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ANALYSISOF POLYGENETIC AFFINITIES AMONG YEAST STRAINS
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Abstract The genotyp i polym orphism and polygenetic affinities of intergenus ntemspecies and ntaspecis among
21 strains fiom 6 yeast genus were studied w ih andan am plified polym orphisn DNA (RAPD) analysis The resulis
showed that them midifferences of ntraspecies i genetics could be distingu shed and particu hr e kctophoretic bands

w ere selected as characteristicm atkers i the classificatbn and dentification of yeastw th RAPD. The genetic distance
betw een Candda shehatae and C. tropicalis was 0 114 and the genetic distance between them and Pichia stpitis
reached 0. 493, The geneti distance between Schizosaccharanyces pombe and Betianomyces custersii was 0. 322 the
genetic d stance between Pachysolen tanophilus and C. krusei was O 383 and the genetic d stance between then and
Saccharan yces cerevisiae reached O 443 The genotypic chssification of species except Cand ida seaned to be cons &

ten tw ith trad itbnal mophobgical chssification
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Tabk 1 Stains of yeast analyzed with RAPD
No strain nam es source of stra ns description
OB1 C. wtilis ATCC22023 xylose fem entation
0B2 C. 9 Beikh XF217 xylose fem.
OB3 C. ¢ Beikh X044 xylose fm.
OB4 C. trop kalis AS2 402 pentose assin ilation
OB5 C. trop kalis USA pulping waste fm.
OB6 P. tanphilus ATCC32691 pentose fem.
OB7 P. tanphilus NRRL Y-2461 pentose fem.
OB8 C. shehatae NL 05 , NFU xylose fem.
OB9 C. shehatae NL 01 , NFU xylose fem.
OB 10 C. shehatae NL. 02 , NFU xylose fm.
OB 11 P. stpitisNL 03 , NFU xylose fem.
OB 12 P. stpitisNL 04 , NFU xylose fem.
0B 13 B astersit ATCC37774
OB 14 S panbe ATCC26192 D- D-xybse fm.
OB 15 C. Kruset NCYC872 cellulose utilization
OB 16 S. cerevisiae H annsen USA ethano | fem.
OB 17 S. cerevisiae H annsen AS2 541 plant util
OB 18 S. cerevisiae H annsen Y47 lignocellulose util
OB 19 S. cerevisiae H annsen Poland 33 paca pulping waste fm.
OB 20 S. cerevisiae H annsen , NFU pulping waste fm.
0B 21 S. cerevisiae B aker , NFU
2
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