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Sequence length : 120
SOPMA :
Alpha helix (Hh) : 71 is 59.17%
310 helix (Gg) : 0 is 0.00%
Pi helix (Ii 0 is 0.00%
Beta bridge (Bb 0 is 0.00%
Extended strand (Ee 14 is 11.67%
Beta turn (Tt 4 is 3.33%
(
(

)
)
)
)
)
)
)
)

T T T
1 1 1
4 6a a 188

28 [:] 8

28 48 i1t} Ba 188

Figure S1. The predicted secondary structure of L. decemlineata OBP (LdOBP). The structure
analysis of uncharacterized protein LOC111515132 [Leptinotarsa decemlineata] NCBI reference
sequence XP_023027135.1 was made by Self-Optimized Prediction Method with Alignment
(SOPMA) [42]. Parameters: window width: 17; similarity threshold: 8; number of states: 4.
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Potential transmembrane segments

Start Stop Length ~ Cutoff
5 15 11 ~ 2.2
5 16 12 ~ 1.7
54 56 3 ~ 1.7
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Figure S2. The predicted transmembrane regions of L. decemlineata OBP (LdOBP) by the
Dense Alignment Surface method (DAS) [43]. These curves are obtained by pairwise
comparison of the proteins in the test set in "each against the rest” fashion. There are two cutoffs
indicated on the plots: a "strict” one at 2.2 DAS score, and a "loose"” one at 1.7. The hitat 2.2 is
informative in terms of the number of matching segments, while a hit at 1.7 gives the actual
location of the transmembrane segment. The segments reported in the "FT" records of the
SwissProt database are marked at 1.0 DAS score ("FT lines").
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