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Supporting Figure S1. Alignment of the amino acid sequences of the catalytic domains of muPA and huPA. Residues implicated in the binding to the peptides by the X-ray crystal structure analysis are highlighted in cyan. The residue numbering is according to the chymotrypsin template. The alignment was performed with Crustal W2. * indicate identity. Similarities are indicated by . or :.  

                          16                 35         41
Human       CGQKTLRPRFKIIGGEFTTIENQPWFAAIYRRHRGGS-VTYVCGGSLISPCWVISATHCF 

Murine      CGQKALRPRFKIVGGEFTEVENQPWFAAIYQKNKGGSPPSFKCGGSLISPCWVASAAHCF 

            ****:*******:***** :**********::::***  :: *********** **:***

                                                         99

Human       IDYPKKEDYIVYLGRSRLNSNTQGEMKFEVENLILHKDYSADTLAHHNDIALLKIRSKEG 

Murine      IQLPKKENYVVYLGQSKESSYNPGEMKFEVEQLILHEYYREDSLAYHNDIALLKIRTSTG 

            *: ****:*:****:*: .* . ********:****: *  *:**:**********:. *

                                             143

Human       RCAQPSRTIQTICLPSMYNDPQFGTSCEITGFGKENSTDYLYPEQLKMTVVKLISHRECQ 

Murine      QCAQPSRSIQTICLPPRFTDAPFGSDCEITGFGKESESDYLYPKNLKMSVVKLVSHEQCM 

            :******:*******. :.*. **:.*********..:*****::***:****:**.:* 

                                      192

Human       QPHYYGSEVTTKMLCAADPQWKTDSCQGDSGGPLVCSLQGRMTLTGIVSWGRGCALKDKP 

Murine      QPHYYGSEINYKMLCAADPEWKTDSCKGDSGGPLICNIEGRPTLSGIVSWGRGCAEKNKP 

            ********:. ********:******:*******:*.::** **:********** *:**

Human       GVYTRVSHFLPWIRSHTKEENGLAL 

Murine      GVYTRVSHFLDWIQSHIGEEKGLAF 

            ********** ** *** ** ***:

