
Computer modeling of agrin G3 domain structure — The structural models were built by 

using the homology modeling function of Swiss-PdbViewer V3.7 b2 [1]. The crystal 

structure of αL2LG5 (PDB code: 1DYKA) was selected as the template and the sequence 

alignment of AgG3 and αL2LG5 was adjusted according to their secondary structures 

(see below for sequence alignment, [2]). The modeling request was submitted to Swiss-

Model server and the modeling results were presented by PdbViewer. 

 

L2Lg5      -------SGTYFDGTGFAKAVGGFKVG------------LDLLVEFEFRTTRPTGVLLGI 
AgG3  1757 EFPVGDLETLAFDGRTYIEYLNAVIESELTNEIPAEKALQSNHFELSLRTEATQGLVLWI  
 
L2Lg5      -------SGTYFDGTGFAKAVGGFKVG------------LDLLVEFEFRTTRPTGVLLGI 
AgG3  1824 GKAAERADYMALAIVDGHLQLSYDLGSQPVVLRSTV----KVNTNRWLRIRAHREHREGS  
 
L2LG5      LVVD-GNQVDAQSPNSASTSADTNDPVFVGGFPG--GLNQFGLTTNIRFRGCIRSLKLTK 
AgG3  1880 LQVGNEAPVTGSSP-LGATQLDTDGALWLGGLQKLPVGQALPKAYGTGFVGCLRDVVVG- 
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