Supplementary Materials

Table S1. Reciprocal titers of serum samples against each lineage of LBVs.

S/N Sex LBV A LBV B LBV C LBV D
1 F 0.0 0.0 0.0 0.0
2 F 0.0 0.0 0.0 0.0
3 F 243.0 46.8 140.3 243.0
4 M 27.0 0.0 0.0 0.0
5 F 46.8 46.8 15.6 46.8
6 M 27.0 9.0 9.0 27.0
7 F 46.8 47.8 47.8 15.6
8 M 420.9 420.9 420.9 0.0
9 M 0.0 0.0 0.0 0.0
10 M 9.0 0.0 0.0 0.0
11 M 0.0 0.0 9.0 9.0
12 F 0.0 0.0 0.0 9.0
13 M 27.0 15.6 9.0 15.6
14 M 46.8 0.0 9.0 27.0
15 F 15.6 0.0 0.0 0.0
16 F 0.0 0.0 0.0 0.0
17 M 243.0 15.6 27.0 46.8
18 F 140.3 0.0 0.0 15.6
19 M 0.0 0.0 0.0 0.0
20 M 0.0 0.0 0.0 0.0
21 M 9.0 0.0 0.0 0.0
22 F 27.0 0.0 15.6 46.8
23 F 27.0 9.0 15.6 81.0
24 M 420.0 9.0 9.0 81.0
25 M 0.0 0.0 0.0 0.0
26 F 15.6 0.0 0.0 0.0
27 F 0.0 0.0 0.0 0.0
28 F 15.6 0.0 9.0 0.0
29 F 46.8 46.8 46.8 46.8
30 F 27.0 27.0 15.6 140.3
31 F 81.0 81.0 46.8 81.0
32 M 81.0 46.8 46.8 46.8
33 F 46.8 27.0 15.6 46.8
34 F 140.3 15.6 27.0 46.8
35 F 140.3 46.8 27.0 140.3
36 M 81.0 46.8 46.8 46.8
37 F 140.3 46.8 81.0 140.3
38 M 15.6 0.0 0.0 15.6
39 M 140.3 15.6 81.0 140.3
40 M 15.6 0.0 0.0 15.6
41 F 0.0 0.0 0.0 0.0
42 M 243.0 9.0 27.0 81.0
43 F 0.0 0.0 0.0 0.0
44 F 27.0 0.0 0.0 15.6
45 F 46.8 9.0 0.0 27.0
46 M 9.0 0.0 0.0 46.8
47 F 0.0 0.0 0.0 15.6
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90 F 27.0 0.0 0.0 15.6
91 M 81.0 15.6 0.0 0.0
92 F 0.0 0.0 0.0 0.0
93 F 0.0 0.0 0.0 0.0
94 M 9.0 0.0 15.6 15.6
95 M 9.0 0.0 27.0 0.0
96 M 0.0 0.0 0.0 0.0
97 F 0.0 0.0 0.0 0.0
98 F 0.0 0.0 0.0 27.0
99 M 729.0 0.0 81.0 0.0
100 F 0.0 0.0 0.0 9.0
101 F 0.0 0.0 0.0 0.0
102 M 0.0 0.0 0.0 0.0
103 F 81.0 0.0 15.6 46.8
104 F 15.6 0.0 0.0 0.0
105 F 0.0 0.0 0.0 46.8
106 F 27.0 0.0 15.6 0.0
107 M 0.0 0.0 0.0 0.0
108 M 27.0 0.0 0.0 0.0
109 M 140.3 9.0 0.0 0.0
110 F 46.8 0.0 9.0 0.0
111 M 0.0 0.0 0.0 0.0
112 F 15.6 0.0 15.6 15.6
113 F 140.3 0.0 15.6 27.0
114 M 9.0 0.0 0.0 0.0
115 M 0.0 0.0 0.0 0.0
116 M 0.0 0.0 0.0 0.0
117 F 27.0 15.6 15.6 9.0
118 F 0.0 0.0 0.0 27.0
119 F 81.0 0.0 46.8 140.3
120 F 420.9 0.0 46.8 420.9

The first 60 samples were collected in year 1 and the rest (n=120) in year 2. Full range titrations (1:53,1441) were
carried out on four samples against LBV-A.
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Figure S1. The alignment of nucleotide sequences of the glycoprotein genes (G) of four LBV lineages

using Clustal W in MagAlign Version 15 of DNASTAR Lasergene 15.
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Figure S2. The alignment of amino acid sequences of the glycoproteins of four LBV lineages using

Clustal W in MagAlign version 15 of DNASTAR Lasergene 15.
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