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Koshu clone.

PCR using 24 primer sets, which exhibited polymorphic band patterns
among Koshu clones, was performed with nine individual grapevines
(nos. 1-9) of clone 6. Representative gel pictures of monomorphic
band patterns were shown. Left, a GRET1-L x TY1-R1 primer set;
right, a GRET1-L x TVV1-L primer set. Molecular size markers (M)
were run in the left lanes. Data for all primer sets are not shown.
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2 * berry weight 250 GRET1-L GTATCCGTGCGGAGGTATTG ~ AB242301  gag-pol 98-79 (bp) M 1234567 (kbp) M12345¢67
20 N 25 o cone1 GRETI-R CGAAGAAGAAGGGGATCCTC — AB242301  LTR 7863-7882 23’; P
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& 5 g b z:g::‘; TY1-R2  GCAACTTCTTGTGCCTGTCA DQ644606  polyprotein  889-908 %8
12 52 1.0 ¢ TY1-L3  TAAGCTCGGAAATTGCAGCT ~ DQ644605 polyprotein  312-203 )
o5t = TY1-R3  CTCAACAGTCGATCTGCCAA  DQ644605  polyprotein  988-1007
8 Brix 0 tartaric acid TY1-L4 ATGCTCGAGGTGATTGCTTT DQ644604  polyprotein  145-126
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TW1-L  TCAGCCTACAAGAAAGGAAACA AF478389  LTR 510489 . . . .
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RLEL  TACAAAGCATGTCGAGGTGG  Y12558 RAPD 100-81 on the genome among V. vinifera cultivars.
Figure 1 Comparison of fruit characteristics among R.ER  TCAACACACAATTTICAGGCC  Y12658  RAPD 623-642 (A) PCR using 24 primer sets, which exhibited polymorphic band
Koshu clones VINE1L  TTGTGTAAGACTCCAGCTGCA  AF116598  LTR 1259-1239 patterns among Koshu clones, was performed. A representative gel
. . . . VINE1-R _ GTTCCAGCAGCCCAAAAATA  AF116598  LTR 3520-3549 picture of polymorphic band patterns was obtained by PCR using a
Berries were collected from 80 days after anthesis to harvest time. GRET1-L x TY1-R1 primer set. (B) PCR using 112 primer sets,

Fruit characteristics (berry weight, Brix, pH, and tartaric acid) were  a | | which exhibited monomorphic band patterns among Koshu clones,
measured Bars indicate means + standard deviations of duplicate clones clones was performed. A representative gel picture of polymorphic band

experiments. * p < 0.05, compared with other clones. *op) M 1234567 1234567M oo patterns was obtained by PCR using a GRET1-L x GRET1-L

230 230  Primer set. Molecular size markers (M) were run in the left or the
clones 04 9.4 right lanes. Lanes 1, Cabernet Sauvignon; 2, Chardonnay; 3,
3 y Riesling; 4, Pinot Noir; 5, Merlot; 6, Muscat Bailey A (a hybrid of V.
- vinifera cv. Muscat Hamburg X V. labrusca cv. Bailey) ; 7, Koshu
= X X clone 7. Data for all primer sets are not shown.
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Figure 2 Comparison of the color of Koshu wines.
Fermentation was performed at 15 °C for one month and half.

Table 1 Comparison of wine characteristics among Koshu clones
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7 0993 134 3441 288 160.7 1156 451 patterns. Left, a TY1-R2 x TY1-R3 primer set; right, a TY1-R1 X
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i i 1. Kalendar, R. and A.H. Schulman 2006. IRAP and REMAP for
or the right lanes. Data for all primer sets are not shown. retrotransposon-based genotyping and fingerprinting.
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2 Means with letters were significantly different at from other clones (p < 0.05).
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