Figure S22. Alignment of JomP1 AT: conserved sequences with other acyltransferase
domains. StiA_AT1, StiA_AT2 and StiC_AT: stimatellin biosynthesis [1] and MxaF_AT1 and
MxaF_AT?2: myxalamid biosynthesis in S. aurantica Sgal5 [2].
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Figure 523. Genetic complementation of mutant AjomM. UPLC analysis of jomthonic acids
production in AjomM and complemented strain AM-pSEJomM.
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Figure 524. Mass spectra of compounds 12-22.
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Figure S25. Identification of additional potential jomthonic acids. A) UPLC analysis of 5-
fold concentrated extracts from G-permE*. B) Mass spectra of four additional compounds with
jomthonic acid absorption spectra. Based on mass spectra, a tentative chemical structure is
suggested for compound b and d.
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Figure 526. Alternative biosynthesis model of the JAs polyketide chain.JomP1AT: transfer
the starting unit malonil-CoA and AT: catalizes an extension with methylmalonil-CoA. A
dehydration reaction (+DH) is required to achieve the final structure of the polyketide chain
present in JA A.
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