Supplementary Table S1. National Center for Biotechnology Information (NCBI) accession numbers for Hawaiian Drosophilidae gene sequences
selected for phylogenetic reconstruction of individual species having a verified Wolbachia infection, and genome accessions for outgroup taxa (also
infected). Gene names and abbreviations are elongation factor 1-gamma (EF1g), glycerol-3-phosphate dehydrogenase (Gpdh), phosphoglucose
isomerase (Pgi), and yolk protein 2 (Yp2).

Sample . Accession Number (NCBI)
Species Name - Reference
ID EF1g Fz4 Gpdh Pgi Yp2
Scapt
M09120 captontyza TN815467.1 TN815636.1 JN815794.1 JN815958.1 JN816160.1 1]
cyrtandrae
M09124 Scaptomyza JN815471.1 | JN815798.1 JN815962.1 IN816164.1 1]
crassifemur
M09127 | Scaptomyza reducta JN8154741 | 0 JN815801.1 JN815965.1 JN816167.1 1]
M09245 | Scaptomyza caliginosa JN815560.1 JN815714.1 JN815878.1 JN816041.1 JN816245.1 [1]
M09011 | Scaptomyza nasalis JN815359.1 JN815639.1 JN815722.1 JN815886.1 JN816052.1 1]
M09015 | Scaptomyza undulata JN815363.1 JN815568.1 JN815724.1 JN815888.1 JN816056.1 1]
Drosophil
M09066 rosopri JN815413.1 JN815594.1 JN815751.1 JN815915.1 JN816106.1 1]
perissopoda
Drosophil
M09028 rosoprita JN815376.1 JN815632.1 JN815790.1 JN815954.1 JN816153.1 1]
quasiexpansa
Drosophil
M09075 rosoprita IN815422.1 JN815603.1 JN815760.1 JN815924.1 JN816115.1 1]
atroscutellata
M09073 | Drosophila ancyla JN815420.1 JN815601.1 JN815758.1 JN815922.1 JN816113.1 ]
- :
M09228 rosophila | JN815701.1 JN815864.1 | e JN816230.1 1]
nlgT’OClT'?’MS
Drosophila “1
M09230 rosos”p;t”s,, arge JN815548.1 JN815703.1 JN815866.1 JN816029.1 JN816232.1 1]
M09095 | Drosophila kikiko JN815442.1 JN815621.1 JN815779.1 JN815943.1 JN816135.1 1]
5 .
M09037 rosophila JN815385.1 JN815573.1 JN815730.1 JN815894.1 JN816077.1 1]
hawaiiensis
M09043 | Drosophila micromyia | JN815390.1 JN815577.1 JN815734.1 JN815898.1 JN816083.1 1]
5 .
M09096 rosophila JN815443.1 JN815622.1 JN815780.1 JN815944.1 JN816136.1 1]
engyochracea




Sample . Accession Number (NCBI) L
Species Name - Citation
ID EFlg Fz4 Gpdh Dgi Yp2
M09059 Drosophila murphyi JN815406.1 JN815588.1 JN815745.1 JN815909.1 JN816080.1 [1]
M09061 Drosophila ochracea JN815408.1 JN815590.1 JN815783.1 JN815911.1 JN816101.1 [1]
M09091 Drosophila prolaticilia JN815438.1 JN815565.1 JN815719.1 JN815939.1 JN816131.1 [1]
MO09063 | Drosophila prostopalpis JN815410.1 JN815592.1 JN815749.1 JN815913.1 JN816103.1 [1]
MO09189 | Drosophila heteroneura JN815516.1 JN815675.1 JN815838.1 JN816002.1 JN816205.1 [1]
MO09018 | Drosophila basimacula JN815366.1  } 0 -— ) - JN816059.1 [1]
MO09030 Drosophila seclusa JN8153781  } 0000 -} e e JN816071.1 [1]
M09025 Drosophila redunca JN8153731 0 — - ) JN816066.1 [1]
N/A Drosophila suzukii CAKG01035181.1 CAKG01024421.1 CAKG01004152.1 CAKG01035649.1 CAKG01056334.1 [2]
N/A Drosophila NT_033777.3 NC_004354.4 NT _033779.5 NT_033778.4 NC_004354.4 3]
melanogaster
N/A Drosophila simulans NT_479536.1 NC_029795.1 NT_479533.1 NT_479534.1 NC_029795.1 [4]
N/A Culex quinquefasciatus | NW_001887359.1 | = - NW_001886703.1 | NW_001886829.1 | = -—- [5]
N/A Aedes albopictus NW_017857380.1 § - NW_017856043.1 | NW_017857316.1 | ----- [6]
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