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Figure S22. Alignment of JomP1 AT2 conserved sequences with other acyltransferase 
domains. StiA_AT1, StiA_AT2 and StiC_AT: stimatellin biosynthesis [1] and MxaF_AT1 and 
MxaF_AT2: myxalamid biosynthesis in S. aurantica Sga15  [2]. 
 
 
JomP2_AT   GQASQY...GHSVGE...HAFH 
StiC_AT    GQGSQY...GHSVGE...HAFH 
JomP1_AT2  GQGGHT...GHSAGE...YPSH 
MxaF_AT1   GHGSQW...GHSIGE...VAVH 
StiA_AT1   GTGSQW...GHSIGE...TPSH 
JomP1_AT1  GQGSQW...GHSLGE...VASH 
StiA_AT2   GQGSQW...GHSMGE...VASH 
MxaF_AT2   GQGSQW...GHSMGE...VASH 
Consensus  GqgSQw...GHSxGE 
 
 
Figure S23. Genetic complementation of mutant ΔjomM. UPLC analysis of jomthonic acids 
production in ΔjomM and complemented strain ΔM-pSEJomM. 
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Figure S24. Mass spectra of compounds 1a-2a.  
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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. 
 

 

 

 

 

 

 

 

 

 

 

m/z
200.00 300.00 400.00 500.00

157.04 355.45

373.38

404.36

405.39

449.43

c

m/z
200.00 300.00 400.00 500.00 600.00

157.04

158.07198.98
214.09

304.24

305.26 390.34
404.30 571.56

a

m/z
200.00 400.00 600.00 800.00 1000.00 1200.00

157.04
376.39

388.36

532.39

533.41

550.37

551.40 595.44

596.40
1099.57

1100.77

b

m/z
200.00 250.00 300.00 350.00 400.00

288.30

289.26

d
H
N

OH

O

O

C17H21NO3
Mw: 287,35

*

H
N

O

O

O

O

N
H

CONH2

COOH

HO

OH
*

*

*

C27H39N3O9
Mw: 549,61

G-pErm*

31 2

Time (minutes)

3,60 3,80 4,00 4,20 4,40 4,60 4,80 5,00 5,20 5,40 5,60 5,80 6,00 6,20 6,40

a

b

c d

A

B



4 
 

Figure S26. Alternative biosynthesis model of the JAs polyketide chain.JomP1AT1 transfer 
the starting unit malonil-CoA and AT2 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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