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Research at the |AH

. Infectious diseases of farm animals
— Chicken
» Salmonella
» Eimeria (coccidiosis)
» Marek’s disease
— Cow
* Foot and Mouth
» Pestivirus
. Streptococcal infection (mastitis)
— Pig
s African Swine Fever
* Foot and Mouth
— Sheep
« TSEs (scrapie)
* Orbivirus

Host-Pathogen Interactions
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-Scripts to create an Ensembl database from any EMBL file

*Based on work of Keith James at Sanger Institute
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Basic Functionality
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Microarrays - BASE

. Open Source
* jFree and Easy to set up

s Handles - i
=WArray Production (LIMS

ogn:|

SEXperimental Annotation g

GUI settings

Site info

— EXperimental Results St
— EXperimental Analysis
— MIAME




MAGE-ML

<?uml version="1.0" encoding="IS0-3359-1" 7=
<IDOCTYPE MAGE-ML [\Wiew Source for full doctype... )=
- <MAGE-ML identifier="BASE:dev:MAGE-ML">
- <BioMaterial_packagex
- zCompound_assnlist>
<Compound identifier="COMP:IAH-C-2" isSolvent="false" nama="2" /=
<Compound identifier="COMP:IAH-C-1" isSolvent="false" name="1" />
</Compound_assnlist=
- =BioMaterial_assnlist=
— «LabeledExtract identifier="8:IAH-C-labeledextract-2" name="in vivo expl Cy3.el.11"=
- =Material Type_assn=
<OntologyEntry category="MaterialType" value="unknown" /=
< /MaterialType_assn=
- =Treatments_assnlist=
- «<Treatment identifier="T:IAH-C-le2" order="0"=
+ <Protocolapplications_assnlist=
- =Action_assns
<OntologyEntry category="unknown" value="Labeling" />
</action_assnz
+ «SourceBioMaterialMeasurements_assnlist=
</ Treatment=
</ Treatments_assnlists
+ zLabels_assnreflist:
=/LabeledExtract=
- <BioSample identifier="§:IAH-C-biosample-2" name="in vivo expl Cy3.el">
- =MaterialType_assn=
<DntologyEntry category="MaterialType" value="unknown" /=
< /MaterialType_assn=
— < Treatments_assnlists
- =Treatment identifier="T:IAH-C-ex2" order="0">

- z=Action_assns
<OntologyEntry category="unknown" value="Extraction" /=




ArrayPipe: Normalisation Pipeline

. Based on R and Bioconductor
4Setup:

s“Implements a Flexible user-driven pipeline



Pipeline

e http:#fiahc-linux03/cgi-binfarray/fstart_pipeline.cgi?dir=28492 - Microsoft Internet Explorer
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[[LLBG Cotrect]

chlckS ta‘b

[LLEG Cotrect]

[D.H, Visualise MNormalize]
;chickla. 1560 bge

[T H. Wisualise Mormalise ]
chickla. 15813 bge

D H, Visuahze Mormalize]
;c:h1|:k3 23167, bac

[T H. Wisualise Mormalize ]
chick3. 14284 bae

|[D H, Visualize Mormalize]
;::h.u:k_B 15882, bac

[T H. Wisualise, Mormalize ]
chickd. 15890.bge

[T H, Visualise Mormalise ]
;clnck-’-l 7920. bgc

[[D.H. Visualise Wormalize ]
chickd. 14292.bge

|[D H, Visualize Mormalize ]
;chlckS 7953, bac

[T H. Wisualise Mormalise ]
chick5. 14318 bee

D H, Visualhze Mormalize]

;chlck5 15898, bgc
[[DH, Visualhze Mornmalize]

((L.H Avg Reghcate ]
;chlckla 1560, 17384 norm
[[DH. Avg Eeplicates]
;chickla 15813 15838 norm
.2 Avg Reghcate ]
;c:h1|:k3 23167.23182 norm
[T H. Avg Eeplicates]
;chiu:k3 14284 14373 norm
.2 Avg Reghcate ]
;Ch.ll:k3 15882.15853.norm
[T H, Avg Beplicates]
;c:hiu:k4 15890, 15968 norm
L.H Avg Reghcate ]
;c:lnckdl 7920,7935.n0rm
[[D.H, Avg Eeplicates]
;chick_dl 142592 14388 norm
((L.H Avg Reghcate ]
;chlck5 7953.7961.norm
[[DH. Avg Eeplicates]
;chickj 143138 14403 norm
[[DH, Avg Eeplicates]
jchick5 15893, 15933 nerm
D H, Avg Eeplicates]

2]

chlckla 1560, 1?3848809avg
1

chickla 15813.15938 16077, avg
2]

chick3 2316723182 8810 avg
2]

chick3.14284.14373.14532. avg
2]
Ichick3,15882.15953.16081.avg
2]

chickd. 15890.15968.16083.avg
2]

|chickd.7920,7935.881 L avg
2]

chickd. 14292, 14388.14540. avg
2]

chick5.7953 7961 8812 avg
2]

chick5. 14318.14403.14545 avg
chick5.15898.15983.16085.avg
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Background Subtraction
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hick1.27B90. bec - Microsoft Internet Explorer (=163

Normalisation
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Microarray Analysis

Use R/Bioconductor

Limma
= | [near models
=aBayesian Statistics

Cluster Analysis
PCA

d <- read.table("myData.txt", header=TRUE, sep="\t", quote="\"")

smalld <- d[d$p<0.001,]

dd <- dist(smalld[,3:9], method="euclidean")

h <- hclust(dd, method="complete")

td <- t(smalld[,3:9])

tdd <- dist(td, method="euclidean")

th <- hclust(tdd, method="complete")

col = c("green", "springgreen”, "yellowgreen", "yellow", "orange", "orangered"”, "red")
heatmap(as.matrix(smalld[,3:9]), as.dendrogram(h), as.dendrogram(th), col = mycol)
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