[bookmark: _GoBack]Activity 3: Analysis of genotyping-by-sequencing dataset of PRIL_A segregating for FW resistance
1.  Objective of activity and intended output (1-2 sentences)
Identify genomics segments associated with fusarium wilt resistance.

2. Materials and methods (very brief and succinct, 3 sentences at the most)
PRIL_A (ICPB 2049 × ICPL 99050 along with parental lines were phenotyped for FW resistance as per the standard procedures for two years. GBS approach was followed to genotype PRIL_A.  

3. Results and interpretation (again succinct, maximum of 250 words).  Include data in the form of graphs, tables or pictures.
Genotyping-by-sequencing (GBS) approach was used to identify and genotype SNPs. As a result, a high density genetic maps with 964 SNPs with an average marker distance of 1.16 cM was developed in PRIL_A. Based on the multi-location and multi-year phenotypic data of FW resistance a total of 4 major quantitative trait loci (QTLs) explaining > 10 % phenotypic variance explained (PVE) were identified (Table 1). Detailed results have been communicated to Scientific Reports Journal for possible publication.

Table 1. Summary on QTL mapping for FW resistance in PRIL_A (ICPB 2049 × ICPL 99050)

	QTL
	Location
	Year
	Linkage 
group
	Position (cM)
	Marker interval
	QTL size (cM)
	PVE%
	Additive effect
	LOD
value

	qFW3.1
	Patancheru
	2012-2013
	CcLG03
	84.21
	S3_18695411 - S3_17153283
	4.2
	14.67
	-0.11
	3.05

	qFW6.1
	Patancheru
	2013-2014
	CcLG06
	5.71
	S6_22726005 - S6_23553522
	6.1
	10.71
	-0.10
	2.81

	qFW11.1
	Gulbarga
	2012-2013
	CcLG11
	35.01
	S11_37262913 - S11_37133265
	1.1
	12.11
	0.08
	2.97

	qFW11.2
	Gulbarga
	2012-2013
	CcLG11
	42.81
	S11_20607023 - S11_16809228
	0.9
	10.04
	0.08
	3.25


 


4. Next steps (1-2 sentences)
Deploy identified QTLs in genomics assisted breeding program.

