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Database Name pat
Description Protein sequences derived from the Patent division of GenBank
Program BLASTP 2.2.31+ P Citation

Putative conserved domains have been detected, click on the image below for detailed results.
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Unidad de Invencién

Los grupos de secuencias que comparten una estructura comun son los siguientes:

¢ Para las regiones variables de la cadena pesada: SEQ ID NO: 50 y 68

e Para | region variable de la cadena liviana: SEQ ID NO: 16, 52 y 106 o SEQ ID NO: 34y
70

Tabla 1 (Regiones variables de cadena pesada)

SEQ ID NO: 50 68 14 86 104
50 100.00
68 75.21 100.00
14 62.39 60.17 100.00
86 55.00 52.99 57.26 100.00
104 51.28 50.86 47.41 66.10 100.00
32 47.86 47.41 47.41 50.00 50.43 100.00

32

Tabla 2 (Regiones variables de cadena liviana)

SEQ ID NO: 16 52 106 88 34
16 100.00
52 90.99  100.00
106 84.68 86.49  100.00
88 61.47 60.55 62.39 100.00
34 49.53 53.27 51.40 48.11 100.00
70 48.11 50.00 50.94 45.71 82.24  100.00
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