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Strain Origin Strain type?
YYC1 NTU SC-1° C
YYC2 NTU SC-2° C
YYC3 NTU SC-3° C
YYC5 BY4741 L
YYC29 BY4741 x BY4742 L
YYC32 YIM145/YL23¢, YIM145 is segregant of YIM128 C
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YYC3 | +++++ | YYC3 |[+++++ | YYC3 | ++++ |[YYC3 +++

YYC5 +++ YYC5 +++ YYC5 ++ [YYC5 +

YYC32 | ++++ YYC32 | ++ | YYC32| +++ [YYC32 [+t

(-) =no growth of the dense streak of cells

+/- = poorly of the dense streak of cells

(+) = growth of the dense streak of cells but no colony formation
(+ +) = formation of microcolonies

>= (+ + +) = formation of increasingly larger colonies
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