CLUSTAL 0O(1.2.4)

multiple sequence alignment

S77ZXM4 - PDE 04455 - Penicillium oxalicum (strain 114-2)
Q5B705 - CPCA - Aspergillus nidulans (strain FGSC A4)
P11115 - ecpc-1 - Neurospora crassa (strain OR74A)

P03069 - GCN4 - Saccharomyces cerevisiae (strain S288c)
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CLUSTAL 0(1.2.4) multiple sequence alignment

S7ZFQ0 - PDE 04455 - Penicillium oxalicum (strain 114-2)
AOA1Q5UN98 - PENSUB 363 - Penicillium subrubescens
AOAQOF7TSE6 - PMGll 08231 - Penicillium brasilianum
Zn2Cys6 Domain highlighted in grey
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