Recognized by both
Neiss-F [F1] / Neiss-R [R1]
Beta-1009-qtF [F2] / Beta-1115-qtR [R2]

Recognized by
Neiss-F [F1] / Neiss-R [R1] only

* from A. mellifera gut

01,005

strain Gris1-6 MDVI00000000 [F1R1 R2]
strain wkB29 Q746649 [F1R1 R2]
strain wkB29 Q746648 [F1R1 R2]
979 clone DOB062A1 HM215022 [F1R1 R2]
L— strain Occ4-2 MEIQ0D0000000 [F1R1 R2]
L strain R-53583 LT631744 [F1R1 R2]
98,7 — strain wkB12Q746645 [F1R1 F2R2]
L strain Fer1-2 MDVE0DO0000O [F1R1 F2R2]

strain Nev4-2 MEIRO0OD00000 [F1R1 F2R2]

strain WF3-3 MEIOD0000000 [F1R1 F2R2]

99,9

94,1

86,7

72,5

;ssE

clone SHAM 071 HM 108731 [F1R1 F2R2]
clone SHAM 066 HM 108727 [F1R1 F2R2]
L clone SHAM042 HM 108703 [F1R1 F2R2]
L strain App6-4 B MDVDO000000OO [F1R1 F2R2]
strain wkB298 MEIK00000000

clone SHOA733 HM112111* [F1R1 F2R2]
strain a3-7 KM454391* [F1R1 F2R2]
strain c1-5 KM454397* [F1R1 F2R2]

strain IHP.IC1 MH782110* [F1R1 F2R2] <

99,9 r
514 strain IHP.|02 MH782111* [F1R1 F2R2] <

| strain B3_1LCO2 KF600407* [F1R1 F2R2]
| strain G7_1_2TCO2 KF600293* [F1R1 F2R2]
L strain wkB339 MEIIO0000000* [F1R1 F2R2]
99,0 — clone SHOG519 HM113170* [F1R1 F2R2]
L clone SHOA713 HM112094* [F1R1 F2R2]
L~ strain M3_11_1TO2 KF600125* [F1R1 F2R2]

strain H14_9_1TCO2 KF599360* [F1R1 F2R2]
|— strain wkBS MEINODO00000* [F1R1 F2R2]

|— strain a2-6 KM454390* [F1R1 F2R2]

|— strain wkB21Q746650* [F1R1 F2R2]

|— clone SHOG590 HM113226* [F1R1 F2R2]

I— clone pAl198 AY370189* [F1R1 F2R2]

— clone SHOG395 HM113098* [F1R1 F2R2]

Recognized by
G1-459-qtF [F1] / G1-648-qtR [R1]

Recognized by

Gill-F [F2] / Gill-R [R2]

* from A. mellifera gut

0005

Kingella negevensis strain Sch538 NR 157664 [F1R1 R2]

92 strain Bim3-2 LZHEO0000000 [R1 F2R2]

Gbombi strain LMG_29879 NR 149809 [R1 F2R2]

clone SHAK032 HM 108542 [R1 F2R2]

clone SHAK053 HM 108563 [R1 F2R2]
L strain wkB30 JQ9366762 [R1 F2R2]
L strain wk30 JFZX00000000 [R1 F2R2]
G intestini strain LMG_28358 NR 149811 [R1 F2R2]
G mensalis strain LMG_29880 NR 149808 [R1 R2]
Gbombicola strain LMG_28359 NR 149810 [R1 R2]
99,9~ strain App2-1LZGROO0OODODO
strain App4-10 LZGS00000000
strain Nev6-6 LZHPOD0D00OO [R1 R2]

strain c3-7 KM454399* [R1 R2]
strain £2-6 KM454410* [F1R1R2]
strain IHP-2ste MH782109* [F1R1 R2] <
strain M2_2_1TCO2 KF600112* [F1R1 R2]

strain G5_4_3TCO2 KF600250* [F1R1 R2]

strain M3_6_1TCO2 KF600140* [F1R1 R2]

L strain wkB72 LZEI0O0000000* [F1R1 R2]
L strain M6-3G MCIU00000000* [F1R1 R2]
clone SHOA541 HM111973* [F1R1 R2]
= clone SHOAG70 HM112068* [F1R1R2]

strain Gil1 KM068136* [F1R1 R2]
strain wkB1 NR 121727* [F1R1R2]
88,1— strain M2_9_1TCO2 KF600122* [F1R1 R2]
_&'I_strain Aw-17_NODE_104 MZNI01000104* [F1R1R2]
“®clone pAJ206 AY370192* [F1R1 R2]

strain G7_7_4TO2 KF600358* [R1 R2]

96,9

79,3

70,9

50,1

97,9

99,9
o ﬂ‘__rstrarn d4-8KM454404* [R1 R2]
2] strain NO6_NODE_96 NAHR01000096* [R1 R2]

j"iﬁ— strain G5_2_1TCO2 KF600224* [F1R1 R2]
st

rain [F1-5 KM454409* [F1R1 R2]
|— strain wkB11Q9366742* [F1R1 R2]
- strain N-G5_NODE_75 NASA01000075* [F1R1 R2]

08,4

strain AM6_NODE_439 MZNHO01000439* [F1R1 R2]
|— strain M8_11_3TO2KF600148* [R1R2]

| strain G7_4_1BCO2 KF600321* [F1R1 R2]

L strain h3-7 KM454417* [F1R1 R2]

L— strain M3_8_2TO2 KF600145* [F1R1 R2]

clon

clone Gil
clone Gil

S6 Fig. Evolutionary relationships within Snodgrassella alvi (A) and Gilliamella apicola (B) species. 16S nucleotide sequences were taken from GenBank
and from Motta et al. [1], the latter being indicated with genome accession numbers. K. negevensis (A) and O. hercynius (B) were chosen as outgroups.
Sequences were aligned using ClustalW and trimmed to 957 sites (nucleotides 378 to 1334 of MH782110) for S. alvi and to 993 sites (nucleotides 382 to
1366 of MH782109) for G. apicola. When there were redundant aligned sequences, only one was kept. General Time Reversible model with discrete
Gamma distribution and allowance for invariant sites (GTR+I+G) was selected as best-fit model of nucleotide substitution using jModelTest2 [2]. The
phylogenetic trees were inferred using Bayesian analyses implemented in MrBayes V3.2.6 [3], with branch probabilities evaluated from 1 100 000
simulations, with 10% burn-in. Consensus phylogenetic trees were built by majority greedy clustering with > 0.5 support probability. The names of species
are not indicated except when other attribution has been made. The strains isolated in this work are indicated by arrows. Stars indicate sequences
present in the A. mellifera gut microbiota (others are found in other Apis and Bombus species). S. alvi sequences comprising the primer sequences of
Neiss-F [F1] and Neiss-R [R1] or the sequences of Beta-1009-qtF [F2] and Beta-1115-qtR [R2] are indicated in blue and red respectively. Taxa recognized by
G1-459-gtF [F1] and G1-648-qtR [R1] or by Gill-F [F2] and Gill-R [R2] appear in green and yellow respectively. Primers are referenced in S1 Table.
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