
INTRODUCTION

Illumina’s Customer Sample 

Evaluation (CSE) Program is designed 

to offer a quick and convenient means 

for evaluating Illumina’s Genotyping, 

Gene Expression, and Methylation 

Solutions. Simply send in samples 

and Illumina scientists will assay 

them and return data to demonstrate 

performance. 

	 A wide variety of applications are 

accessible using the CSE Program 

including Whole-Genome Gene 

Expression, DASL® Gene Expression, 

Infinium® Whole-Genome Genotyping, 

and GoldenGate® Methylation.  

	 An Illumina Support Scientist  

will gather project information and 

request samples to initiate the CSE. 

After samples are received, they are 

quality-checked prior to initiation  

of the assay. Laboratory records are 

maintained throughout the process, 

including detailed assay protocol doc-

umentation. Following the laboratory 

Illumina  Customer Sample 
Evaluation Program

ILLUMINA® CUSTOMER SAMPLE EVALUATION

The Illumina Customer Sample Evaluation (CSE) Program is a way for researchers to “test 
drive” Illumina’s Gene Expression and Genotyping Solutions prior to system purchase.  
The CSE program allows for a small number of customer samples to be tested by Illumina 
support scientists to demonstrate basic platform performance. 

An Illumina scientist will evaluate samples, return a detailed report, and discuss 
data analysis.

HIGHLIGHTS OF THE illumina CSE 
program

•	 Easy to Access: Try Illumina	
	 Solutions before system purchase

•	 Simple: Just send us your samples 	
	 and data is returned to you
	
•	 Effective: Easily compare Illumina 	
	 Solutions with those you are 	
	 currently using

Figure 1: an illumina scientist will process your samples

Figure 2: the customer sample evaluation Process

Gather Project Information 

Verify/QC Samples

Assay Protocol

Analyze Data

Set Experimental Design

Deliver Report

Discuss with Customer

Request Customer Samples

B ioanalyzerB ioanalyzer T races  for S elected S amplesT races  for S elected S amples
Lane well sample

1 A01 US RH
2 A02 1h RH
3 A03 6h RH 
4 A04 12h RH 
5 A05 24h RH
6 A06 US ZS
7 A07 1h ZS
8 A08 6h ZS
9 A09 12h ZS
10 A10 24h ZS  
11 A11 1h N17 
12            A12 6h N17

11 B01 12h N17
12 B02 24h N17

The Bioanalyzer indicates the all samples are of high quality except 
perhaps A03 (Sample 3) and A07 (Sample 7).
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Genes Detected (Mean Detection Score*)

Sample Mean Number of
Detection        Genes

Score           Detected
>0.95 11,549/24,382 (47%)
>0.99 9,710/24,382 (40%)
>0.95 11,119/24,382 (46%)
>0.99 9,517/24,382 (39%)
>0.95 11,488/24,382 (47%)
>0.99 10,045/24,382 (41%)
>0.95 11,794/24,382 (48%)
>0.99 9,641/24,382 (40%)
>0.95 11,766/24,382 (48%)
>0.99            9,884/24,382(41%)
>0.95 12,046/24,382 (49%)
>0.99 10,393/24,382 (42%)
>0.95 10,719/24,382 (44%)
>0.99 8,979/24,382 (37%)
>0.95 13,874/24,382 (57%)
>0.99 11,930/24,382 (49%)

*Samples calculated as array position, using the listed detection score to calculate 
# Genes Detected

A01
A09

Sample Mean Number of
Detection        Genes

Score           Detected
>0.95 11,540/24,382 (47%)
>0.99 9,684/24,382 (40%)
>0.95 11,687/24,382 (48%)
>0.99 9,714/24,382 (40%)
>0.95 11,146/24,382 (46%)
>0.99 8,971/24,382 (37%)
>0.95 11,382/24,382 (47%)
>0.99 9,241/24,382 (38%)
>0.95 11,093/24,382 (45%)
>0.99 9,630/24,382 (39%)
>0.95 11,724/24,382 (48%)
>0.99 9,746/24,382 (40%)
>0.95 11,507/24,382 (47%)
>0.99 9,663/24,382 (40%)
>0.95 13,859/24,382 (57%)
>0.99 11,494/24,382 (47%)
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WGGEX control report is consistent with normal output, suggesting the 
assay performed as expected.
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Genes Commonly Differentially Expressed  (Mean DiffScore*)

