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Identification of natural yeast and its fermentative ability
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Yeast is well isolated from fruits and foods in nature, and the bread baking with natural yeast
is popular. In this report, two strains of wild yeast (NF539, NF540) were isolated from dried
grapes (raisins). These wild strains were identified as Saccharomyces cerevisiae by the
analyses of 26S rDNA D1/D2 genetic homology, morphology and biochemical features. We
named this strain as ‘Tezuka Yeast’. The bread baked with NF540 yeast is equivalent to that

with commercial dry yeast.
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Saccharomyces cerevisiae

NRRLY-12632

AY048154

572/572 (100.0%)

Saccharomyces cariocanus NRRLY-27337 AF398478 567/572 (99.1%)
Saccharomyces paradoxus NRRLY-17217 U68555 566/572 (99.0%)
Saccharomyces jurei NCYC-D5088 HG764813 565/572 (98.8%)
Saccharomyces arboricolus CBS10644 EF580918 562/572 (98.3%)
Saccharomyces kudriavzevii IFO1802 AB040995 563/573 (98.3%)
Saccharomyces bayanus var. uvarum NRRLY-17034 AY130339 561/572 (98.1%)
Saccharomyces pastorianus NRRLY-27171 U68547 560/572 (97.9%)
Saccharomyces bayanus var. bayanus NRRLY-12624 U94931 560/572 (97.9%)
Saccharomyces mikatae IFO1815 AB040996 559/574 (97.4%)
Kazachstania unispora NRRLY-1556 U68554 549/572 (96.0%)
Torulaspora microellipsoides NRRLY-1549 U72160 549/573 (95.8%)
Kazachstania aquatica CBS10102 AY881651 549/573 (95.8%)
Kazachstania africana NRRLY-8276 U68550 549/572 (96.0%)
Kazachstania martiniae NRRLY-409 AF398481 548/572 (95.8%)
Kazachstania solicola CBS6904 AY007895 547/572 (95.6%)
Kazachstania servazzii NRRLY-12661 U68558 547/572 (95.6%)
Kazachstania aerobia CBS9918 AYS582127 547/572 (95.6%)
Torulaspora franciscae NRRLY-17532 U73604 548/573 (95.6%)
Torulaspora delbrueckii NRRLY-866 U72156 548/573 (95.6%)
Kazachstania yasuniensis CLQCA20-132 HG934855 546/572 (95.5%)
Torulaspora pretoriensis NRRLY-17251 U72157 547/573 (95.5%)
Kazachstania lodderae NRRLY-8280 U68551 544/572 (95.1%)
Kazachstania bromeliacearum CBS7996 HQ412595 541/566 (95.6%)
Torulaspora maleeae IFO11061 AB087395 545/573 (95.1%)
Naumovozyma dairenensis NRRLY-12639 U68556 543/571 (95.1%)
Kazachstania siamensis NBRC101968 AB258462 546/574 (95.1%)
Kazachstania zonata NBRC100504 AB198187 545/573 (95.1%)
Kazachstania piceae NRRLY-17977 Ug4346 542/572 (94.8%)
Torulaspora globosa NRRLY-12650 U72166 543/573 (94.8%)
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Saccharomyces cerevisiae YPH499 AP026843 572/572 (100.0%)
Saccharomyces cerevisiae W303 7ZW0_LA 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72323 OP358989 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72322 OP358988 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72321 OP358987 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72320 OP358986 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72319 OP358985 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72318 OP358984 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72317 OP358983 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72316 OP358982 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72315 OP358981 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72313 OP358979 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72297 OP358964 572/572 (100.0%)
Saccharomyces cerevisiae L261col5 max CP072086 572/572 (100.0%)
Saccharomyces cerevisiae L261 CP072102 572/572 (100.0%)
Saccharomyces cerevisiae PY0001 CP097143 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72225 OP108255 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72223 OP108253 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72216 OP108246 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72215 OP108245 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72212 OP108242 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72209 OP108239 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72208 OP108238 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72206 OP108236 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72205 OP108235 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72203 OP108233 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72202 OP108232 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72200 OP108230 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72199 OP108229 572/572 (100.0%)
Saccharomyces cerevisiae HBUAS72197 OP108227 572/572 (100.0%)
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Saccharomyces cariocanus NRRLY-27337 T (AF398478)
Saccharomyces paradoxus NRRLY-17217 NT (U68555)
Saccharomyces jurei NCYC-D5088 T (HG764813)

Saccharomyces mikatae 1FO1815 T (AB040996)
Saccharomyces arboricolus CBS10644 T (EF580918)
Saccharomyces kudriavzevii 1FO1802 T (AB040995)
Saccharomyces bayanus var. uvarum NRRLY-17034 T (AY130339)
97 |76 ||Saccharomyces pastorianus NRRLY-27171 T (U68547)
Saccharomyces bayanus var. bayanus NRRLY-12624 T (U94931)
NF539, NF540

Saccharomyces cerevisiae  NRRLY-12632 NT (AY048154)
Torulaspora microellipsoides NRRLY-1549 T (U72160)
Kazachstania africana NRRLY-8276 T (U68550)

Kazachstania unispora NRRLY-1556 T (U68554)
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