Supplemental material

Table 1. Alignment of III2.18-698 sequences. SNPs detected and assayed are indicated in red for mono16-22, in blue for mono16-14 and in magenta for mono9-13.
Table 2. Alignment of L7M2.3 and L7M2.4 sequences obtained with primer L7M2.3_552. SNP validated for mono9-4 is indicated in red. SNP validated for L7M2.4 sequences is indicated in blue.
Fig. 1.  DNA from diploid and hexaploid species digested with BamH1. a. Fractionated DNA stained with ethidium bromide. b Southern blot hybridized with digoxigenin-labelled II2.17. A. strigosa (lane Sg). A. eriantha (lane Er). A. sativa cv ‘SunII’ (lane S) and A. sativa cv ‘Ogle’ (lane Og). Lane 1kb+ corresponds to molecular-weight marker.
Fig. 2.  Neighbor-joining tree of III2.18 sequences from Avena genomic DNA of diploid and hexaploid species and from microdissected DNA. Sequences extracted from univalents are within boxes.

Fig. 3.  Neighbor-joining tree of L7M2.3 and L7M2.4 sequences from Avena genomic DNA of diploid and hexaploid species, and from microdissected DNA. Sequence extracted from univalent 9D is within a box. 

