Figure 3-2. Continued.
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Figure 3-3.  Neighbor-joining tree for COII sequences for first replicate using bootstrap
method: DR #(G#) = consensus sequence containing one sample, G# =
consensus sequence that contains multiple samples.; sum of branch lengths =
0.24645426; replicates = 500; outgroups: A. cf = Anoplotermes (Inward et al.
2007a), M. sp. = Microcerotermes sp. (Legendre et al. 2008).

Gl G2 G3 G3/G4 G4 AnoOG
Gl
G2 0.015
G3 0.049 0.051
G3/G4 0.031 0.024 0.051
G4 0.015 0.000 0.051 0.024

An OG 0.070  0.067 0.072 0.071 0.067
Mi OG 0.111 0.11 0.114 0.113 0.110 0.109

Figure 3-4.  Distance matrix for COII sequence data for first replicate for each enteric

valve morphological group: sister group, Anoplotermes (An OG) and an
outgroup, Microcerotermes (Mi OG): Shows variation between morpho types.
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Anoplotermes DQ442076

BA_1136_Abr
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DR_1256_G1
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BA_1916 Ano
BA_2437_aAno
oRrR_1173_G2
DR_1223_G1
DR_1256_G1l
DR_1288_G3
DR_1319_G4
DR_1533_c4
DR_1790_G3
DR_971_G2
Anoplotermes DQ442076

BA_1136_Abr
BA_1291_Abr
BA_1916_ano
BA_2437_aAno
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DR_1223_G1
DR_1256_G1
DR_1288_G3
DR_1319_c4
DR_1533_c4
DR_1790_G3
DR_971_G2
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BA_1136_Abr
BA_1291_abr
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DR_1533_G4
DR_1790_6G3
DR_971_G2
Anoplotermes DQ442076

Figure 3-5. COII sequence data for Apicotermitinae from the Dominican Republic for
second replicate.
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DR_1173_G2
DR_1223_G1
DR_1256_G1
DR_1288_G3
DR_1319_G4
DR_1533_G4
DR_1790_G3
DR_971_G2

anoplotermes DQ442076 T

BA_1136_abr
BA_1291_Abr
BA_1916_Ano
BA_2437_Ana
DR_1173_G2
DR_1223_6G1
DR_1256_G1
DR_1288_G3
DR_1319_cG4
DR_1533 ¢4
DR_1790_63
DR_971_G2
Anoplotermes DQ442076

Figure 3-5. Continued.
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Figure 3-6.  Neighbor-joining tree for COII gene for second replicate using bootstrap method:
1,000 replicates; #/# = base pair subsitutions/bootstrap values: DQ442076 =
Accession number in GeneBank for Anoplotermes outgroup, BA = Bahamas,
DR = Dominican Republic.
Genotype 1 Genotype 2  Genotype 3  Genotype 4
Genotype 1
Genotype 2  0.079
Genotype 3  0.074 0.076
Genotype 4  0.079 0.083 0.074
Outgroup 0.100 0.120 0.102 0.116
Figure 3-7.  Distance matrix for COII for second replicate for each genotype: outgroup,

Anoplotermes sp. DQ442076: Shows variation between genotypes presented
in Figure 3-4.
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Table 3-1. List of samples used in sequence analysis for D3 and complmentary data: An
= Anoplotermes ss, Ang = Anoplotermes ng, EV= enteric valve, P1 = P1
morphology, C = constricted, T = tubular, os = single sample (not reflected in
tree)

Sample_Sp_Date EV Contig P1
DR1214_An_96 1 G1(1) C
DR1219_An_96 1 G1(1) C
DR1222_An_96 1 G1(1) C
DR1223_An_96 1 G1(1) C
DR1227_An_96 1 G1(1) C
DR1256_An_96 1 G1(1) C
DR1339_An_96 1 G1(1) C
DR1541_An_96 1 G1(1) C
DR1598_An_00 1 G1(1) C
DR476_An_92 1 G1(1) C
DR1934_An_04 1 G1(1) C
DR400_An_92 1 G1(1) C
DR1316_An_96 1 G1(2) C
DR1317_An_96 1 G1(2) C
DR1355_An_96 1 0S C
DR1173_An_96 2 0s C
DR1979_An_04 2 0s C
DR971_An_94 2 0S C
DR1884_Ang_04 3 G3/G4(1) T
DR1287_Ang_96 3 G3/G4(1) T
DR1288_Ang 96 3 G3/G4(2) T
DR1905_Ang_04 3 G3/G4(2) T
DR1291_Ang 96 3 G3/G4(2) T
DR1318_Ang 96 3 oS T
DR1354_Ang 96 3 0s T
DR1226_Ang 96 3 G3/G4(1) T
DR1784_Ang_04 3 0s T
DR1790_Ang_04 3 0S T
DR1853_Ang_04 3 0s T
DR1276_Ang 96 4 G3/G4(2) T
DR325_Ang 92 4 G3/G4(2) T
DR1319_Ang 96 4 G3/G4(2) T
DR1333_Ang 96 4 G3/G4(2) T
DR1533_Ang_96 4 G3/G4(1) T
DR1260_Ang 96 4 oS T
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Table 3-2. List of contigs used in sequence analysis for COIl and each sample used to
assemble the consensus sequence: Ano = Anoplotermes, Ang = Anoplotermes

ng

Consensus Sequences

p—

Sample G2 G3/G4(1) G3/G4(2) G3/G4(3) Single Sample

DR970_Ano
DR1339_Ano
DR420_Ano
DR1227_Ano
DR1598_Ano
DR1316_Ano
DR1223_Ano
DR1219_Ano
DR1214_Ano
DR1256_Ano
DR128 Ano
DR1541_Ano
DR1317_Ano
DR1355 Ano
DR1173_Ano X

DR971 Ano X

DR1226_Ano X (G3)

DR1260_Ang X (G4)

DR1286_Ang X (G3)

DR1803_Ang X (G3)

DR1318_Ang X (G3)

DR1319_Ang X (G4)

DR1333_Ang X (G4)

DR1853_Ang X (G3)

DR1922_Ang X (G3)

DR1533_Ang X (G4)
DR1827_Ang X (G3)
DR1979_Ano X (G2)
DR1784_Ang X (G3)

DD DA DR XK XX X XX XX XD
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