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[bookmark: _Ref55319253]Figure 1.  Comparison of SM predictions for the abyssomicin BGC made by SeMPI v2 and antiSMASH v5 with the produced SM. The top panel shows the encoding genes and the domain composition of each module. The KR domain of the 5th module is inactivated. The SeMPI v2 prediction is shown on top (a). The produced core secondary metabolite is derived from the article by Tu et al. [1] and drawn in the middle (b). The indices of the α- and β-position correspond to the module which performs the reduction. The antiSMASH v5 prediction was taken from the MIBiG database (accessed: 22.07.2020) and is shown at the bottom (c). antiSMASH v5 assigned the reduction pattern with an offset. Also, in the cases where the reduction to a double bond was performed, the double bond was assigned at the wrong position.
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