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Échantillon  Protéine ANP32E-LRR 
Traitement  Résolution (Å) 25.4 - 1.244 (1.288  - 1.244) 

 Groupe d’espace  P 1 

 
Paramètres de maille  

29.678 32.731 40.735 88.948 

73.851 66.887 

 Réflexions totales 120090 (8885) 

 Réflexions uniques  35138 (3102) 

 R-merge 0.05168 (0.3119) 

 R-meas 0.06129 (0.3852) 

 R-pim 0.03257 (0.2217) 

 CC1/2 0.997 (0.929) 

 CC* 0.999 (0.982) 

 Redondance  3.4 (2.9) 

 Complétude  (%) 92.82 (81.55) 

 I/σI 13.36 (2.99) 

Affinement Résolution (Å)  

 Réflexions utilisées 35122 (3102) 

 Wilson B (Å²) 11.30 

 Réflections utilisées pour R-
free 

1999 (176) 

 R-work (%) 15,26 (22,32) 

 R-free (%) 17,67 (25,77) 

 CC(work) 0.972 (0.938) 

 CC(free) 0.956 (0.831) 

 Atomes   
Macromolécules 
Solvant  
Résidus de protéine 

 

1251 

210 

153 

Validation  RMSD  
Bonds lengths (Å) 
Bond angles (°) 

 

0.009 

1,29 

 Ramachandran favored (%) 94.70 

 Ramachandran allowed (%) 5.30 

 Ramachandran outliers (%) 0.00 

 Rotamer outliers (%) 0.00 

 Clashscore 1.58 

 Average B-factor (Å²)  16.79 



 

 

  

For Optimizing User-supplied 

DNA Substrate 

  
Control 

DNA Only 

(50 pmol) 

0.5 to 1 

Octamer 

to DNA 

1 to 1 

Octamer 

to DNA 

1.5 to 1 

Octamer 

to DNA 

Water 1 l 0 to 4.5 µl 0 to 7 µl 0 to 1.5 µl 

5M NaCl 4 µl 6 µl 4 µl 2 µl 

DNA 5 l (10 M) 50 pmol 50 pmol 50 pmol 

20 M Dimer 5 l 2.5 µl 5 l 7.5 µl 

10 M Tetramer 5 l 2.5 µl 5 l 7.5 µl 

Total 20 µl 20 µl 20 µl 20 µl 



 

 

 

 

 

 

 

 

 

 

 

    For Optimizing User-supplied 

DNA Substrate 

  
Control 

DNA Only 

(25 pmol) 

0.5 to 1 

Octamer 

to DNA 

1 to 1 

Octamer 

to DNA 

1.5 to 1 

Octamer 

to DNA 

Water 0.5 l 0 to 4.5 µl 0 to 7 µl 0 to 1.5 µl 

5M NaCl 2 µl 3 µl 2 µl 1 µl 

DNA 2.5 l (10 M) 25 pmol 25 pmol 25 pmol 

20 M Dimer 2.5 l 1.25 µl 2.5 l 3.75 µl 

10 M Tetramer 2.5 l 1.25 µl 2.5 l 3.75 µl 

Total 10 µl 10 µl 10 µl 10 µl 

 



 

 

 

 

 

 

 









 







































































 






