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CellExpress provides fouamajor analyticalfunctions for microarraycancer cell lines
and clinical sampldata analysesGene expression searsbipports expression value
inquiry of gene symbols or probe IDs franteresting datasetsa userselectable

function for data normalization is the highlighted featur8imilarity assessment
provides an interactiverincipal components analysiBCA plot to measure pattern

similarity in cell lines and clinical sampl&€3ere signature explorénelps identify

genesthat aresignificanty different in multiple groupsdefinedby the user.User data

analysisallows biologists to upload their microarray nextgeneration sequencing
(NGSdata and comparé with the datasets in €lIExpress.

Website http://cellexpress.cgm.ntu.edu.tw/
Github:https://github.com/LeeYiFang/Carkinamder the MIT License
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CellExpress system an online system providing comprehensive analyses for gene expression levels in

both cell lines and clinical samples.


http://cellexpress.cgm.ntu.edu.tw/
https://github.com/LeeYiFang/Carkinos
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Welcome to CellExpress

Cancer cell line database of microarray and clinical samples

A gene expression database for cancer cell line and clinical samples.

Designed and maintained by Bioinformatics and Biostatistics Core,NTU Center of Genomic Medicine

Bioinformatics and Biostatistics Core Lab, Center of Genomic Medicine, National Taiwan University

The home page of CellExpreshe mairfunctions are listedn the menuabove.

The following isx detailed tutorial forCellExpress usage. For a quick start, please see
GOEI YLX Saé¢ Ay pagdAl hSazlBline$ Svaildble $fCeIEXpress are
listedunderd / St €t [AYS [ Aal dé

Function 1Gene Expression Search

Search for gene expression data with probsdbofficial gene symbel
Two modes aravailable
Cell Line Microarray Dataearch for cell line gene expression data
Sample Microarray Datasearch for clinical sample gene expression data
OnlyStep 3is different in these two modes.

1. Cell Line Microarrapata
A. Workflow

[ StepQ. Enter “Cell Line Microarray” page J

v

[ Step 1. Choose type of keywords J

Y

[ Step 2. Input keywords }
[ Step 3. Input cell line names J [Step 3. Select by dataset and primary site J

[ Step 4. Select normalization method J
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B. Website Demo
Step 0. Entethed / St € [AYS aAONRBINNI&¢ LJ 3S
/| £fA0]1 aDSYyS QELINGSHyAOEWM OISIANIBE t [ Ay S ai ONR|

CellExpress Cell Line List ~ Gene Expression Search~ Similarity Assessment Gene Signature Explore

Welcome to CellExpress

Cancer cell line database of microarray and clinical samples

A gene expression database for cancer cell line and clinical samples.

Designed and maintained by Bioinformatics and Biostatistics Core,NTU Center of Genomic Medicine

Step 1. Choose type of keywords:
If youwant to search witthe 3 Sy S a&vYo2f = sinbdy T KNG DBy S
choose Probe ID.

Cell Line Microarray Data

Step1 - Choose type of keywords (gene name or platform identifier):
Gene:

® Gene symbol

Platform identifier:

Probe ID
Step 2. Input keywords:
Input keywords based on the type you select in Step 1. For example, if you select
GDSyS aevyozfté Ay {GSLI m3I {KiSospitdl igtleddzi G ¢t p o €
Note that, ifthe given keywords do not match the tymelected inStep 1 the
results tablewill show nothing!For more than one keyword, separateem with a
space o new line ashownbelow:

Step2 - Input keywords:

For more than one keywords, please separate with space or new line
Example(probe id):1007_s_at 1053 _at

Keyword:

IP53

DDR|



{GSL) o®d aLyLdzi OStf tAYS yIYSE 2N a{ St SC
There aretwo options for Step 3If you want to search gene expressitsam
specific cell linem all datasetI OK22 &S daLyLlzi OStt tAyS yIlIY
For multiple cell lines, separate wilspace oranew line, ashownbelow:

Step3 - Enter the cell line name:
See All

® Input cell line name
Select by dataset and primary sites

For more than one cell lines, please separate with space or new line

On the otherhand, if you want to searcfor specific dataset or tissuesites
OK 2 238&t by dataset and primary siéeThe dataset will be listed ashown

below:

Step3 - Enter the cell line name:
See All

Input cell line name

® Select by dataset and primary sites

First choose the dataset, then select the primary site you want for each dataset.
Please select dataset(s):

