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How Edit-o-Matic Works

PacBioIlluminaONT
Any sequencing data

Single or multiple clones
Input Data and Results

Step 1: Input Data

Upload FASTQ files
Select data type

Choose BOOSTING 
mode for fast analysis 

Enter Gene Name
Enter Target or Knock-in site sequence 

Enter sequencing data

Provide genotype details

Opportunity for 
custom-made reference! Custom-made reference or self-designed! 

Step 2: Multiple Clone View Results

Multiple genotypes Off-Target

Upload 
FASTQ 
files

Click on sample for detailed information

Click on RIMA for viewing 
repairing pathway

Scroll down and 
view summary of 
generated 
genotypes in 
respective 
sample

Reference sequence 
on top and 
genotypes below! 
Click and scroll 
left/right to view 
total sequence!
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Select clone

General considerations for off-target analysis 
Off-target identification tools:
• https://ccsm.uth.edu/CRISPRoffT/
• NCBI Blast
• gRNA design pages like Chopchop

For sample preparation it is recommended to prepare 
gene amplicons separately and include a wildtype 

control!

Step 3: Single Clone View Results

Select sample of interest for 
detailed single clone information

Click here to go to single 
clone view

Save data for publication 
or downstream analysis!

You receive detailed information on detected genotypes and quality control

Step 4: Off-Target
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Enter off target gRNA sequences

Use the correct gene 
order used in the list 
above!

Click here for off-target analysis

No off-target effect Off-target effect
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