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Table S1. Structure alignment statistics for trichosurin and 26 respresentative structures from

the retinol binding-like protein family from SCOP (50815). These alignment statistics along

with the dendogram and structure-based sequence alignment were generated using the

program MAMMOTH [25].

PDB code Description Naln RMS P-value Sequence ID | Z-score

1kt7 Bovine RBP 119 3.43 0.1E-06 11.35 16.82
1agb Pig RBP 121 3.39 0.7E-07 13.48 17.16
1rbp Human RBP 122 3.83 0.6E-07 12.77 17.33
1rib Chicken RBP 124 3.51 0.4E-07 11.35 17.67
Tiiu Chicken RBP 125 3.64 0.4E-07 12.06 17.84
1hn2 Bovine OBP 106 2.23 0.8E-06 20.57 14.60
1dzk Pig OBP 139 2.29 0.4E-08 2411 20.23
1bj7 Bovine d2 139 210 0.4E-08 21.99 20.23
Tew3 Equine c2 141 1.55 0.3E-08 28.37 20.57
1gm6 Boar SLP 140 1.51 0.3E-08 24.82 20.40
1e5p | Hamster aphrodisin 139 2.1 0.4E-08 20.57 20.23
1beb Bovine BLG 139 2.76 0.4E-08 20.57 20.23
1exs Pig BLG 134 3.40 0.9E-08 19.15 19.38
1epb Rat RBP 137 2.71 0.5E-08 15.60 19.89
1jv4 Mouse rMUP 141 1.64 0.3E-08 34.04 20.57
1mup Mouse MUP 141 1.70 0.3E-08 34.04 20.57
2a2u Rat MUP 141 1.33 0.3E-08 34.04 20.57
116m Human NGAL 127 2.85 0.3E-07 17.02 18.18
1jzu Quail 83 123 3.63 0.5E-07 10.64 17.50
11f7 Human C8y 124 3.13 0.4E-07 11.35 17.67
1bbp Butterfly billin BP 107 3.77 0.6E-06 10.64 14.77
1idu a-crustacyanin 113 3.35 0.2E-06 11.35 15.80
1gft | Tick histamine BP 94 3.67 0.5E-05 6.38 12.55
1np1 Nitrophorin | 118 3.80 0.1E-06 6.38 16.65
1euo Nitrophorin Il 120 3.86 0.8E-07 4.26 16.99
1d2u Nitrophorin IV 121 3.83 0.7E-07 7.09 17.16
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Figure S1. Dendogram showing the relationships between trichorsurin and 26 representative
structures from the SCOP retinol binding-like protein family (50815). PDB codes are given at
each leaf (these have the prefix ‘d’ and the suffix denoting the chain used in the
superposition). The tree was calculated by MAMMOTH incorporating both structure
alignment and sequence identity (see table S1) [25].
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Figure S2. Sequence alignment derived from the superposition of trichosurin and 26
representative structures from the SCOP retinol binding-like protein family (50815).
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