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R'ce.(oryzasativa L) is. one. ofthe most important cereals in the world, being Italy its main producer
in^Europe with nearly200differentvarieties present in the germplasm [1]. talian hcevarieties~have
different characteristics, from which the starch composition is a highly relevant pa7ameter. ^Stai:ch
is composed of two polysaccharides, amylose and amylopectin, whose ratio is determin--ant'for"the
rice. rook,ing Pr°Perties- After cookin& high amylose content varieties have dry, firm and
grains, while low amylose ones usually have tender, cohesive and glossy texture [2]. Gelatïnirsation
templr atu-, re andëe[ consistency are also important properties that are'related to the~amylopectin
content_, [3]i .Amylose synthesis is "talysed by the granule bound starch synthase (GBSS)~that"is
encoded^by the Waxy gene (Wx) [2], while the amylopectin synthesis is driven^bythe'st'arch^
lla^(SSIIa)^encoded by the ALK gene [3], both located on the chromosome 6. Various~nudeotide
po'ymorph'sm^have. beenassociated with the wx t2] and ALK [31 Senes' namely(CT)n, -epeats"and
several single nucleotide polymorphisms (SNP). Thiswork intendsto exploit nucleotide polvmorDhis"m^
m both genes aiming at identifying molecular markers of authenticity'of ltalïan"varietiresl /foc"ush'ine'o'n
Carnaroli^rice. The Carnaroli rice is a high quality and priced variety belonging to the grou'p oïjapo^c
produced mainly in Piedmont. It is considered one ofthe finest Italian ricevarieties-due to itsex7ellen"t
cooking resistance, given by a low tendency to lose starch and a good ability toïbsorb liqui'dwhile
creaming, being, therefore, ideal forthe preparation oftraditionalnsotto.
Inthe present work^the Italian rice varieties of Carnaroli, SanfAndrea, Carnise, Karnak, Gladio,

3, Barone, Ronaldo, Gloria and Sole Cl where obtained from producers. DNA fromrice~er'air
wale xtrarte_dwíth NUCLeospin food kit- in silico analysis was performed in the Wx gene tód'esií
pnmers targeting the (CT)n microsatellite, the G/T first intron and the A/C SNP in exon 6^nthe~^K
gene, pnmers targeting SNP in exon 8 (A/G at 4041 bp and GC/TT at 4172 bp) were used [4]. In the Wx
gene, the preliminary sequencing results suggest that Gladio hás a different numbe7ofCTrepeat's
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from ali the other varieties; Carnaroli, Carnise, Karnak and Gladio show a G in the first intron SNP,

while other varieties have T; Carnaroli, Carnise and Karnak present a C in the exon 6 and the others A.
In the ALK gene, Carnise and Sole CL display an A in the exon 8 SNP, while the others show G; Carnise,
Gladio, Ronaldo and Sole CL have a GC polymorphism in the exon 8, while the others present TT.
Thesefindingsare being exploited forthe development ofa method based on high resolution melting
(HRM) analysis as a promising and high-throughput tool to differentiate closely related species or even
vaneties.
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