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Figure S1. Multiple alignment of the four GREs PfIB, PfID, PflIF and TdcE from Escherichia
coli. The aligment was performed with the Clustal 2.1 alogrithm. The 5 amino acid residues
of PfIB identified by chemical cross-linking to interact with FocA, and which are conserved in
TdcE, are shown in red; their adjacent, similar amino acids are shown in bold. Other amino
acid residues in PfIB identified to cross-link with FocA are shown as a bold green amino acid
in the PfIB sequence. The black bar signifies the amino acids residues adjacent to the glycine
residue that is converted to a glycyl radical. * indicates identical amino acids; : indicates

similar amino acids; and . indicates functionally related amino acids.

Table S1. Amino acid identity between the four GRE’s PfIB, PfID, PfIF and TdcE from E.

coli. The amino acid identities were calculated based on the amino acid alignment shown in

Fig. S1.
PfIB TdcE PfID
TdcE 78.82
PfID 22.28 21.27
PfIF 22.19 23.61 38.53




