Phosphoenol-

41.132 te
,—p?‘c”f

4 1.1.49
1271
12711
[EEAEE| THPP
O 3.1 Odg—’ > 4. O Pynrvate
Lcetyl-Coks S-Acetyldihydro-
lipoaraide-E
O 1814
Dihydro- Lipoaraide-E
lipoaraide-E
2 331 Citrate Isocitrate
1.1.137 O 2338 —»0O 4213 O 4213 O*————,
Onaloacetate 2333 cis-Aconitate
{S)-Ivlalate O 1154
Oxalosuceimate @ [11141][1.11286
O Furaarate
1354 [|1.35.1
6214 Succinyl-Co& gﬁgﬁte

O#—— 6215 —®0O

. S-Suceinyl- ) :
Succinate 28318 dmmhpoarmde E ?-gﬁggpmpyrrhw
O 1814 O
Dihyrdro- - Lipoaraide-E
lipoaraide-E =0
127117
1221
1273

Figure S5: Tricarboxylic acid cycle. A modified version of the KEGG pathway map ko00020
[1] displaying the tricarboxylic acid (TCA) cycle is shown. Reactions encoded by the Ensifer sp.
M14 genome are colored green; those in white are missing. The figure was prepared using the
KAAS webserver [2] using BLAST search with the bi-directional best hit assignment method, and
with the default organism list for ‘prokaryotes’ plus Sinorhizobium meliloti Rm1021.
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