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Flower colour
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Flavonoids

Major pigments Co-pigments
Anthocyanins Flavonols
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Differences in flavonoid levels: anthocyanins and flavonols

Inherited as a semi -quantitative trait

2-gene model to describe the phenotypic variation

W/w = colour or white
Q/q = co -pigmentation



Flower colour
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Regulatory network behind the pathway 
is unclear

Genetical 
genomics

Genetic map Gene expression profiles

Aim: identify key driver genes of 
flower colour biosynthesis in azalea
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eQTL mapping



eQTL mapping
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Micro -array data

qPCR as a valuable alternative for  
eQTL mapping

Limited to large scale projects

2. Critical number of plants to be evaluated

1. Normal -distributed values for QTL mapping

Pitfalls  of eQTL mapping



Gene expression analysis
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Coumaroyl-CoA

Tetrahydroxychalcone

Dihydrokaempferol

Naringenin

Dihydroquercitin Flavonols

Anthocyanins

CHS

CHI

F3H

FLSF3õH

ANS, DFR, UFGT

20-50-70 plants

2 biological and 2 technical replicates

Normalisation with 3 reference genes

BUT

Individual gene and network eQTLs

No calibrator used



RNA integrity in plants
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RNA integrity expressed as RIN/RQN values

Experion (Bio -Rad)

RINdb (www.agilent.com)


