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GO(1)---

. the Gene Ontology P—

Gene Ontology Home

The Gene Ontology project provides a controlled vocabulary to describe gene and gene product attributes in any organism.
Read more about the Gene Ontology...

http://www.geneontology.org
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http://www.geneontology.org/

GO(2) -

Gene A

GO_ID
GO-0000001
GO-0000002
GO-0000003
GO-0000005
GO-0000006
GO-0000007
GO-0000008
GO-0000009
GO-0000010
GO-0000011
GO-0000012
GO-0000014
GO-0000015

GO _Term
mitochondrion inheritance
mitochondrnial genome maintenance
reproduction
ribosomal chaperone activity
high affinity zinc uptake transmembrane transporte. .
low-affinity zinc ion transmembrane transporter ac. .
thioredaxin
alpha-1.6-mannosyltransferase activity
trans-hexaprenyltranstransferase activity
vacucle inheritance

single strand break repair

single-stranded DMNA specific endodeoxynbonuclease. ..

phosphopyruvate hydratase complex
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GO(3)---GOminer

http://discover.nci.nih.gov/gominer/htgm.jsp

EU 14 INER  Avpication Buid: 214  Database Buid: 2008.04

Downloads

This page lists some of the most common file downloads for GoMiner.

gominer jar The application file (without bundled database) for GUI GoMiner and accompanying command-line interface.

B

$BAY: Executable Jar File B
E B BEA: 20086/16 F4F 05:56 x|
#1177 MB Database
nethlazt-2.2. = TILIIE L S B L :
— all (default)
Data Source(s) all (default
Bvidence Code(s) all (defaut)

Lookup Settings: [v] Enhanced Names (UniProt Only) Synonym Cross Reference
\iew Settings: [_| View All Genes and their Categories) [ | Hide Genes [ | View All GO Categories

Total: Browse Auto-generate

Changed: Browse Same as total

Process Restore defaults Exit



http://discover.nci.nih.gov/gominer/htgm.jsp
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(gene list annotation
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GO(5)---GO.anno

.analysis

i ¥ 1 humanégene i~ 1 § &

» & 4rfe * R4 ¥ DEGsshannotationsh

p_value
BAFENLTHR:
& GODB

BEE &REE WR REREW TAD HSEH

Qt=a- - T me | #sm X 9 =
FHED | CAWSEVGODE
= DECs bet = term_type b p id_evi bet g e Hst:-:t
":: i ’;——:J L "EJ =i "EJ T
_:_ = | 13B85EB = | 23671KEB = 453 KE
A B [c ] a | s C a | B
1 |EntrezAC GO_ID Evidence Tl
1 H3_5'}'|:]688 160D GOTem Type 5| 814623 60000676 1oa 1 |Entrez_Ser UniGene
5 103367 _ 2 |GOO000001  mitochondrion inheritance P : y, 10 Ha?
Hs. 3 |G0:000000Z  mitochondrial genome maintenance P J 814629 GDfOOOSSTS ND 3 195 Hs.4
3 |Hs.554050 C 4 1GOR000003  reproduction P 4 614623 GO:0008150  ND — :
. - 5 814629 GO0008270  1EA 4 1054 Hs.11
4 |H=.3658011 5 |G0:0000005  ribosomal chaperone activity F 6 514630 GO003T00  [5S —
6 |G0:0000006  high affinity zinc uptake transmembran F : L 1089 He.12
B Fis.0 /1209 6 | 4049 Hs.36
B |Hs.012008
7 |Hs.454921
& |Hz.6065600

Download from database




GO(6)---GO.anno.analysis

B T AR

gene2unigene_Hs <- read.csv(paste(rawdir, "GODB", "gene2unigene Hs.txt",
sep="\\"), header=TRUE, sep = "\t")

gene_goid_evi <- read.csv(paste(rawdir, "GODB", "gene_goid_evi.txt",
sep="\\"), header=TRUE, sep ="\t")

DEGs <- scan(paste(rawdir, "GODB", "DEGs.txt", sep="\\"),sep = "\t",what="")

GO.anno.analysis (DEGs, gene_goid_evi[,1:2], gene2unigene_Hs,
"DEG_1","GODB")

Output files:
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KEGG(1):---

Search KEGG Get Entry

KEGG Home
g‘”t;?figifm” KEGG: Kyoto Encyclopedia of Genes and Genomes
Release notes . . ’
Current statistics A grand challenge in the post-genomic era is a complete computer
representation of the cell, the organism, and the biosphere, which will enable
KEGG Identifiers computational prediction of higher-level complexity of cellular processes and
organism behaviors from genomic and molecular information. Towards this
KGML end we have been developing a bicinformatics resource named KEGG as part
of the research projects of the Kanehisa Laboratories in the Bioinformatics
KEGG API Center of Kyoto University and the Human Genome Center of the University
KEGG FTP oF Foky

http://www.genome.jp/kegg/

KEGGR| i & §_% 4kgene product pathway » #pathways® & 5 3F % =
¥ F#L [Wpathway & F3pvgenes » pathway figure » @755 [lid » iy [ﬂ i
P E He g1 M T pupathway (B[ [fl- iFpathway id)k’forthorog gene °



http://www.genome.jp/kegg/

EGG(2)---

KEGG Organisms in the Taxonomy
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Eukaryotes: 72+27+49 Bacteria: 675 Archaea: 52
(including draft genomes and EST contigs)
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KEGG(3)---78 # = ,2

