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Supplementary Information SI.Fig.1 (associated with Table 
1) – Sequence alignment of scFv13R4 with HyHEL-10 
 
scFv13R4 sequence, heavy chain first, light chain second 
3A6B HYHEL-10 from PDB 
 
 
   1                              cdr1            48 
 MAEVQLVESGGSLVKPGGSLRLSCAASGFTFSNYSMNWVRQAPGKGLEWI  
   DVQLQESGPSLVKPSQTLSLTCSVTGDSITSDYWSWIRKFPGNRLEYM 
   1                                              48 
 
49   a        cdr2                  abc           94 
 SSISGSSRYIYYADFVKGRFTISRDNATNSLYLQMNSLRAEDTAVYYCVR 
 GYVS-YSGSTYYNPSLKSRISITRDTSKNQYYLDLNSVTTEDTATYYCAN 
49                                                97 
      cdr3 
95     abcd            113           linker       
 SSITIFGGGMDVWGRGTLVTVSS---------GGGGSGGGGSGGGGS---  
 WDG-------DYWGQGTLVTVSAA 
98               114  
                            cdr1 
 1                          abc                   47 
 QSVLTQPAS-VSGSPGQSITISGAGTSSDVGGYNYVSWYQQHPGKAPKLM 
 DIVLTQSPATLSVTPGNSVSLSCRASQS-IGNDLH--WYQQKSHESPRLL 
 1                                                47 
 
48   cdr2                                  cdr3  a96 
 IYEDSKRPSGVSNRFSGSKSGNTASLTISGLQAEDEADYYCSSYTTRSTR 
 IKYASQSISGIPSRFSGSGSGTDFTLSINSVETEDFGMYFCQQSNSWP-Y 
48                                                96  
 
97         a   110      myc tag    his tag 
 VFGGGTKLAVLGAAA     EQKLISEEDLNGAAHHHHHH 
 TFGGGTKLEIK 
97         107 
 
Complementarity determining regions (CDRs) are shown in bold type with cyan 
highlighting. Mutations introduced by Martineau et al (1998) between scFv13 and 
scFv13R4 are in red. Most loops are of similar length except for the heavy chain 
CDR3, which has 7 extra residues but is not involved in contact with β-gal. 
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