Table S2 : Statistics of the symbiont reference genomes used for mapping and variant calling. Genome coverage represents the proportion of genomic positions covered by at least 5 reads in the whole dataset.


	Genome
	Genome length
	Number of contigs
	N50
	BUSCO completeness
	Genome coverage

	Buchnera aphidicola APS
	640681
	1
	640681
	[bookmark: _GoBack]C:81.1%,F:1.4%,M:17.5%
	100 %

	Hamiltonella defensa 5AT
	2110331
	1
	2110331
	C:98.0%,F:0.0%,M:2.0%
	99.98 %

	Regiella insecticola 5.15
	2013072
	562
	8294
	C :65.5%,F:8.8%,M:25.7%
	97.29 %

	Serratia symbiotica
	2789218
	388
	201972
	C:91.9%,F:1.4%,M:6.7%
	99.80 %

	Rickettsia sp.
	1054282
	327
	4483
	C:83.1%,F:1.4%,M:15.5%
	100 %

	Spiroplasma sp.
	780201
	160
	6197
	C:26.4%,F:22.3%,M:51.3%
	100 %

	Rickettsiella viridis
	1579736
	1
	1579736
	C:95.3%,F:0.0%,M:4.7%
	100 %

	Fukatsuia symbiotica
	2026595
	77
	46872
	C:96.6%,F:0.7%,M:2.7%
	100 %



