
Minimize batch biases
in large experiments

by alternating processing 
of experimental and 

control group samples

Define experimental question
and design experiments to 
properly test while avoiding

confounders
Validate your experimental 

groups (e.g. drug, 
genetic change) before 

launching a large scale experiment  

Perform preliminary 
sequencing to confirm
quality and positive/

negative controls

Pilot studies can 
save money!  

Randomize 
Sample Order

Do not introduce technical 
variables that cannot be 

controlled 
(e.g. do not process 

your control and
experimental groups

 on separate days or slides)  

Define
Experimental

Variables
Conduct Pilot 

Studies 
Prevent Batch

Effects 
Consult 
Analyst

General considerations to increase the likelihood of high quality data

Consult Data
Generating Facility

Ensure Sufficient 
Sample Size

Conduct quality
checks throughout

data generation

Go/no-go decisions

Quality 
Control

Avoid Sample
Pooling 

Pooling can mask 
important variability

Verify adequate 
sample numbers for 

analysis

Gather necessary 
sample information
(e.g. sex, time point, 

batch)

Ensure compliance with sample 
input policies and understand 
the deliverables for the data 

generating facility
(e.g. buffers, concentrations)

ChIP-seq/CUT&RUN/CUT&Tag 
Preparation and Best Practices

Which method to choose?

Contact the Biostatistics & Bioinformatics Shared 
Resource (BBSR) for cancer-related analysis

James.Costello@CUAnschutz.edu, Bioinformatics@CUAnschutz.edu

Contact CUBE
for all non-cancer-
related projects 

ChIP-seq/CUT&RUN v1.1

Review raw data 
and results

Discuss data 
management plan

Consult 
Analyst

Collect
Metadata

Engage with an 
analyst before 
beginning the 

experiment

Discuss goals 
available samples, 

batches, etc.

Best practices for these methods


