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Analysis of pedigree record of wasabi cultivars and construction of DNA
barcoding based on the comparison of whole chloroplast genome sequences

YAMANE, Kyoko
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Using Sanger®s method, we successfully sequenced the whole chloroplast
genome of 6 wasabi accessions for the first time in the world. There were only two polymorphic sites
at complete chloroplast sequences of 150kb amon? “ Fujidaruma” and “ Simane-3 go” . It showed the
superiority for the whole chloroplast genome analysis. The present results of comparative study for

234 accessions of wasabi in Japan showed that only three types of maternal germplasm were detected
in wasabi cultivars. It does not contradict the results. In this study, we developed DNA markers for
discriminating type of three major wasabi cultivars.

wasabi chloroplast genome sequence DNA marker cultivar genotyping
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funafuse Y  TATATGGAAA TTCGAGGTCA AGGGGCTATT CCTTTAATTC GTACTGATGA

rebun_W TATATGGAAA TTCGAGGTCA AGGGGCTATT CCTTTAATTC GTACTGATGA

GTR shiramine W TATATGGAAA TTCGAGGTCA AGGGGCTATT CCTTTAATTC GTACTGATGA

nazuma_W TATATGGAAA TTCGAGGTCA AGGGGCTATT CCTTTAATTC GTACTGATGA

E. hete rophy”um 1512 shimane3 W  TATATGGAAA TTCGAGGTCA AGGGGATATT CCTTTAATTC GTACTGATGA

fujidaruma W TATATGGAAA TTCGAGGTCA AGGGGATATT CCTTTAATTC GTACTGATGA
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(a)

ceceleael o R R B R P
funafuse Y ATGGATCTAG ATTAAAAATT CTTCCGTTTT CATCGATTAA ATAAGAGTTA

rebun W ATGGATCTAG ATTAAAAATT CTTCCGTTTT CATCGATTAA ATAAGAGTTA
shiramine W ATGGATCTAG ATTAAAAATT CTTCCGTTTT CATCGATTAA ATAAGAGTTA
mazuma_W ATGGATCTAG ATTAAAAATT CTTCCGTTTT CATCGATTAA ATAAGAGTTA

shimane3 W ATGGATCTAG ATTAAAAATT CTTCTGTTTT CATCGATTAA ATAAGAGTTA
fujidaruma W ATGGATCTAG ATTAAAAATT CTTCCGTTTT CATCGATTAA ATAAGAGTTA

(b)) 3
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T T
-— AGTTAGAGAG TTATTTAGCA

funafuse Y

rebun W AGTTAGAGAG TAATTTAGCA

E. yunnanense shiramine W AGTTAGAGAG TAATTTAGCA
mazuma W CTAATAATAA CTAATAATAA CTAATAATAA AGTTAGAGAG TAATTTAGCA

shimane3 W CTAATAATAA CTAATAATAA --—---————- AGTTAGAGAG TAATTTAGCA

’ ’ fujidaruma W CTAATAATAA CTAATAATAA ————-—————- AGTTAGAGAG TAATTTAGCA
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https://wwwl.gifu-u.ac. jp/~kyamane/wasa
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