Blue: gut symbiont of M. M. gracilicorne gut symbiont TSKB13-01 (Tsukuba) [LC589992]

gracilicorne collected in M. gracilicorne gut symbiont CKSI13-02 (Chikusei) [LC589991]

2013 , Lab-reared M. gracilicorne gut bacterium 130A01 [LC590003]

Green: Gut bacterium of Lab-reared M. sracilicorne sut bacteri 200A+Symo01 [LC594073

laboratory-reared M. ab-reare . giau‘t'cotm gut bac crl‘um ymO01 [LCS |
Lab-reared M. gracilicorne gut bacterium 200A-Sym07 [LC594087]

gracilicorne in 2013

Cyan: Gut bacterium of Lab-reared M. gracilicorne gut bacterium 200A-Sym06 [LC594086]
laboratory-reared M. Lab-reared M. gracilicorne gut bacterium 200A-Sym05 [LC594085]
gracilicorne provided with Lab-reared M. gracilicorne gut bacterium 200A-Sym04 [LC594084]
symbiotic bacteria in 2020 Lab-reared M. gracilicorne gut bacterium 200A-Sym03 [LC594083]

Magenta: Gut bacterium 53/61
of laboratory-reared M. i
gracilicorne not provided

P. stali gut symbiont type D [LC007790]
Cydnid bug Adrisa magna gut symbiont [AB703082]

with symbiotic bacteria in Cydnid bug Macroscytus japonensis gut symbiont [AB703078]
2020 P. stali environmental symbiont type X2 [LC007917]
P. stali environmental symbiont type X6 [LC007901]
— Enterobacter ludwigii strain K9 [EF175735]
0~01_ Enterobacter ludwigii [IMK603179]
nucleotide || M. gracilicorne gut symbiont KGSM13-01 (Kagoshima) [LC589999]
substitution per 29/ ] P. stali gut symbiont type E [LC007826]
site Pantoea rodasii strain LMG 26273 [NR118120]
4/_“_‘7 Pantoea agglomerans INR111998|

42/39" Leclercia adecarboxylata strain CIP 82.92 [NR104933]
— P. stali environmental symbiont type X4 [LC007898]
Lab-reared M. gracilicorne gut bacterium 130A15 [LC590017]

P. stali gut symbiont type C [LC007793]
“ﬁmtoea dispersa [DQ504305]

9898 p_stali gut symbiont type A [LC007614]

I\ Lab-reared M. gracilicorne gut bacterium 130A05 [LC590007]
54/55 Lab-reared M. gracilicorne gut bacterium 200A-Sym01 [LC594081]
P. stali gut symbiont type F [LC007841]

—— Pantoea ananatis [INR119362]

83/86 | Lab-reared M. gracilicorne gut bacterium 130A20 [LC590022]
Lab-reared M. gracilicorne gut bacterium 130A12 [LC590014]
Lab-reared M. gracilicorne gut bacterium 200A-Sym02 [LC594082]
Lab-reared M. gracilicorne gut bacterium 200A-Sym08 [L.C594088]
P. stali environmental symbiont type XS [LC007859]

Lab-reared M. gracilicorne gut bacterium 130A17 [LC590019]
Lab-reared M. gracilicorne gut bacterium 130A16 [LC590018]
43/29/82 Lab-reared M. gracilicorne gut bacterium 130A06 [LC590008]

22/18<

71" 1 Pantoea stewartii [NR119361]
Lab-reared M. gracilicorne gut bacterium 130A21 [LC590023]

P. stali environmental symbiont type X3 [LC007900]
71/69 Lab-reared M. gracilicorne gut bacterium 130A23 [LC590025]
Lab-reared M. gracilicorne gut bacterium 130A18 [LC590020]
Lab-reared M. gracilicorne gut bacterium 130A13 [LC590015]
17/- | Lab-reared M. gracilicorne gut bacterium 130A11 [LC590013]
Lab-reared M. gracilicorne gut bacterium 130A07 [LC590009]
Lab-reared M. gracilicorne gut bacterium 130A04 [LC590006]
Lab-reared M. gracilicorne gut bacterium 130A03 [LC590005]
Lab-reared M. gracilicorne gut bacterium 130A02 [LC590004]
— Lab-reared M. gracilicorne gut bacterium 130A22 [LC590024]
Leclercia adecarboxylata strain L37 [KC934775]
P. stali gut symbiont type B [LC007791]
P. stali environmental symbiont type X1 [LC007863]
Lab-reared M. gracilicorne gut bacterium 130A19 [LC590021]
Lab-reared M. gracilicorne gut bacterium 130A14 [LC590016]
Lab-reared M. gracilicorne gut bacterium 130A10 [LC590012]
Lab-reared M. gracilicorne gut bacterium 130A09 [LC590011]

Lab-reared M. gracilicorne gut bacterium 130A08 [LC590010]

| Escherichia coli K12 [3JBU|
99/99 | Salmonella typhi [U88545]

Yersinia pestis INR025156]

61/66

45/43

Supplementary Figure S2. Molecular phylogenetic placement of the gut bacteria of laboratory-reared M. gracilicorne with or without
supplementation of cultured symbiotic bacteria. Maximum-likelihood phylogeny inferred from 513 aligned nucleotide sites of 16S rRNA gene
under the GTR+G+1 model is shown, while neighbor-joining phylogeny exhibits substantially the same tree topology. Bootstrap probabilities
are indicated at the nodes in the order of maximum-likelihood/neighbor-joining. Accession numbers for the sequences are shown in brackets.
As for colors, see the notes on the upper left.



