
FIGURE S3.  Nano LC-MS/MS analysis of Con II-tagged Con-P. 
MALDI TOF MS/MS analysis was achieved by using an AB SCIEX TOF/TOF 5800 Analyzer after digested 
with Achromobacter protease I and subsequently separated by a nano-LC system.  ProteinPilot software with 
the Paragon method was used for identification.  As a result, the 27 peptide fragments were detected with 95% 
confidence intervals, and 82.3% of rCon-P sequence was covered with non-redundant 10 peptide fragments 
including QLTINGVPDDSFTINVGK  (16-33), YEVRFGK (42-48), ANEQSVIIMSCIK (49-61), 
D G V V L H T Q T E T S F P F Q K ( 6 2 - 7 8 ) , S R S F E V S I S ( 7 9 - 8 7 ) , I N S H V M Y F S N ( 9 7 - 1 0 6 ) , 
FSNSLDAQDYDYIWSHGK (104–121), and VSIEGISIN (122–130).  The typical spectra of 10 fragments 
used for identifying Con-P sequence are shown. 	
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