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Figure S1. 
 
PflD  --------MTNRISRLKTALFANTR-EISLERALLYTASHRQTEGEPVILRRAKATAYILEHVEISIRDE 61 
PflF  MTTLKLDTLSDRIKAHKNALVHIVKPPVCTERAQHYTEMYQQHLDKPIPVRRALALAHHLANRTIWIKHD 70 
PflB  -----MSELNEKLATAWEGFTKGDWQNEVNVRDFIQKNYTPYEGDESFLAGATEATTTLWDKVMEGVKLE 65 
TdcE  -MKVDIDTSDKLYADAWLGFKGTDWKNEINVRDFIQHNYTPYEGDESFLAEATPATTELWEKVMEGIRIE 69 
                .       .:           *            .:..    : * :    :    :: :  
 
PflD  ELIAGNRTVKPRAGIMSPEMDPYWLLKELDQFP----TRPQDRFAISEEDKRIYREELFPYWEKRSMKDF 127 
PflF  ELIIGNQASEVRAAPIFPEYTVSWIEKEIDDLA----DRPGAGFAVSEENKRVL-HEVCPWWRGQTVQDR 135 
PflB  NRTHAPVDFDTAVASTITSHDAGYINKQLEKIVGLQTEAPLKRALIPFGGIKMIEGSCKAYNR---ELDP 132 
TdcE  NATHAPVDFDTNIATTITAHDAGYINQPLEKIVGLQTDAPLKRALHPFGGINMIKSSFHAYGR---EMDS 136 
      :   .    .   .   .     :: : ::.:       *      .  . .:   .  .: .     * 
 
PflD  INGQMTDEVKAATNTQIFSIN-QTDKGQGHIIIDYPRLLNHGLGELVAQMQQHCQQQ--------PENHF 188 
PflF  CYGMFTDEQKGLLATGIIKAEGNMTSGDAHLAVNFPLLLEKGLDGLREEVAERRSRINLTVLEDLHGEQF 205 
PflB  MIKKIFTEYRKTHNQGVFDVYTPDILRCRKSGVLTGLPDAYGRGRIIGDYRRVALYG---------IDYL 193 
TdcE  EFEYLFTDLRKTHNQGVFDVYSPDMLRCRKSGVLTGLPDGYGRGRIIGDYRRVALYG---------ISYL 197 
          :  : :      ::.          :  :        * . :  :  .               . :       
 
PflD  YQAALLLLEASQKHILRYAELAETMAANCTDAQRREELLTIAEISRHN---AQHKPQTFWQACQLFWYMN 255 
PflF  LKAIDIVLVAVSEHIERFAALAREMAATETRESRRDELLAMAENCDLI---AHQPPQTFWQALQLCYFIQ 282 
PflB  MKDKLAQFTSLQADLENGVNLEQTIRLREEIAEQHRALGQMKEMAAKYGYDISGPATNAQEAIQWTYFGY 263 
TdcE  VRERELQFADLQSRLEKGEDLEATIRLREELAEHRHALLQIQEMAAKYGFDISRPAQNAQEAVQWLYFAY 267 
       :     :   .  : .   *   :       .::  *  : * .          . .  :* *  ::       
 
PflD  IILQYESNASSLSLGRFDQYMLPFY--QTSLTQGEDAAFLKELLESLWVKCNDIVLLRSTSSARYFAGFP 323 
PflF  LILQIESNGHSVSFGRMDQYLYPYYRRDVELNQTLDREHAIEMLHSCWLKLLEVNKIRSGSHSKASAGSP 342 
PflB  LAAVKSQNGAAMSFGRTSTFLDVYIERDLKAG-KITEQEAQEMVDHLVMKLRMVRFLRTPEYDELFSGDP 332 
TdcE  LAAVKSQNGGAMSLGRTASFLDIYIERDFKAG-VLNEQQAQELIDHFIMKIRMVRFLRTPEFDSLFSGDP 336 
      :    ..*. ::*:**   ::  :   : .           *::.   :*   :  :*: .     :* *    
 
PflD  TGYTALLGG---LTENGRSAVNVLSFLCLDAYQSVQ-LPQPNLGVRTNALIDTPFLMKTAETIRFGTGIP 389 
PflF  LYQNVTIGGQNLVDGQPMDAVNPLSYAILESCGRLR-STQPNLSVRYHAGMSNDFLDACVQVIRCGFGMP 411 
PflB  IWATESIGG---MGLDGRTLVTKNSFRFLNTLYTMGPSPEPNMTILWSEKLPLNFKKFAAKVS-IDTSSL 398 
TdcE  IWATEVIGG---MGLDGRTLVTKNSFRYLHTLHTMGPAPEPNLTILWSEELPIAFKKYAAQVS-IVTSSL 402 
         .  :**   :  :    *.  *:  *.:   :   .:**: :     :   *    .:.     .   
 
