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Anl129g10670 1.5e-13 similarity to hypothetical lyase

An09g06090 2.6e-13 strong similarity to pentalenene synthase
Anl16g00260 6.6e-06 similarity to geranylgeranyl diphosphate synthase
Anl14g02060 5.3e-08 similarity to aristolochene synthase

An089g10830 2.7e-05 strong similarity to geranylgeranyl pyrophosphate
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