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LEGENDS TO FIGURES

Figure S1. (a) Effect of the concentrations on the quenching of fluorescence. The fluorescence intensities
are plotted for various concentrations of (A) LPS and (B) LTA. (b) The binding curves drawn for
percentage quenching (Q = Fo-Fc/Fo)% against ligand/protein molar ratios for (A) LPS and (B) LTA.

Figure S2. The SPR-sensograms for the bindings of (A) LPS and (B) LTA with CPGRP-S. The protein
was immobilized on the chip and the increasing concentrations (1.4 mM, 2.5 mM and 5.0 mM) of ligands
LPS and LTA were used in mobile phase in separate experiments corresponding to curves a, b and c.

Figure S3. Effect of PGRP on the survival rate of mice after LPS-induced septic shock. Survival graph:
8 weeks old mice were injected intra-peritoneally with lethal dose of LPS (30 mg/kg) only (blue) and
PGRP-LPS group were given LPS (30 mg/kg) prior to administering CPGRP (10 mg/kg) (red). The
percentage of mice survival was analyzed, and the log-rank t test P values were calculated.

Figure S4. Sequence alignment of PGRP-S from various species performed with clustal W. The critical
residues at the interfaces of molecules A and B (green), A and C (cyan) and C and D (red) are indicated.
Cysteine residues shown in yellow colour. (The abbreviations: CPGRP-S for camel, BPGRP-S for
bovine, HPGRP-S for human, MPGRP-S for mouse, RPGRP-S for rat and DPGRP-S for drosophila)
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Table S1: Hydrogen bond distances (A) between protein and LPS atoms. The alphabets in
the parentheses indicate chain identifications.

Protein Atoms Water Oxygen LPS Atoms Distance (A)
(A) Arg 170 Ne 06 3.3
W207 (A) 06 3.1
(A) Glu 142 O¢2 W207 (A) 2.8
W209 (C) 046 2.5
(C)Pro96 O W209 (C) 2.8
(C)Pro96 O 046 3.3
(C) Asn 99 N&2 046 3.3
(C)Gly950 046 3.4
W209 (C) 047 3.2
W296 (C) 047 3.4
(C) Trp 66 Nel 04 3.0
W179 (C) 04 2.7
(C) Arg 85 NH2 w179 (C) 2.9
(C) Lys 90 NC 048 2.8
W260 (C) 048 2.5
W260 (C) 05 2.5
(C) Lys 90 NC W260 (C) 2.5
(C)Gly910 W260 (C) 2.7
(C)Ala920 o7 3.4
(C)His 93N o7 3.0
(C) Asn 99 N&2 o7 2.7
(C) Asn 99 No52 o1 2.5
W179 (D) 042 3.2
(D) Thr 97 N W179 (D) 2.8
(D) Thr97 N 042 3.2
(D) Thr 97 Oyl 042 2.5
(D) Val 149 0O 043 2.5
(D) GIn 150 N&2 043 2.5
W179 (D) 043 2.9
(D) Gln 150 Ne2 03 3.4
W325 (C) N2 3.4
(D) GIn 150 O¢l W325 (C) 2.9




Table S2: Hydrogen bond distances (A) between protein and LTA atoms. The alphabets in
the parentheses indicate chain identifications.

Protein Atoms Water Oxygen LPS Atoms Distance (A)

(A) Asn 140 Nb2 09 2.8

W310 (A) 013 3.3
(A) Ser 139 Oy W310 (A) 3.0
(C) Asn 99 N52 02 2.8
(C) Gly 95 N 02 34
(C) Asn 99 N52 04 29

W174 (C) 04 2.7

W224 (C) 04 3.3
(C) Lys 90 NC w224 (C) 2.7
(C)His930 N42 3.2

w322 (C) 05 3.0
(C) Arg 85 NH2 w322 (C) 2.6
(C) His93N 041 34
(C)Ala920 3.2
(C) GIn150 Ne2 N44 31
(D) GIn150 N&2 048 2.6
(D) Gly 95 N 048 29

W471 (D) 048 3.2
(D) His93 N W471 (D) 29
(D) GIn 150 Oel 03 2.7
(D) Thr 97 Oy1 010 2.8

W433 (D) 011 3.0
(D) Ala94 O W433 (D) 2.7
(D) Vd 1490 011 3.2
(D) Trp 98 Nel 013 34

W203 (C) 042 3.2
(D) GIn150 Ol 042 34
(D) GIn150 Ng2 042 2.6
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