Supplementary Table S1. A comparative profile of binding profiles of interactions obtained for
individual proteins using original structure, DTS and DAA models respectively. In the interaction
details, the residues (in single letter) are given in bracket after domain indices.
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Supplementary Table S2. The residue count for each of the fragments of all the proteins (both
training and syn-1

Proteins Sequence length The residue count for each of the fragments

Fragmentl Fragment2 Fragment3
1CZA 917 1 to 400 301 to 700 601 to 917
1DGJ 907 1 to 400 301 to 700 601 to 907
6KIE 1073 1 to 400 301 to 700 601 to 1073
1E7U 961 1 to 400 301 to 700 601 to 961
IKCW 1046 1 to 400 301 to 700 601 to 1046
7SHO 967 1 to 400 301 to 700 601 to 967
4PA0 1024 1 to 400 301 to 700 601 to 1024
3SWR 1002 1 to 400 301 to 700 601 to 1002
4R5X 903 1 to 400 301 to 700 601 to 903
5ZTF 1070 1 to 400 301 to 700 601 to 1070
6VLS 966 1 to 400 301 to 700 601 to 966
7BRS 1025 1 to 400 301 to 700 601 to 1025
6IEG 1002 1 to 400 301 to 700 601 to 1002
8JPO 937 1 to 400 301 to 700 601 to 937
Syn-1 919 1 to 400 301 to 700 601 to 919




Supplementary MATLAB Code: For impletentation of fragmentation of part of divide and
conquer algorithm (comments are made using ‘%’ sign)

function [pr frgmts, res rangel] = do frgmt (pr seq)

$The function do frgmt implements the fragmentation of protein sequence,
$pr_seq following the fragmentation algorithm as given below. The output,
$pr_frgmts is the cell variable containing all the fragments and res rangel
is %$the residue range for each of the fragments.

$Computation of number of fragments, frg no considering all the fragment size
%as 400 except the last fragment that is compensated depending on the size of
%the protein sequence, pr_ seq.

frg no = ceil((length(pr seq)/400) + 0.01);
n = frg no;

1 = length(pr_seq);
res rangel =[];
for 1 = 1:n
if i==
frgi = pr seq(400* (i-1)+1:400*1);
res_range = [400*(i-1)+1 400*i];

elseif (i<n)+(i>1) ==
frgi = pr seq(400* (i-1)-100*(i-1)+1:400*i-100* (i-1));
res _range = [400*(i-1)-100*(i-1)+1 400*i-100*(i-1)1;
elseif i==n
frgi = pr seq(400* (i-1)-100*(i-1)+1:1);

res_range = [400*(i-1)-100*(i-1)+1 1];
end
pr_ frgmts{i} = frgi;
res_rangel = [res rangel;res range];
end

end