DiffScore >|30|
Disease P1 vs. 
Normal P3

DiffScore >|30|
Disease P2 vs. 
Normal P3

50 genes showed differential expression with a 
DiffScore > |30| for both Disease P1/P2 and normal 
P3 comparisons. Observations from the list.
AKR1; AKR1 - aldo-keto reductase family members
IL4 – Cytokine activity
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protocol, data is acquired, analyzed 

and documented. The Illumina 

Support Scientist will then return 

the raw data and image files to the 

customer. In addition, a concise data 

report is delivered, which includes 

customer sample quality, hybridiza-

tion replicate correlations, biological 

replicate correlations, controls  

performance and an analysis of the 

data. Finally, the data set is  
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ordering information†

ADDITIONAL information

A portion of the cost of the CSE is 

applied to system purchase if the 

purchase order is received within  

a limited time after CSE data has 

been delivered. To get started with 

an Illumina Customer Sample 

Evaluation, or to find out more about 

other products and services, contact 

Illumina Customer Solutions.

catalog No. product* Number of probes per sample

BD-25-111-CSE Human-6 Expression BeadChip Customer Sample Evaluation 	
(ten samples) or HumanRef-8 Expression BeadChip Customer Sample 
Evaluation (14 samples)

Human-6 	
> 48,000 probes
HumanRef-8 	
> 22,000 probes

BD-26-111-CSE Mouse-6 Expression BeadChip Customer Sample Evaluation (ten samples) 
or MouseRef-8 Expression BeadChip Customer Sample Evaluation 	
(ten samples)

Mouse-6 	
> 47,000 probes
MouseRef-8 	
> 24,000 probes

BD-27-301-CSE RatRef-12 Expression BeadChip Customer Sample Evaluation 	
(22 samples)

> 22,000 probes

DA-20-101-CSE DASL Human Cancer Panel Customer Sample Evaluation (28 samples) 502 genes

GM-20-101-CSE GoldenGate Methylation Analysis Customer Sample Evaluation 	
(12 samples; ten unique and one pair of replicates)

1505 CpG target sites

WG-31-414-CSE HumanHap550-Duo Genotyping BeadChip Customer Sample Evaluation 	
(six samples and two Illumina controls)

> 560,000 SNP markers

WG-30-625-CSE HumanHap650Y Genotyping BeadChip Customer Sample Evaluation 	
(six samples and two Illumina controls)

> 660,000 SNP markers

WG-31-316-CSE HumanHap300-Duo Genotyping BeadChip Customer Sample Evaluation 
(six samples and two Illumina controls)

> 318,000 SNP markers

WG-31-324-CSE Human370CNV-Duo DNA Analysis BeadChip Customer Sample 	
Evaluation (six samples and two Illumina controls)

> 370,000 SNP markers and 	
CNV probes

WG-30-005-CSE Human1M DNA Analysis BeadChip Customer Sample Evaluation 	
(six samples and two Illumina controls)

> 1,000,000 SNP 	
markers and CNV probe

,

†For a complete listing of Customer Sample Evaluation programs, please contact customer support. 
*All CSEs include sample labeling, hybridization, scanning, data extraction and basic data analysis. All standard data output files are supplied to customer. 

discussed with the customer upon 

completion of the CSE.

	 The Illumina CSE Program  

provides an efficient, cost-effective 

means to assess overall performance 

of Illumina Gene Expression, 

Methylation, and Genotyping 

Solutions or to compare Illumina 

Solutions to a platform currently  

in use. 


