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AR S ERBAR bel FEH, BHILK/NGERE 1 4000p) 7T AR 45 2 1R (bp) HATRGEST, HHZERR
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Bhattacharya %[ 1990 1t B2 T BT 4 3 ( Porphyra umbilicalis ) 5 HAGE ¥ JRB LW R & 5aDNA 3, &
AR R FIRRIEAE %5 . Bid % [1992] WM RNA /NF X FIHRHAR L EXSERTHTFE
MW Leucosporidium scottii RIELAIE o
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