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Table S1: Primers for PCR.

Gene

Primers for PCR

accA

Forward:

5’ATATCATATGAGTCTGAATTTCCTTGA3’

Reverse:
5S’ATATGAATTCATGGGCTACTAGTTACGCGTAACCGTAGCTCAZ3’

accC

Forward:

5’ATATCATATGCTGGATAAAATTGTTAT 3’

Reverse:
5’ATATGAATTCATGGGCTACTAGTTATTTTTCCTGAAGACCGA3Z’

bir4

Forward:

S’ATATTCTAGAAATAATTTTGTTTA3’

Reverse (for pXY33):
S’ATATACTAGTTATTTTTCTGCACTACGCAGGGA3’

Reverse (for pXY44):
S’ATATAAGCTTATGGGCTACTAGTTATTTTTCTGCACTACGCAGG
GA3’




Table S2: Plasmids used in this study.

Plasmids Descrip.tion Reference
peY216 gi/ilgi:nBc:;?eplication: plSa !

pET2la- PT7: .C-terminz.llly.His-tagged BirA )

BirA Origin of replication: pBR322
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Table S3: Calculated pl values of proteins *.

Protein pl

AccA 6.9
Holo-AccB 5.7
AccC 7.5
AccD 7.8
FabA 7.7
FabB 6.3
FabD 6.0
FabF 6.5
FabG 7.7
FabH 6.1
Fabl 6.8
FabZ 8.1
Holo-ACP 54
TesA 7.4

Wax synthase 9.0
* Values were calculated from:
http://www.scripps.edu/~cdputnam/protcalc.html




