Suppl. Table S1

Oligonucleotide
Sequence

––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––

Y61F•3
5'-TCCAAAGCCAAGGAGTTTAAACATGTATGCAAACG-3'

Y61F•5
5'-CGTTTGCATACATGTTTAAACTCCTTGGCTTTGGA-3'

Y61A•3
5'-TCCAAAGCCAAGGAGGCTAAACATGTATGCAAACG-3'

Y61A•5
5'-CGTTTGCATACATGTTTAGCCTCCTTGGCTTTGGA-3'

Y61P•3
5'-TCCAAAGCCAAGGAGCCTAAACATGTATGCAAACG-3'

Y61P•5
5'-CGTTTGCATACATGTTTAGGCTCCTTGGCTTTGGA-3'

H47A•3
5'-GGCTTTGTGTTGGTGGCTGCAGGTGCAGGT-3'

H47A•5
5'-ACCTGCACCTGCAGCCACCAACACAAAGCC-3'

S291A•3
5'-GCTCTCCACATCCTGCGGTACTCACAGCTGTGG-3'

S291A•5
5'-CCACAGCTGTGAGTACCGCAGGATGTGGAGAGC-3'

T234D•3
5'-CAGGCACTTTGGACGACGTAGGCGCTGTGG-3'
T234D•5
5'-CCACAGCGCCTACGTCGTCCAAAGTGCCTG-3'
R159A•3
5'-AAAGCAGGGAGGAATTGCGCCAGCCGAGAGCTTGC-3'

R159A•5
5'-CGAAGCTCTCGGCTGGCGCAATTCCTCCCTGCTTT-3'

H259A•3
5'-GCCCAACTCTCCCCGGAGCTTTCAAGGCCAAGCCTC-3'

H259A•5 
5'-GAGGCTTGGCCTTGAAAGCTCCGGGGAGAGTTGGGC-3'

H281A•3
5'-GTGGAGTAGGGGTTAGCAGCTCCAGTATTTTCAG-3'

H281A•5
5'-CTGAAAATACTGGAGCTGCTAACCCCTACTCCAC-3'

R304A•3
5'-AGCATGTGAACATTCTGCAGCCAGTATGGTGCGCAC-3'

R304A•5
5'-GTGCGCACCATACTGGCTGCAGAATGTTCACATGCT-3'

F332A•
5'-ATCTTCACTGGCAAGGGCAGGTGAACTGATAAAC-3'

F332A•5
5'-GTTTATCAGTTCACCTGCCCTTGCCAGTGAAGAT-3'

W173A•3
5'-TTCCATGATCTACTGCCGCTCTGTAGGCTCCTTCTC-3'

W173A•5
5'-GAGAAGGAGCCTACAGAGCGGCAGTAGATCATGGAA-3'

R299E•3
5'-CTCTAGCCAGTATGGTCTCCACAAGATGCTCTCCAC-3'

R299E•5
5'-GTGGAGAGCATCTTGTGGAGACCATACTGGCTAGAG-3'

R262A•3
5'-GAGCAGCCTGCCCAACTGCCCCCGGATGTTTC​AAGG-3'

R262A•5
5'-CCTTGAAACATCCGGGGGCAGTTGGGCAGGCTGCTC-3'

E295A•3
5'-TACCTCAGGATGTGGAGCGCATCTTGTGCGCACC-3'

E295A•5
5'-GGTGCGCACAAGATGCGCTCCACATCCTGAGGTA-3'

I160E•3
5'-CTAAAAAGCAGGGAGGCTCTCTGCCAGCCGAGAGCT-3'

I160E•5
5'-AGCTCTCGGCTGGCAGAGAGCCTCCCTGCTTTTTAG-3'

C163E•3
5'-TCTCCAACTAAAAACTCGGGAGGAATTCTGCCAGCC-3'

C163E•5
5'-GGCTGGCAGAATTCCTCCCGAGTTTTTAGTTGGAGA-3'

H177A•3
5'-GATGGGCAGTAGATGCTGGAATACCCTCTTG-3'

H177A•5
5'-CAAGAGGGTATTCCAGCATCTACTGCCCATC-3'

V142A•3
5'-CAAGAACCCGGTCTCGGCGGCCAACAGACTCTTATG-3'

V142A•5
5'-CATAAGAGTCTGTTGGCCGCCGAGACCGGGTTC-TTG-3'

L146A•3
5'-CTCGGTTGCCAACAGAGCGTTATGTGAAGGGCAG-3'

L146A•5
5'-CTGCCCTTCACATAACGCTCTGTTGGCAACCGAG-3'

L165A•3
5'-GAATTCCTCCCTGCTTTGCGGTTGGAGAAGGAGCCTAC-3'

L165A•5
5'-GTAGGCTCCTTCTCCAACCGCAAAGCAGGGAGGAATTC-3'
––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––––

Suppl Table S1. Oligonucleotides used for site-directed mutatgenesis. All mutagenesis oligonucleotides used throughout this study are listed here. 

Suppl. Figure S1
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Suppl. Figure S1. Catalytic center of Taspase1 and other Serine proteases. A. Catalytic center of Taspase1. The amino acids H47, D233 and Ser291 are depicted in pink within the Taspase1 alpha/beta structure (p28/p22). Distances are measured between the Calpha atoms. B. Catalytic triade of Trypsine. The amino acids H57, D102 and Ser195 are depicted in pink within the Trypsine structure. Distances are measured between the Calpha atoms. C. Catalytic triade of Thrombin. The amino acids H57, D102 and Ser195 are depicted in pink within the Trypsine structure. Distances are measured between the Calpha atoms. D. Test for scissile bonds. Recombinant Taspase1 was incubated either with 20 mM glycine or 500 mM hydroxylamine for 1 h at 37°C. HA: 500 mM hydroxylamine; G: 20 mM glycine.
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Plot statistics

Residues in most favoured regions [A,B,L] 596 92.3%
Residues in additional allowed regions [a,b,],p] 46 7.1%
Residues in generously allowed regions [~a,~b~l,~p] 0 0.0%
Residues in disallowed regions 4 0.6%
Number of non-glycine and non-proline residues 646 100.0%
Number of end-residues (excl. Gly and Pro) 2
Number of glycine residues (shown as triangles) 78
Number of proline residues 26
Total number of residues 752

Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected
to have over 90% in the most favoured regions.




Suppl. Figure S2. Ramachandran Plot of modeled Taspase1. The Ramachandran plot of modeled Taspase1 revealed that 92.3 % of all residues are located within a favoured region (> 90% of residues in favoured regions are of good quality).