PflD  QIFNDEVVVPAFLNRGVSLEDARDYSVVGCVELSIPGRT-YGLHDIAMFNLLKVMEICLHENEGNAA--- 455 
PflF  AFNNDEIVIPEFIKLGIEPQDAYDYAAIGCIETAVGGKWGYRCTGMSFINFARVMLAALEGGHDATSGKV 481 
PflB  QYENDDLMRPDFNND--------DYAIACCVSPMIVGKQMQFFGAR--ANLAKTMLYAINGGVDEKLK-- 456 
TdcE  QYENDDLMRTDFNSD--------DYAIACCVSPMVIGKQMQFFGAR--ANLAKTLLYAINGGVDEKLK-- 460 
         **::: . * .         **:   *:.  : *:           *: :.:  .:. . . 
 
PflD  -------------LTYEGLLEQIRAKISHYITLMVEGSNICDIGHRDWAPVPLLSSFISDCLEKGRDITD 512 
PflF  FLPQEKALSAGNFNNFDEVMDAWDTQIRYYTRKSIEIEYVVDTMLEENVHDILCSALVDDCIERAKSIKQ 551 
PflB  -------------MQVGPKSEPIKGDVLNYDEVMERMDHFMDWLAKQYITALNIIHYMHDKYSYEASLMA 513 
TdcE  -------------IQVGPKTAPLMDDVLDYDKVMDSLDHFMDWLAVQYISALNIIHYMHDKYSYEASLMA 517 
                               .:  *       . . *    :          : *  .   .: 
 
PflD  GGARYNFSGVQGIGIANLSDSLHALKGMVFEQQRLSFDELLSVLKANFATPEGEKVRARLINRFEKYGND 582 
PflF  GGAKYDWVSGLQVGIANLGNSLAAVKKLVFEQGAIGQQQLAAALADDFDGLTHEQLRQRLINGAPKYGND 621 
PflB  LHDR-DVIRTMACGIAGLSVAADSLSAIKYAKVKPIRDEDGLAIDFEIEG------------EYPQFGNN 570 
TdcE  LHDR-DVYRTMACGIAGLSVATDSLSAIKYARVKPIRDENGLAVDFEIDG------------EYPQYGNN 574 
         : :       ***.*. :  ::. : : :     ::   .:  ::                 ::**:  
 
PflD  IDEVDNISAELLRHYCKEVEKYQNPR------GGYFTPGSYTVSAHVPLGSVVGATPDGRFAGEQLADGG 646 
PflF  DDTVDTLLARAYQTYIDELKQYHNPRYGRGPVGGNYYAGTSSISANVPFGAQTMATPDGRKAHTPLAEG- 690 
PflB  DPRVDDLAVDLVERFMKKIQKLHTYR------DAIPTQSVLTITSNVVYGKKTGNTPDGRRAGAPFGPG- 633 
TdcE  DERVDSIACDLVERFMKKIKALPTYR------NAVPTQSILTITSNVVYGQKTGNTPDGRRAGTPFAPG- 637 
         ** :     . : .:::   . *      ..    .  :::::*  *  .  ***** *   :. * 
 
PflD  LSPMLGQDAQGPTAVLKSVSKLDNTLLSNGTLLNVKFTPATLEGEAGLRK------LADFLRAFTQLKL- 709 
PflF  ASPASGTDHLGPTAVIGSVGKLPTAAILGGVLLNQKLNPATLENESDKQK------LMILLRTFFEVHKG 754 
PflB  ANPMHGRDQKGAVASLTSVAKLPFAYAKDGISYTFSIVPNALGKDDEVRKTNLAGLMDGYFHHEASIEGG 703 
TdcE  ANPMHGRDRKGAVASLTSVAKLPFTYAKDGISYTFSIVPAALGKEDPVRKTNLVGLLDGYFHHEADVEGG 707 
       .*  * *  *..* : **.**  :   .*   . .: * :*  :   :*      :   ::   .:. 
 
PflD  QHIQFNVVNADTLREAQQRPQDYAGLVVRVAGYSAFFVELSKEIQDDIIRRTAHQL- 765 
PflF  WHIQYNIVSRETLLDAKKHPDQYRDLVVRVAGYSAFFTALSPDAQDDIIARTEHML- 810 
PflB  QHLNVNVMNREMLLDAMENPEKYPQLTIRVSGYAVRFNSLTKEQQQDVITRTFTQSM 760 
TdcE  QHLNVNVMNREMLLDAIEHPEKYPNLTIRVSGYAVRFNALTREQQQDVISRTFTQAL 764 
       *:: *::. : * :* :.*:.*  *.:**:**:. *  *: : *:*:* **       
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Figure S1. Multiple alignment of the four GREs PflB, PflD, PflF and TdcE from Escherichia 

coli. The aligment was performed with the Clustal 2.1 alogrithm. The 5 amino acid residues 

of PflB 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 PflB identified to cross-link with FocA are shown as a bold green amino acid 

in the PflB 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 PflB, PflD, PflF and TdcE from E. 

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

Fig. S1. 

 PflB TdcE PflD 
TdcE 78.82   
PflD 22.28 21.27  
PflF 22.19 23.61 38.53 
   

 


