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Rapeseed oll IS compesed of a
Variety: of fatty acias

Fhe fiatty acidicompesition: of rapeseed oil
determines the fitness) off the oIl el Iits many/
end-uses.

Three fatty acid constituents ofi rapeseed oll
are:

= Oleic acid (C18:1)
x Linocleic acid (C18:2)
= Linelenic acid (C18:3)



Wiy, are these fatty acids Impoertant?

Polyunsaturated fatty: acids (PUEAS)
are dietany essentials and-are
thought tor provide a RUMIBER of
SPECIfic healthr benefits.

But PUEAS are prene te rancidity at
RIgh temperatures.



A focus on the fatty acid
gdesatiiauen: pauway
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Fatty: acid piosynthesis and
parallel patiways
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A candidate gene appreach

Aranlaeps/s-1ased PrekesS for:

PABGZy A Z e ADS

Were hypridised tertwe 5. rapys BAC
ibrares: JBnY and JBRE.

SUb=cloning was, Used to INCrease
seguence avalanility fier BACS.



A candidate gene approeach

SUub-clene seguences/BAC-end SeqUEences
Were used tor design moelecular markers: linkead

10 candidate genes.

Marker analysisiwas conducted In:

B rzlgls arelgaleic) gootlfaiiien) 1) (e
SYIAESISEAN G 1IaPl5 X CllVaIRIZRIHo)E)

n 5 Aapus mapping population TN (cultivar
Tapidor x cultivar Ningyou)



Mapping positiens ofi confirmed
fiatty acidi gene henolegues

FAB2: A3 (Q), C3 (Q) (TBC)

FADZ: A5 (Q), C1 (Q)

FAD3: C3(Q), C4 (1 of 2) (Q),
C4 (2 of 2) (@)

FAEL: A8 (Q), C3 (Q & TN)

woe-directionalfwhoele-lhnomeloguer sequencing (1ay/
primer walking) for the above. FADZ, FADS anad
FAET hemologues IS nearing completion.



Is have been grown
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