Sanger Cell Line Project NCI60 GSE36133

After you select the dataset you want, the selection block will pop up for each
dataset you seleted. For examplethe window shown below will pop up when
G{Fy3aSN) / Stidselgced/ S t N2 2SO0 ¢

@ Select by dataset and primary sites

First choose the dataset, then select the primary site you want for each dataset

This is the selection block ftite Sanger Cell Line Proj¢

Please select dataset(s)

@ Sanger Cell Line Project NCI60 GSE36133

Sanger Cell Line Project:

please select the cell line you want

If you don't want to see all the cell line you selected, press "Hide All" to hide them

Press "Show" to see them again

Hide All Show
dataset

Cell Line name Primary site Primary histology

Then, choose the primary site or cell line you want to seancti select it The
searchfunction is providedC2 NJ SEIl YL S OK224S da! pndoé | yR



Step3 - Enter the cell line name:
See All
Input cell line name
® Select by dataset and primary sites
First choose the dataset, then select the primary site you want for each dataset.
Pleass select datasst(s):

# Sanger Cell Line Project NCIB0 GSE36133

Sanger Cell Line Project:

please select the cell line you want
[prostate: 22RV1]
22RV1

@ [Select all]

« prostate
¥ 22RV1

Hide All Show

Cell Line name Primary site Primary histology dataset

22RV1 prostate Epithelial neoplasms, NOS Sanger Cell Line Project

. . . . . =~ A % A v A AN L -

The cell line information will be listetkty RS NJ U KS aSt SOuAzy o0f2010o

. . . = = K ~ - 7 PN 7
hide the informationwhereasOf A O1 a{ K2g¢ 02 RAaLX I e 0 u

Sanger Cell Line Project

please select the cell line you want

[lung: A549], [prostate: 22RV1]

The cell line(s) you selected: A549 ,22RV1 |

If you don't want to see all the cell line you selected, press "Hide All" to hide them

Press "Show" to see them again

Hide All Show

Cell Line name Primary site Primary histology dataset

AS549 lung Adenocarcinoma Sanger Cell Line Project

22RV1 prostate Epithelial neoplasms, NOS Sanger Cell Line Project

{GSL) no a{IStGSCly yY2SNIVKI2(RAE Y

Normalization will be done based on:
Housekeeping gerss5APDH or ACTB
, The gne withthe minimum coefficient of varigon: RPL41
Theexpression level shown in the results tallél incorporate subtraction ofhe
expression of the gene you selectédD ! t & befectedchere.

5

Step4 - Normalize method:
CV: minimum coefficient of variation(gene:RPL41)

* GAPDH
ACTB(beta-actin)

C. Resulspage
In the above procedure witthed { St SOG o6& RIFGFaSG FyYyR LINA Yl NEB
get the following result. The table contains basic information about the cell
linedprobes/genes The table can be downloadday clickingll K €S¥6 o0 dzi i2y > | YR
the data can be sorteth ascending or descendinmder by clickingeach column
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namein the header

Value the quantiled expression value.
Ranking the rank of the expressioralue in the array platform of the dataset.
Normalized the normalizedvaluebased on the gene you selected in Step 4.

Show 10 + entries Search:
Cell Primat Primai
No.* Dataset = Line v rmary Probe_id Gene_symbol - Entrez_id = Gene_name = value = ranking = normalized
site histology
name
Sanger Epithelial .
1 Cell Line 22RV1 prostate neoplasms, 201746_at TP53 7157 ”;:;U RIESS 6.6716 7787 -6.5815
Project NOS F
Sanger
) tumor protein _
2 Cell Line A549 lung Adenocarcinoma 201746 _at TP53 7157 53 7.1226 6785 -6.6597
Project P
Sanger Epithelial
; tumor protein
3 Cell Line 22RV1 prostate neoplasms, 211300_s_at TPS53 7157 53 4.4073 17671 -8.8457
Project NOS L
Sanger
) tumor protein
4 Cell Line AS49 lung Adenocarcinoma  211300_s_at TP53 7157 53 6.7009 w2 -7.0814
Project P
cell Prima Prima
Mo.  Dataset line v rimary Probe_id Gene_symbol  Entrez_id  Gene_name  value  ranking  normalized
site histology
name
csv
Showing 1 to 4 of 4 entries Previous 1 Next
[ Step0. Enter “Sample Microarray” page J
y
[ Step 1. Choose type of keywords J
Y
[ Step 2. Input keywords }
[Step 3. Select by dataset and primary sites} [Step 3. Select by primary site and h\stology]

B. Website Demo

[ Step 4. Select normalization method }

Step0.Entethed { I YLIX S aAONERI NN} &¢ LI 3
)

It A0

GDSYS PBKNFaOARD] { 8f NOKIX S

S

aAONERI NNJ &



Welcome to CellExpress

Cancer cell line database of microarray and clinical samples

A gene expression database for cancer cell line and clinical samples.

