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Additional materials

Table S1: Pairwise genetic distance between strains using MEGA X [91]. Each strain is

characterized by two Wolbachia genes: ftsZ and wsp. Values in light grey are above 0.12 and

differentiate A- from B-supergroup strains; values in grey are between 0.16 and 0.19 and

differentiate the F-supergroup strain from all other strains; values in dark grey are above 0.19

and differentiate the D-supergroup strain from all other strains.

1. 2 3 4 5 6 7 8 9
wMel
_A

2. wRi_A 0,071

3. wPum2_B 0,171 | 0,158

4. wPuml1_B 0,161 | 0,146 | 0,053

5. wkle3_B (Japan) 0,157 | 0,140 | 0,068 | 0,032

6. wEle2_B (ltaly) 0,165 | 0,144 | 0,075 | 0,040 | 0,020

7. wEklel_B (Sweden) | 0,164 | 0,144 | 0,074 | 0,039 | 0,019 | 0,001

8. wPip_B 0,141 | 0,123 | 0,107 | 0,089 | 0,086 | 0,090 | 0,089

9. wBm_D

10. wClec_F 0,176 | 0,169 | 0,192 | 0,196 | 0,185 | 0,188 | 0,188 | 0,180 | 0,177




Table S2: List of the primers used in this study, and associated details.

Chromosome | Primer T°C | Target Size Reference | Sequences (5’-3’)
pair (bp)
Wolbachia ftsZ-F 54 | Cell division protein | 435 Baldo et ATYATGGARCATATAAARGATA/
/ftsZ-R (fts2) al. 2006 TCRAGYAATGGATTRGATA
[55]
Wolbachia 81F /691R | 55 | Wolbachia surface 506 Zhou et al. | TGGTCCAATAAGTGATGAAGAAAC/
protein (wsp) 1998 [105] | AAAAATTAAACGCTACTCCA
Wolbachia fbpA-F 59 | Fructose bisphos- 429 Baldo et GCTGCTCCRCTTGGYWTGAT/
/fbpA-R phate aldolase al. 2006 CCRCCAGARAAAAYYACTATTC
(fbpA)
Mitochondria | LCO /HCO |49 | cytochrome oxidase | 658 Folmer et | GGTCAACAAATCATAAAGATATTGG/
I (COI) al. 1994 TAAACTTCAGGGTGACCAAAAAATCA
[51]
Mitochondria | C1J-2183 | 49 | cytochrome oxidase | 811 Simon et CAACATTTATTTTGGTTTTTTGG/
/TL2N- | (COIb) al. 1994 TCCATTGCACTAATCTGCCATATTA
3014 [106]
Mitochondria | TL2-J-3037 | 57 | cytochrome oxidase | 457 Simon et ATGGCAGATTAGTGCAATGG/
/C2-N- Il (COlla) al. 1994 GGTAAAACTACTCGATTATCAAC
3494
Mitochondria | IND-12586 | 57 | NADH Deshydro- 800 Simon et GTCCCTTACGAATTTGAATATAACC/
/LRN- genase sub.l (NDI) al. 1994 CGCCTGTTTAACAAAAACAT
13398
Nuclear ARG_F2 54 | Arginine-methyl- 512 Ferreira et | TGCCGCCAAGGCTGGAGCATC/
/ARG_R3 transferase (PRMT) al. 2014 TGCCACCTTCCTAATAGAGCTC
[107]




Table S3: GenBank accession numbers from additional sequences of the mitochondrial COI gene

from diverse Ischnura species from different countries.

