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Intergroup of squares Mean squares Fvalue p-value
FG-v5-MG 1 0170 0170 123 023 02
FGvsHG 1 0421 0421 339 0.45 o1
MG-vs-HG 1 0.267 0.267 218 035 01
FG-v5-MG-vs-HG 2 0572 0.286 223 042 0.007*

DE, degree of freedom.
“Indicates statistically significant at p < 0.01.
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Bacterial genera Relative abundance % Average relative abundance in

whole gut (%)

MG
Candidatus_azobacteroides 275 398 517 n7
Treponema 69 127 159 98
Gut_cluster 18 158 19 88
Acinetobacter 33 32 <01 33
Termite_group 02 07 24 05
Brevundimonas 10 24 <01 17
Enhydrobacter 29 02 <01 15
Candidatus_armantifilum 04 05 13 05
Candidatus_arthromitus <01 09 05 05
Weissella 10 <01 <01 05
Dysgonomonas 02 03 05 03
Serratia 09 <01 <01 05
Rs-D38_Termite group 02 04 03 03
Lactobacillus 08 <01 <01 04
Incertae_Sedis_34 <01 05 02 03
Endomicrobium <01 05 02 03
Ruminococcus o1 02 04 02
Stenotrophomonas 06 <01 <01 04
Planctomyces 07 <01 <01 04
Azospirillum 02 05 <01 03
Preudomonas 04 02 <01 03
Alistipes <01 02 04 02
Terniite_cockroach_cluster 03 08 09 05
Uncultured bacteria 16 16 24 16
Other genera 168 84 67 126

FG, foregut; MG, midgut; HG, hindgut.
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Sample Domain Phy! Class Order Family Genus
FG1 107,470 106,541 106,277 104,800 102231 93,432
FG2 109,742 109,544 109277 108011 98,591 74,105
FG3 110,091 109,835 109,457 108913 104244 84,462
MG1 106,339 105,465 105,065 103904 101,878 94,717
MG2 92,288 91,854 91,370 90,841 88,200 75,961
MG3 104,649 104,048 103,848 103,619 102474 95,385
HG1 91,266 90,530 89,689 88,519 87,372 78971
HG2 88,071 87,380 86,513 82,360 81,582 69,686
HG3 83,119 82422 81,576 79,621 78,756 69842
Total 893,035 887,619 883,072 870,588 845,368 736,561

The sample codes represent three replicates for each of the foregut, midgut and hindgut metagenomes.
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