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Figure I . Schematic r epresentation 0 f t he m icroarray-based geootyping m ethod 

used in this study. Note that a pooled DNA sample was used to prepare the genome 

representation that was printed 00 the array. Also, the length of the selectively 

amplified restriction fragments determine the number of incorporated dye 

molecules per fragment, and therefore the average intensity of the corresponding 

spot on the array. 
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Table I. List of primers developed for evaluation of CAPS markers 

Spot Number Primer Name& Sequence 

5' 3' 

312 F312 CATGGTGGGTGTATAGT 

312 RJI2 GGTTCCGAAGCTTGAGTAG 

178 Ft78 CCAGCTGCTGATGGAT 

178 Rt 78 lTACCTCTCTCGGCATCT 

352 F3S2 TGGGCTCTTCTTCTCC 

352 RJ52 CGGCGGAAGGGTAAAA 

4 F4 CTGCAGTGGGGAAAG 

4 R4 CTAAGACGCGTTGCACGA 

73 F73 CAGTGATGCCAGTGTA 

73 R73 ATCCGCCGGAAGGGTCAAA 

189 FI89 TGCAGTACGGAGGCTTGT 

189 RI89 CCGAGGATCTTGAATCTC 

167 FI67 TCCAGTGCAGTTGCCAACA 

167 Rt67 GAGCAGTAACCGTTGAC 

39 F39 CTGCCTGATGCAGACA 

39 RJ9 TACTGTCGGACGGGCAGAT 

• The forward primers (F) were used for genome walking. The reverse primers (R) 
were designed based on the genome walking products. 
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