To find out from which ABR/CDR Paratome-unique Ag binding residues originate
from, we computed the percentage of residues originating from each ABR/CDR (i.e.
L1-3, H1-3). To gain additional insight into the differences between the Ag binding
residues identified by Paratome and the various CDR identification methods, we
computed for each method its own Paratome-unique set of Ag binding regions. For
instance, Paratome-Kabat unique is the set of all Ag binding residues identified by
Paratome yet not identified by Kabat. Table S9 depicts the results.

The CDRs from which residues that are not identified by the commonly used CDR

identification methods originate:

Table 9S. The percentage of Paratome-unique residues for each ABR/CDR.

ABR/CDR Para_tome— Paratom_e— Par_atome_— Parator.ne—
unique Kabat unique | Chothia unique | IMGT unique

Ll - - - 7.4%

L2 64.7% 24.3% 11.05% 29.2%

L3 - - - -

H1 - 48.45% 29.7% 18%

H2 35.3% 13.15% 52.95% 45.4%

H3 - 14.1% 6.3% _




