GenoEncoder — User Manual

Tool name: GenoEncoder

Purpose: Convert raw SNP genotyping data into the proper format required by QTL
IciMapping and other genetic mapping software.

Web link: https://agrosynapsis.com/genoencoder/

1. Introduction

The GenoEncoder is an online tool developed by AgroSynapsis to simplify the conversion of raw
SNP genotyping data (A, G, C, T) into the A/IB/H/X format used in QTL IciMapping and other
linkage mapping programs.

In bi-parental mapping populations (such as F2, BC1, RILs, DHLsetc), genotypes must be
encoded according to the parental origin of alleles:

Cod Meaning

e
A Allele inherited from Parent A
B Allele inherited from Parent B
H Heterozygous (alleles from both

parents)

X Missing data

2. Input File Format

The input file should be a comma- or tab-separated text file (CSV or TXT) structured as follows:

Marker Parent | Parent | Ind1 | Ind2 | Ind3
A B
GmO01_13883 A G AA | AG | GG
5
GmO01_13890 C T CT TT | CC
2

3. How to Use the Tool

1. Open the web page: https://agrosynapsis.com/genoencoder/

2. Copy your dataset (including headers) from Excel or another editor.
3. Paste the data into the input window of the application.

4. Click “Convert”.

5. Download the CSYV file that is generated.

6. Open the file in Excel to verify the format.



4. Output File Format

Marker Parent | Parent | Ind1 | Ind2 | Ind3
A B
Gm01_13883 A G A H B
5
Gm01_13890 C T H B A
2

Important: Do not use spaces in file names. QTL IciMapping does not accept files with spaces.



