12832662-13285135 (452,47 kbp)

gene gene:SPTLCZL gene: C20orfaz

mRMNA mRMNA:SPTLEZL mRMNA: C200rfE2
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Quantitate

Homo sapiens MCEI36 chrz20: 12832662-13285135 (452,47 kbp)

gene gene:SPTLCZL
mRMA mRMNA:SPTLC2L
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gene: C20orfaz

mRMNA: C200rfE2

Enhancers
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Filter

Homo sapiens MCEI36 chrz20: 12832662-13285135 (452,47 kbp)

gene;SPTLCEL gene: C20orfaz

mRMNA mRMNA:SPTLEZL mRMNA: C200rfE2
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Report

S Report for "Value above 16.0"
Chr Skartk End .« No.Pr... - | Features Descriptions Enhancers

20 30406001 30681501 1 24885501 CZ0arf112 RP... ["Putative Polvcomb group prokein 85501 {additional sex combs-like p. .. G4, 806 [A
20 61945001 AZ2#3s01| 1 241 [TPDS2L2 DMAICS UC... ["Tumor protein DS54 (hDS4) (Tumar prokeinD&2-like 23, [Source:Unipr. .. 6,444 .
20 45659001 46356501 1 Z09|RP11-269H4 .1 "Phosphatidylinositol3, 4, 5-trisphosphate-dependent Rac exchanger ... 61,965

20 49472001 49597501 1 173|MFATCZ "Muclear factor of activated T-cells, ovtoplasmic 2 (T-cell transcriptia, .. BS.676

20 47992001 43161501 1 154 PABPCIL TOMM34 5T... ["Polvadenylate-binding pratein 1-like.[Source:UniprotfSWISSPROT] ... 41,353

z0 57096001 57272501 1 150MRP316P ZRFE31 "Uncharacterized protein C20orf174.[Source: Uniprak/SWISSPROT]. .. 56,965

20 Glel9001 el770501) 1 128)”200rf 149 PTER SEM, .. ["UPFO36Z protein C20orf149.[Source: UniprakfSWISSPROT  Acci9H. 62,218

20 Ina41001 3972501 1 122|PPP1R.16E "Prokein phosphatase 1 requlatary inhibitorsubunit 166 (TGEF-beka- i.., 67,106
20 51103001 51271501 1 121|TSHZ2 "Teashirt homolog 2 (Zinc finger protein 2183 Cvarian cancer-relate, ., 23.969

20 553558001 g5492501) 1 1Z20RAE1 REM3E "mRMA export Fackor (mRMA-associated prokeinmrmp 413 (Rael prat..., 62,545

20 32040001 32165501 1 118RALY EIFZ52 "RMA-hinding prokein Raly (hnRMNP associatedwith lethal vellow homao. .. A5.915

20 45548001 45680501 1 1164135377718 AL3S37... | "Mudear receptor coackivator 3 (EC 2.3.1. 480 NCos-3) (Thyroid ho. .. 35,144

20 GO0797001 B0335501| 1 115|MTSR1 C20orf20 OGF. . "Meurokensin receptor bype 1 (MT-R-13High-affinity levocabastine-i... 45,525

20 4704001 4857501 1 109|RAS5F2 SLC23A2 "Ras assocakion domain-containing protein 2.[Source: Uniprok3Wis, .. 39,917

20 17496001 17612501 1 105|D3TH RREP1 "Destrin (Ackin-depaolymerizing Fackar) (a0F).[Source Uniprak/SWISs. ., 34.974

z0 31009001 31129501 1 100|3PAaG4L BPILL BPILS ... ["Sperm-associated antigen 4-like prokein(Testis and spermatogenesi, ., 39.239

z0 SHZ29001 SR3IHZ501) 1 100jaMERDED ALIS4776.... ["Bnkyrin repeat-containing prokein CZ0arfSaprecursar, [Source:Unip. .. 33.502

20 F9570001 39684501 1 a7 (CHDE "Chramodomain-helicase-DMa-binding prokein 6(EC 3.6.1.-) (ATP- d... 32.766

20 51875001 Sz006501) 1 a5 (4C005220.1 BCAS] "Breast carcinoma-amplified sequence 1 (Movelamplified in breast ca... 4z.4

20 48549001 453648501 1 88 PTPM1 hsa-mir-5645 ... |"Tvrosine-prokein phosphatase non-receptortype 1 (EC 3.1,3.48) (P... 59,646 [V

[ Cloze ” Save ]
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Core Facility Jobs

e Mapping e Planning / Design
e QC « Software Development
 Filtering e Training

o Standard Workflows
e Custom Analysis
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Analysing
High Throughput
Sequencing Data with
SeqMonk

Version 0.4

o ‘Bﬂﬁmﬁam
' 'Bioinﬁnmatm

Learning To Program
With Perl

An introduction to the Perl programming language for those who
haven’f programmed before

Version 0.6 {public)
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www.bioinformatics.bbsrc.ac.uk

simon.andrews@bbsrc.ac.uk
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