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1. C. H. Huang, F. L. Lee, J. Sci. Food.
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Antonie Van Leeuwenhoek. 97, 289
(2010).

o1| Luctobacittus paraplantaram BCRC 171787
100|" Lactobacilins paraplantarum BCRC 17970
Luactebaciiius paraplantgram BCRC 17971

Lactobacillus fabifermentans BCRC 183417

1 10| Lactobacillus pentosus BCRC 17973
Lactobacillus pentosus BCRC 15317
100 - Lactobacilbus pentosus BCRC 12250
Laciobaciilus pentosus BCRC 12944
Lactobacillis pentosus BCRC 80018
Laciobaciitus pentosus BCRC 17989
o9| LttCEODaCiling pentosius BCRC 1 10537
M Lactobacillius pentosis BCRC 80017
C 17972

Lactobacillus pentosus BCR(

Lactobaciiins piantaram subsp. plantaram BCRC 10357
1o | Lectobacitius plantaram subsp. planfarim BCRC 17639
Lactobacillus pianigram subsp. plantarum BCRC14059

Lactobacilius plantaram subsp. plantaram BCRC 100697

100 Lactobacitius plantgram subsp. plariaram BCRC 12251

Lactobaciilus pianigriam subsp. planigrum BCRC 15478

Laciobacillus plantarum subsp. argentoratensis BCRC 12327
ﬁ{ Laciobacilius plantarum subsp. argentoratensis BCRC 176387

Lactobacilus plantarum subsp. argentoratensis BCRC 17640
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B2 - T ADNARS U iR B D A BRIEE B -
(A) = LABRHIEBTsp509E T B AL B AR B B¥dnaKZRFLPD AT -
(B) : LUZEHES|IFOPT-1E1T1E ) LB R & 8F KRAPDIS U247 -
(1) L. plantarum subsp. plantarum BCRC 10069";
(2) L. plantarum subsp. plantarum BCRC 12251;
(3) L. plantarum subsp. plantarum BCRC 14059;
(4) L. plantarum subsp. argentoratensis BCRC 17638";
(5) L. plantarum subsp. argentoratensis BCRC 17640;
(6) L. plantarum subsp. argentoratensis BCRC 12327;
(7) L. paraplantarum BCRC 17178";
(8) L. paraplantarum BCRC 17970;
(9) L. paraplantarum BCRC 17971;
(10) L. pentosus BCRC 11053";
(11) L. pentosus BCRC 17972;
(12) L. pentosus BCRC 17973;
(13) L. fabifermentans BCRC 18841".
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1.Nomenclature Committee for Fungi.
http://www.ima-mycology.org/
CFF/.

2.J. Mcneill et al., International Code
of Botanical Nomenclature (Vienna
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www.ibot.sav.sk/icbn/ main.htm.
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