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supplementary material available at http://www.genetics.org/
supplemental/.

WAP2 sequencing and analysis: The T. monococcum WAP2
sequence was used to design primers to amplify WAP2 from the
genotypes in Table 1. The genomic WAP2 gene sequence was
PCR-amplified as three separate overlapping fragments using
primers AP5P.11-3 (59-GCCCTCGCAGCCCGCGGCCACCGC
GCTCCCA) or AP2startF (59-ATGGTGCTGGATCTCAATGTG
GAGTCGCCGGCGGA) in combination with AP2.8R (59-CGC
GGCCAAATCGGGGCAAAGGAATTCAAACGA) for fragment
1, WAP2.2F (59-CACTGGATAATTTCTTCAGGTGGTTTCGA
CACTGC) with AP2.15R (59-ACATGGAACCTTAATTTCAGG
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sequence from these two genotypes by PCR amplifica-
tion directly from the BACs followed by sequencing. We
generated consensus sequences of the Q and q promoter
regions on the basis of ClustalW alignments to identify
conserved differences. Five conserved differences were
identified (supplemental Figure 3 at http://www.genetics.
org/supplemental/), but searches of plant promoter
databases PlantCARE (http:/



durum wheat variety LDN and obtained 17 putative
transformants. We screened the T0 generation for
individuals with either speltoid or compactoid spikes.
One speltoid T0 plant was identified, and five T



referred to as AP2 domains and have been implicated in
a wide range of plant development roles. In Arabidopsis,
AP2 is a floral homeotic gene involved in the establish-
ment of floral meristem identity (Irish and Sussex

1990; B



This would explain the dosage effects of the q allele
observed by Muramatsu (1963). Studies to determine
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