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Plot statistics. Plot statistics
Residues in most favoured regions [AB,L] 307 925% Residues in most favoured regions [AB,L] 307 925%
Residues in additional allowed regions [a.b.1p] 2 6.6% Residues in additional allowed regions [a,bp] 22 6.6%
Residues in generously allowed regions [~a,~b,~L~p] 1 0.3% Residues in generously allowed regions [~a,~b,~1~p] i 0.3%
Residues in disal lowed regions. 2 0.6% Residues in disallowed regions 2 0.6%
Number of non-glycine and nomeproline residues 332 1000% Number of non-glycine and non-proline residues 332 1000%
Number of end-residues (excl. Gly and Pro) 2 Number of end-residues (excl. Gly and Pro) 2]
Number of glyc: ues (shown as triangles) 16 Number of gl (shown as triangles) 16
Number of proline residues 15 Number of proline 15
Total number of residues. jb_i Total number of residues 365
Based Jysis of 118 sructures of 20 Angstroms Based on an analysis of 118 stuctures of resoluton of atleast 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expectod ‘and Refactor no greater than 20%, a good qual ity model would be e xpected
1o have over 90% in the most favoured rgions. o hav aver 80% inthe most favoured regions
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Phi (degrees) Phi (degrees)
Plot statistics Plot statistics
Residues in most favoured regions [A.B,L] 302 899% 301 885%
Residues in additional allowed regions [a, 30 8.9% 30
rerously allowed regions [~a,~b; 1.2% n generously allowed regions [~ 4
Residucs in disallowed regions 0 0.0% Residues in disallowed regions 5
Number of non-glycine and non-proline residues 36 1000% Number of non-glycine and non-proline residues 340 100.0%
Number of er sidues (excl. Gly and Pro) 3 Number of end-residues (excl. Gly and Pro) 3
Number of glycine residues (shown as triangles) 12 Number of glycine residues (shown as triangles)
Number of proli 16 Number of proline residues
Total rumber ofresiducs 367 Total number of residues
Based on an analysis of 11§ struetures of esalution of st lexst 2.0 Angstroms Based on an anslysis of 118 stntures ofresoution ofa east 2.0 Angstroms
‘and Refactor no greater than 20%, a good quality model would be expected ‘and R-factor no greater than 20%, a good qual ity model would be expected
o have over 90% in the most avoured regiors. 1o have over 0% inthe most favoured regions,
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Figure S

CsNPR4

Ramachandran Plot of a tertiary structural model of four CsNPR1-like proteins of tea plant.




