AbRSA: Improving Antibody Numbering by Region-specific

Alignment

Antibody sequences in Figure 1.

>QueryH
EVQVVESGGGVVQPGRSLRLSCTASGFTFSNFAMGWVRQAPGKGLEWVAFISSDGSNKNYGDSVKGRFT
ISRDNSKNTVFLQMNSLRVEDTALYYCAKDVGDYKSDEWGTEYYDISISYPIQDPRAMVGAFDLWGQGT
MVTVSPAS

>QueryL
SYDLTQPPSVSVSPGQTASISCSGDKLDDKYVSWYYQRPGQSPVLLMYQDFKRPSGIPERLSGSKSGKTAT
LTISGTQSLDEGDYYCQAWDASTGVSGGGTKLTVLFGDGTRLTVLGQPK

Table S1. The consensus sequence of heavy chain. Residues in a row are the most frequent residues at that
position. The numbers highlighting in yellow at the first column indicates CDRs while the other indicate FRs.
The numbers in red at the first column indicates the conserved positions (CPs). And the numbers in blue at
the first column indicates the insertion positions (IPs).

Number Amino acids of consensus sequence (Heavy chain)
1 Q E D
2 vV Q
3 Q K H S T
4 L V
5 V Q L E K T
6 E Q A
7 S P W
8 G E
9 G A P S
10 G E v
11 L V
12 V K L
13 K Q R
14 P A
15 G S T
16 G A E Q R S D
17 s T
18 L Vv
19 R K s T
20 L I V M
21 s T
22 C
23 A K T V S
24 AV T G I
25 S T Y
26 G E
27 F Y G D S
28 T S I N D A
29 F I L S V
30 S T D G N R
31 S DN G T R
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Table S2. The consensus sequence of light chain. Residues in a row are the most frequent residues at that
position. The numbers highlighting in yellow at the first column indicates CDRs while the other indicate FRs.
The numbers in red at the first column indicates the conserved positions (CPs). And the numbers in blue at
the first column indicates the insertion positions (IPs).

Numbering Amino acids of consensus sequence (Light chain)
1 D Q E S A N
2 Il S A V Y L Q P
3 V Q E A L M S T
4 L M V
5 T S A
6 Q S T
7 S P T D E
8 P A S H T
9 S A L G D K
10 S T | F P
11 LV M A
12 S A P T
13 AV G L T E
14 S A T N
15 P L V A |
16 G
17 E Q D K A G
18 R T S K P Q
19 vV A
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