Table S1: Integration data for CE traces shown in Figure 3.

The peaks are shown in order of appearance on CE electrophoregrams. The data represent the area of
each peak in percentage of the total area of all the sugar-nucleotides present in the reaction. The
degradation product P2 was excluded from these calculations due to its poor resolution from NADPH.
Errors on peak integration are ~ 2%. The “i” denotes the impurity peak.

Trace Enzymes PSy P4y P1 PSa P4 Pda i
Panel A

d b+ DdahC 0 21.0 262 6.6 221 166 7.6
c b+ MlghC 59.7 106 145 0 0 79 73
b a+MlghB 0 256 318 0 195 175 5.6
a P1 only 0 0 945 0 0 0 5.6
Panel B

d b+ DdahC 0 0 615 129 0 195 6.1
c b+ MilghC 0 0 744 0 0 195 6.1
b a+DdahB 0 0 715 0 0 23.7 49
a P1 only 0 0 945 0 0 0 5.6

Table S2: Integration data for CE traces shown in Figure 4.

The peaks are shown in order of appearance on CE electrophoregrams. The data represent the area of
each peak in percentage of the total area of all the sugar-nucleotides present in the reaction. The
degradation product P2 was excluded from these calculations due to its poor resolution from NADPH.
Errors on peak integration are ~ 2%.

Trace Enzymes PSy P4y P3 P1 PSa P4 Pdoa
Panel A

e a + MlghC 40.0 0 0 344 0 18.1 7.6
d a+ WcaGnere 0 342 6.3 288 0 20.8 9.9
c a + DdahC 0 346 0 33.1 8.8 20.7 2.8
b a+ WcaGgii76 0 340 132 236 O 20.5 8.8
a P1, P4apy 0 350 0 357 0 20.7 8.7
Panel B

g e + WeaGnere 588 0 412 0 0 0 0

f d + WeaGnere 0 0 512 177 0 20.3 109
e d + MlghC 100 0 0 0 0 0 0

d a + MlghB 0 235 0 30,6 O 28.7 17.2
c b + MlghC 0 0 543 457 0 0 0

b a+ WcaGnere 0 0 46.6 534 0 0 0

a baseline 0 0 0 100 O 0 0
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Figure S1: SDS-PAGE analysis of all purified enzymes used in this study. The proteins were purified by nickel affinity
chromatography. Detection was performed with Coomassie staining and anti-histidine tag Western blotting (WB). MlghB
and DdghB migrated at a higher molecular weight than expected but their identity was confirmed by MALDI-MS (This
study and (25)). All other enzymes migrated at their expected molecular weight. MW: Molecular weight.




	Figure S1 Protein gels.pdf
	Slide Number 1
	Slide Number 2
	Slide Number 3