"f 7 45 J1DEGs#t teripathways?t » #4 % ¥ *4 # Fisher ‘s exact test2
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SekEGG
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L |KEGGID |KEGGTerm . | |EntrezAC KEGGID
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5 31 Inositol metabolism 5 1000 4514
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KEGG(4)...KEGG.anno.analysis

B~ 11T 42N

gene2kegg hsa <- read.csv(paste("C:/WSSV/KEGG", "gene2kegg_hsa.txt",
sep="\\"), header=TRUE, sep = "\t",colClasses="character")

KEGG.anno.analysis(DEGs, gene2kegg_hsa, gene2unigene_Hs,
"DEG_1""KEGG")

Output files:
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B E RIS 0 LS ?J’EE}HIEILJgene gene interaction™ & w1 5 [unetwork
Eg” , f@\fﬂlﬁf— FLHpvover expressﬁ‘}repressi

gene-gene interactionf™s
==El Figenef: J?Gf‘cméﬁ J%E»"‘ ’ l | Rl femicroarray dataf| 1 - ﬁ[ BHE

gene-gene interaction - ijfl ol - ﬁ*‘j;ﬁﬁﬁﬂ%rﬁ Al

PLS Introduction
A A’:A*

timel time2 time3 timel time2 time3
genel Latent factor transformation genel
gene2 (matrix) gene2
gene3 ' L gene3

N .

A(geneN)==A’(geneK)pcorrelation » 3¢ BTl (9 fIHYFDR

#ifl icorrelationfiurankp=lFDRfivcutline - ikp I'J¥[[f11=5 {1 fiugene interaction list



library(locfdr)
library(splines)
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Lr—1
"HS5V1Za"
THS5V140"
MHS5V154n
MHSSVO3Z"
THSSVOoEOn
MHSSVZ05"
THSSVOoEOn
THSSVZ18"
MHS5V143"
THSSVo2T"
MHSSV1TE"
MHS5V0a4n
MHSSV1TE"
MHSSV2T4n
THS5V1igl"
MHSSVOSOn
MHSSV2T4n
MHS5VI5an
MHS5VI4T"
MHS5V154n
"HS5V1sa"
THSSV1Tan
MHSSV52L"
MHSSVOSOn
MHSSV2T4an
MHS5VI5an
"HS5Vaeqn
"HS5V1al"
"HS5V51E"

Loading required package: splines

[r2]

THS5V140"
MHS5V143"
"HS5V1sa"
THSSV1Tan
THSSV1Tan
THSSV21T"
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MHEsv2a4n
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"H55V4el"
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Frequency

'i-; R Graphics: Device 2 (ACTIYE)
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| | | |
0.5 0.0 0.5 1.0

MLE: delta: 0.029 sigma: 0.151 p0: 0 983
CME: delta: 0.028 sigma: 0.143 p0: 0.957

PLSnet <- function(data, genes, ncom=3, gvalue=.1, df.fit=5, ...)



Cluster(3)

Wirus_001_heluse_group_2 _

Viries_001_helust_group_1

Virus_001_helust_group_4
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PLSnet(1)

ﬁé] T fR 5N

Virus 001 _group_table <- read.csv(paste(rawdir, "anova",
"Virus_001 group_table.txt", sep="\\"), header=TRUE, sep ="\t")

Norm_data mean <- read.csv(paste(rawdir, "anova", "Norm_data_mean.txt",
sep="\\"), header=TRUE, sep ="\t")

group2 <- Virus_001 group_table[Virus 001 group_table[,2]==2,1]
group3 <- Virus_001 group table[Virus 001 group_table[,2]==3,1]
select_names <- c(as.character(group?2),as.character(group3))
select_column <- Norm_data_mean[,1] %in% select_names

data <- Norm_data _mean[select_column,-1]

names <- Norm_data_mean[select_column,1]

net pair <- PLSnet(data,names,gvalue=.1)




PLSnet(2)

"W55V145" "W55Veza"
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A 2 4 I
i
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| |
0.5 0.0

MLE: delta: 0.06 sigma: 0.098 p0: 0.929
CME: delta: 0.056 sigma: 0.096 p0: 0.903




plot.network(1)

library("graph")
library("RBGL")
library("Rgraphviz")

g » XL AR

Node_file <- cbind(unique(c(net_pair[,1],net_pair[,2])),0)

Node_file[Node_file[,1] %in% group2,2] <- 2
Node_file[Node_file[,1] %in% group3,2] <- 3

colnames(Node _file) <- c("gene_name","cluster")

plot.network(as.data.frame(Node_file),net_pair,"WSSV_2 3 PLS","network")




plot.network(2)
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