
Fig. S56. A molecular phylogeny of ACLY (ATP citrate lyase, E.C. 2.3.3.8),

inferred from maximum-likelihood analysis (1601 nucleotide sites were used;

GTR+Γ).  Numbers indicate approximate bootstrap values from 1,000 LR-ELW

(the Expected-Likelihood Weights applied to Local Rearrangements of tree

topology) tests that support for the nodes.
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Fig.S57.  A molecular phylogeny of CLYBL (citrate Iyase beta like, E.C.

4.1.3.6), inferred from maximum-likelihood analysis (257 amino acid sites

wereused;JTT+Г).  Numbers indicate approximate bootstrap values from

1,000 LR-ELW (the Expected-Likelihood Weights applied to Local

Rearrangements of tree topology) tests that support for the nodes.

179



Fig.S58.  A molecular phylogeny of ACO (aconitase, E.C. 4.2.1.3), inferred from

maximum-likelihood analysis (panel A:488 amino acid sites were used with WAG+Г;

panel B:2184 nucleotide sites were used with GTR+1+Г).  Numbers indicate

approximate bootstrap values from 1.000 LR-ELW (the Expected-Likelihood Weights

applied to Local Rearrangements of tree topology) tests that support for the nodes.
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Fig.S59. A molecular phylogeny of E.C. 1.1.1.42 IDHI (isocitrate dehydrogenase

1[NADP+],  soluble, E.C. 1.1.1.42). inferred from maximum-likelihood analysis

(380 amino acid sites were used; WAG+Г). NumbersindicateapProximate

bootstrap values from 1,000 LR-ELW (the Expected-Likelihood Weights applied

to Local Rearrangements of tree topology) tests that support for the nodes.
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Fig. S60.  A molecular phylogeny of IDH3 (isocitrate dehydrogenase 3 (NAD+], E.C.

1.1.1.41), inferred from maximum-likelihood analysis (303 amino acid sites were used;

WAG+Γ).  Numbers indicate approximate bootstrap values from 1,000 LR-ELW (the

Expected-Likelihood Weights applied to Local Rearrangements of tree topology) tests

that support for the nodes.
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Fig. S61  A molecular phylogeny of OGDH (oxoglutarate dehydrogenase [lipoamide],

E.C. 1.2.4.2), inferred from maximum-likelihood analysis (353 amino acid sites were

used: JTT+ Γ). Numbers indicate approximate bootstrap values from 1,000 LR-ELW

(the Expected-Likelihood Weights applied to Local Rearrangements of tree topology)

tests that support for the nodes.
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Fig. S62.  A molecular phylogeny of DLD (dihydrolipoamide dehydrogenase, E.C.

1.8.1.4), inferred from maximum-likelihood analysis (393 amino acid sites were

used; WAG+ Γ). Numbers indicate approximate bootstrap values from 1,000 LR-

ELW (the Expected-Likelihood Weights applied to Local Rearrangements of tree

topology) tests that support for the nodes.
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Fig. S63. A molecular phylogeny of DLST (dihydrolipoamide S-

succinyltransferase, E2 component  of 2-oxo-glutarate complex, E.C. 2.3.1.61),

inferred from maximum-likelihood analysis (1170 nucleotide sites were used;

GTR+I+Γ). Numbers indicate appmximate bootstrap values from 1,000 LR-ELW

(the Expected-Likelihood Weights applied to Local Rearrangements of tree
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Appendix 2. Full list of genes analyzed in the final maximum-likelihood phylogenetic

inferences performed in Chapter 2, with their Ensembl IDs and gene names denominated

according to Ensembl annotations and inferred gene phylogenies shown in the Appendix 1.
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