Accession number on GenBank Country Species
MH449999 Indonesia l. senegalensis
KF369416 Malaysia I. senegalensis
MH450003 Mauritania I. saharensis
MF458738 France l. elegans
MH449993 Georgia l. elegans
MH449982 Belgium I. elegans
KY127434 Cyprus l. elegans
KY127433 Cyprus l. elegans
KY127432 Cyprus l. elegans
KY127437 Cyprus l. elegans
KY127439 Cyprus l. elegans
KY127440 Cyprus l. elegans
HQ563104 Germany l. elegans
KF369415 Netherlands l. elegans
HM376192 Germany l. elegans
KU958378 Germany l. elegans
NC_ 031824 Germany l. elegans
MK951668 China l. elegans
MT216287 Poland l. elegans
MT216289 Poland l. elegans
MT216286 Poland l. elegans
MT216295 Poland l. elegans
MT216291 Poland l. elegans
MT216294 Poland l. elegans
MT216288 Poland l. elegans
MT216292 Poland l. elegans
MT216300 Poland l. elegans
MT216298 Poland l. elegans




MT216297 Poland l. elegans
MT216290 Poland l. elegans
MT216293 Poland l. elegans
MT216296 Poland l. elegans
MT216299 Poland l. elegans
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Figure S1: The phylogeny of (A) ftsz gene and (B) wsp gene, separately. Five additional strains
(wBm, wClec, wPip, wMel, and wRi) were included in this tree as references for the D-, F-, B- and
A-supergroups, respectively. Bootstrapping was conducted using ‘Ultrafast’ bootstrap method in
IQ-Tree with 1000 replicates. Tree was rooted using the D- and F-supergroup

Wolbachia strains wBm and wClec as outgroup. The concatenated tree (Figure 2) shows a similar
topology than the trees based on each gene separately, suggesting the lack of recombination

between strains at these loci in this system.




Abstract translation in Chinese

AR I 3 — 222 E] R IRE SR, XEEE SR AR
ARG 2R, BORSRAT Al k% BRI E s Ak 52
EHYRPLEL, 1 X X IR E SRR S RE RS TR B BRA 1A E HAT R R
sAIHLH], IRRESCIKE (Wolbachia) 1EN—ZELHfE ERRIE
G, #IAARE B RG24 R (symbiont) . TR
IR R B B [EARR TS FRE G, B s ERYEEE
A2 G RN E MR A LRGN RS S B, SRR E
TEME ERPRE P RS RE R B /Y, ERBREREEA T, MBHLAER
PRAEFPHE TR B SR 1, i A AR S BRAYTE 3= Loy (AR S IR Y
IR G2 180 (i.e. hitchhike) , &R FERINFNTE ELLRRIR
BEZAEMERIRR, )L, M558 (Ischnura elegans: van
der Linden, 1820) ZAHI/EREAMRE, M TAFE=EZIL TY
ARSI SKXIE B SIS, RS BRI RO e o SR R
PREEFRIIESE T 22, X IR B IR /R L R RO e A2 — F
781, (EXWFFEH, FRA MR RIR/RE SR EAE17 4040 TR
FI A ARE R SRR AR R L KGR 40 ok Bt P s X A B i (
i.e. I. genei: Rambur, 1842; I. saharensis: Aguesse, 1958) i
JEYL R BT,



XIFSE (@) AE T2 NMAREFLREIE RIERA, (b) AZAS

1B SHE B RERHRANENE, (c) B8 e T aeny

MM (e, MG EEFRERISEGRIZ HE) , LUK (d) #B7-pRi

PE AR T TR SRR AR R R AR MERO B, MR T RE 2
Ho A (ASESIRR (i.e. hitchhike, selective sweep) . 7ERRINTEAL
S IR/R L e OB R R (hidll, 7=, fr=, HAIN, &
EFERH]) J, bR R A A LIRS K M, R
IR R R R AORIEE (Be=, A%, SRLIEFnEmZER
D) WA X R &L R ARG A, RIEIA RS, K
IR EL 5 F T AE R M SR SR i P OB RE AT LB IR 2927 4774 T
T, X BB RAA2 57 RIS AR IR VK &

BA TR ZE R S A R AN E i R e KBRS 5K H I E R e 4
Rt T — i, XIFIE AN s A (AR 22 B X
5 EERUARIRE ZAFVERE I, XS IREER A 8 I A IR B i ih i
et i it dant 1) A
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