Designed and maintained by Bicinformatics and Biostatistics Core,NTU Center of Genomic Medicine

Step 1. Choose type of keywords:
If youwant to search witthe3 Sy S aeévyoz2ft sz GKSy Ot AO0O1 ab

choose Probe ID.

(0p))
<
(¢p))

Step1 - Choose type of keywords (gene name or platform identifier):
Gene:

® Gene symbol

Platform identifier:

Probe ID

Step 2. Input keywords:
Input keywords based on the type you select in Step 1ekample, if you select
GaDSyYyS aevozfé Ay {GSLI m3I GKSNbtehafliddzi aG¢t po
the keywordsprovideddo not match the typeselected inStep 1 the results table
will show nothing For more than one keyword, separdigem with a space ora

new line asshownbelow:

Step2 - Input keywords:

For more than one keywords, please separate with space or new line
Example(probe id):1007_s_at 1053 _at

Keyword:

IP53

DDR|

{GSL) od a{StSO0G o0& RIFIGIFASGHG FYR LINAYINE &
KAatzft23e¢y

There are two options in Step 3. If you want to search for primary site or histology

Ay GKS aLISOATAO R atdset &ndl prim@K e & Shawn { St SOG ¢

below the dataset list will be shown.



Step3 - Enter the clinical sample:

® Select by dataset and primary site

Select by primary site and histology
First choose the dataset, then select the primary site you want for each dataset.
Please select datasetf(s):

Roth normal dataset Expression Project for Oncology (expO)

Choose the dataset you want, and the selection block for each dataset goseh
will be displayedFor examplewneOK2 84S 4 SELIhé KSNB @

® Select by dataset and primary site

Select by primary site and histology

First choose the dataset, then select the primary site you want for each dataset

Selection block for expO

Please select dataset(s):

Roth normal dataset < Exeresslnn Project for Onco\ogx exeD}
expO:

Please select the primary site or primary histology you want.

The primary histology you selected:

Additional filter:(default is "All Selected")

9 of 98 selected

Slect the primary sitéprimary histologyyou want Forthis demo, we seled
G 6 28(A: Not Availablewhich means the original datasets do not provide the
histology information, or the tissue is normal e.g. Roth normal tissue dgtaset

* Select by dataset and primary site

Select by primary site and histology
First choose the dataset, then select the primary site you want for each dataset.
Please select dataset(s)
Roth normal dataset « Expression Project for Oncology (expQ)

expO:

Please select the primary site or primary histology you want

[bone]

appendix
Cystic, mucinous and serous neoplasms
bladder
Transitional cell papillomas and carcinomas Epithelial neoplasms, NOS
#bone
Y wNA w Osseous and chondromatous neoplasms
bone and cartilage
NA
brain

NA Gliomas -
SuprmT

When using theGene Expression Searcapplication for clinical samples we
provideand! RRAGAZ2YFf FAEfGSNE F2N éstshofh OF f &l Y
belowThe 8 FI dzf & Aag a! ft {StSOGSR



Roth normal dataset # Expression Project for Oncology (expQ)

expO

Please select the primary site or primary histology you want.

[bone]
The primary histology you selected: NA ,Osseous and chondromatous neoplasms ,

Additional filter:(default is "All Selected”)

9 of 98 selected

w [Select all]

P wage

w 10-20 ¥ 90-100 ¥ NA

o #7080 » 80-70 #40-50
w 50-60 w 80-90 ¥ 30-40
w 20-30

i « gender

oh ®NA w/female »male

« ethnic

w Hispanic w NA « American Indian ~

The other optiond { St SOUG 6@ LINRA YE NR auseF @BwantytR KA & (2 f 2
search for specific primary site/histology in ALL DATASH¥$e is only one
selection block for this option.

Select theprimary site/histology you want. We seledtd 6 2 Yy S¢ | gh® do2y S
OF NIiAf - 3Ssherd. a8 SEI YLX S

¢CKS da! RRAGAZ2YIE TFATHeSNE dXa REAd H! LIN2 PERSB (K
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