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gvalue is an R package for determining the false
discovery rate from a list of p-values, adjusted
for an estimate of the number of true nulls

Q-value estimation for false discovery rate control

Input: Rin3_p.txt
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starting hitpd help server ... done

1
3

.

$

| €

| »

» <~ qralueipspvalues)
| > summary(gobi)
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snm

snm is an R package for supervised normalization of
microarray (or RNASeq) data, that simultaneously
adjusts biological, technical and array effects

Input: CAD8000.csv data file
CAD_bio.csv biological variable
CAD_adj.csv adjustment variable (to fit)
CAD_adjrm adjustment variable (to remove)

CAD_int intensity-dependent (array) variable

DATA

A -]

2 ILMN_238 1468244

[ Y

10 ILMN_222 13.81189

| 1

| 2 eurozest
i 3 EUHO1927
| 4 EuHD23ST
| 5 cuuoozze
| 6 |eunozas:
| 7 ciHooaEs
| & EunDI?
| 9 Eumo2121
| 10 'Eunoz210

BIOL

CVD_TYPE
ACUTE
ACUTE
ACUTE
ACUTE
ACUTE
ACUTE
ACUTE
ACUTE
FINE

C

1398202

ILMN_166 14.51808 13.98157
ILMN_168 14.09896
ILMN_210 1488958
ILMN_224 14.35569
ILMN_212 14.67233
ILMN_223 14.15323
ILMN_209 13.92744

13,73664
13.71523
13.90495
13.86557
13.81096
13.84332
13.59864

2]

14,46552
15.04292
1398173
14.93602
1445346
15.08908
1406618
13.89218
13.79147

[49]
| 52
| 51
| s2

EUHDZ25!
EUHO238
ELIHO19%

GG_0372
GG_0380
GG_D396

| 57 GG_0398

GG_0399

14.44341
1469002
13.91768
14.42121
14.17866
14.35686
14.00923
13.83482
13.66698

E

1387446
13.74107
13.85829
13.55921
13.62601
13.54718

13.7164
13.81746
13.80799

ADJ_RM

Study
3

1A
6 A

CLHOO187 A

B

8
B
B
]

Rin3
MOD
HIGH

G

1439205
1464559
13.88826
14.44804
14.23437
14,54751
13,89014
1356429
13.60064

H 1

13,8535 14.29878
13.61555 14.21511
13.88211 14.13509
13.45433  14.2198
13.51523 14.29185
13.61004 14.27196
13.54152 14.29942
13.855809 14.17429
13.73122 14.02785

Gender
EUHDIGH1 FEM
3 [EUHD1927 FEM
EUHO2357 MAL
CLHOO229 MAL
EUHO2482 MAL
CLHOO189 MAL
B |EUMO2317 MAL
9 EUHO2121MAL
10 |EuHD2210 FEM

~ o

K

1403563 1341536
13.5964 13.50156
13.9924 13.65327

1353969 13.4686

13.69174 13.42759
13.5793 13.34899

1357882 13.42607

13.79296 13.60181

1392121 13.61169

L

1 [EUHO2661 EUHO1927 EUH02357 CLHO0229 EUHO2482 CLHOO189 EUH02317 EUHO2121 EUHO2210 CLHD0238 EUHO2394

13.65829
13.47871
13.81957
13.42105
13.58778
13.41936
13.56903
13.64221
13.75067

56 n
54 26.9
51 20.7
52 4.4
&2 26.1
65 9.9
B3 284
B4 331
69 9.8

INT

[ TR N R
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pvca

pvca is an R package for assessing the principal
variance components in a gene expression dataset,
namely the proportion of the variance in the first n
PC that is due to covariates of interest

BEFORE SNM AFTER SNM1

Input: CAD8000.csv
CAD_ExpDes
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> library("Bicbase

> class (exprs)
11] “matrix=
> dim(exprs)
[1] 8000 100
names (exp

as,matrix{read.table [*CAD

1] "EURD2661" "EUHG1S27" "EUMD2IST"
[9] "EUND2210" "CLEOO238" “EUMO2394"
[17) "EUNOZ312~ "EUR0ZI9Z" “EUNOZ43II”
[25] “EUHOI465" “EUNG2404" “EUMO2ZE86*

Loading required package: BiocGenerics
Loading required pacikage: parallsl

cav®, headersTRUE,

> setwd("C:/Users/ggibsoni/My Documents/Teaching/SISG/31SG GEP/pvca”)
]

namess1,as.

"CLHO0225°

"EUNOZ085® "EUMO2638" “CLMOD142"
“EURG1977~ "EUH02063" "EUHDZELA”
"EUMO2468" “EUN02391% “EUMO21S5E"

[33] "EUH0ZZET"

ad (expeal.

ILMN 2385211 14,091 11,892
TLMN 1667796 13.872 13.903
ILMN 1683271 13.41% 13,665
ILMN 2100437 14,337 13.638
TIMN 2242451  13.602  13.830
IO 2127042 13.592 13784

EURGZ ~EUHOZ4T5"
[41] “EUH02276" "ETHO2113" *EMHO2062°
[49] "EUH02331" "EUND195E" "CLHOD13T®
[57] GG 0400" “GG_0401* *GG 0413
[65] "GG_0431% *5G_0433%  =GG_0434*
[73] "GG_0445" "GG_045I" GG 0454”
[81] "G0_0484" "GG_04E5% =G5 0491%
[89] "GG_0508" "GG_0510" "G5 0511%
[$7] "00_0520% *GG_0525% ~0G_0S31°

13.707
14,273
13.180

EUROZS20" "CLADO0S4" "BURD2070°
SEUHOZIE6* "CLHOO1S0" *EUmM02265°
"6G_0372" "GG_0380"
"GG_041%" "5G_pd20*
“GG_0435% "GG_0434* X
"GG_O4E4" GG 0469”7 "G5 04737
"GG_0503"  "G5G_0504% A
"GG_0514" "GG_0516" "6G_ 05177

“5G_0532"

EUHG2E61 EUHD1927 EUHOZIST CLRO022S EUHOZE8Z

14.056 14,243
14.276 14,129
13,487  14.252

13,526 13.541

EDHOZILT
"ETN02162%
TEUHOZOS4™
*EU02271%
"EUH02I56”
*Em02102%
"GG_0393"
“G6_0425°
“56_0442"
"G6_0475"
=56_0%07*
"G6_0518"

is=TRUE) )

"EUROZI21®
"EUN02300"
FEQHOZ4307
"EUM02296"
"EURO2257"
"EUN02253%
"GG_039%"
“GG_0428"
GG_0443"
"GG_04TE"
*GG_0508%
"GG_051%"

PVCA estimation bas chart

mZcoo000008
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PYCA estimation bar chart
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edgeR

edgeR is an R package for normalization of RNASeq
counts using the negative binomial distribution to
adjust for high variance at low expression

Input: EM1_week2.txt data file
EM1_week2.txt data file
EM1_week2.txt data file
targets_ EM1.txt design file
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