Supplemental File S22. Literature review of selected studies on the population structure of Ae. albopictus in Asia

We selected studies for which the populations structure of Ae. albopictus in Asia was examined. Some studies included samples from Asia but did not analyze the population structure in Asia or focused only on a small area and these were not included in our review. We also included some studies with sampling in the Indian Ocean and Asia. The studies included use different types of genetic markers, which are listed in Figures S26 and S27. We also plotted the countries with sampling locations for each study to help facilitate our interpretation (Figure S28). We first briefly describe each study's conclusion chronologically and compare it to our findings.
Black et al., 1988 1 studied Ae. albopictus in Malaysia and Borneo using allozymes as markers. Their results were inconclusive, but indicated two genetic clusters, finding that Peninsular Malaysian and Borneo populations were strongly genetically differentiated, primarily due to differentiation at the a-Gpdh (alpha glyceraldehyde-3-phosphate dehydrogenase) locus. In our study, we found a similar pattern, with the western region of Malaysia belonging to a genetic cluster and southern Malaysia and Indonesia assigned to a different cluster (Figure 6, "yellow" and "blue" clusters).
Kambhampati et al., 1991 2 analyzed samples from China, India, Japan, Malaysia, and Sri Lanka using allozymes. They found five genetic clusters, with the samples from Japan and China in one cluster, while samples from India, Sri Lanka, Malaysia, and Borneo had their own cluster in the PCA space. Although our sampling site were different, we also observed five clusters, but in our analyses, we found two clusters in China, which are distinct from Japan (Figure 6). We also identified a unique cluster in Indonesia. Although the number of the ancestral groups are similar between the studies, the sampling is not similar, and the geographical distribution of the cluster is different.	Comment by Corley, Margaret: But since they didn't include samples from indonesia I don't think it makes sense to note that our results were different from theirs because we found a cluster unique to indonemsia (esp because we just mentioned our results about Indonesia in the previous paragraph).	Comment by Cosme, Luciano: i added it
Urbanelli et al., 2000 3 studied Japan and Indonesia with allozymes. They found two genetic clusters, separating Japan and Indonesia, and observed genetic isolation within Indonesia, supporting our results. Birungi and Munstermann, 2002 4 analyzed samples from Malaysia, Indonesia, and a laboratory strain from Japan using mtDNA ND5. They found one genetic cluster, indicating a genetic similarity between Malaysia, Japan, and Indonesia, in disagreement with our findings, but perhaps the laboratory strain biased their analysis.
Chareonviriyaphap et al., 2004 5 focused on three regions of Thailand using allozymes. They found one genetic cluster, but they also noted higher differences in the population from Bangkok. We also found that our Thailand samples formed one cluster (Figure 6), and likewise detected isolation by distance (Figure S19). While Mousson et al., 2005 6 studied various countries, including Thailand, La Reunion, Vietnam, Cambodia, and Madagascar, using mtDNA COI, they identified one genetic cluster, indicating one phylogenetic group. Delatte et al., 2011 sampled multiple locations, mainly in the Indian Ocean, using mtDNA COI. Their conclusion was four genetic clusters but had no overlap with our sampling localities.
Porretta et al., 2012 7 investigated Bhutan, China, Japan, Taiwan, Thailand, and Vietnam using tmtDNA COI (cytochrome c oxidase subunit I ) and ND5 (nicotinamide adenine dinucleotide dehydrogenase 5) and found one genetic cluster, while we identified four genetic clusters in these countries (Figure 6). Beebe et al., 2013 8 looked at Australia, Papua New Guinea, Torres Strait Islands, Indonesia, and Timor-Leste using microsatellites and mtDNA COI. They found five genetic clusters and identified a single genetic cluster over Indonesia. We only had samples from Indonesia, which formed their genetic cluster ("blue" cluster in Figure 6). This could indicate up to nine ancestral groups in Asia and the Indian Ocean since both studies identified the Indonesian genetic cluster but did not have any additional overlapping locations.
Zhong et al., 2013 9 studied China, Japan, Singapore, and Taiwan using mtDNA COI, finding six genetic clusters, grouping Southern China and Taiwan into three distinct genetic groups. We identified two genetic clusters in this area (Figure 6). Gupta and Preet, 2014 conducted their study in India using RAPD markers. They found one genetic cluster, but larval samples fell into two clusters based on habitat, as we observed one major genetic cluster (“yellow” cluster Figure 6). Zawani et al., 2014's 10 research on Malaysia using mtDNA COI led to a conclusion of one genetic cluster, similar to our findings while the sampling localities were different. 
Using mtDNA COI, Ismail et al., 2015 11, analyzed samples from multiple countries, including Malaysia, Bhutan, China, India, Indonesia, Japan, Taiwan, Thailand, and Vietnam. They concluded the occurrence of five genetic clusters, identifying five monophyletic groups with varying country compositions, supporting our results. 
Kotsakiozi et al., 2017 12 focused on Japan, Malaysia, Singapore, and Vietnam using ddRAD. Their results showed one genetic cluster for the native range, while we identified three genetic clusters in the same area. Gao et al., 2020 conducted their study in China using microsatellites and mtDNA COI, determining two genetic clusters, which agrees with our results.
Schmidt et al., 2020 13 sampled various Asian countries and found five genetic clusters using ddRAD, and their clusters share a similar distribution to ours. Duong et al., 2021’s 14 analysis of Vietnamese samples using mtDNA CO1 led to a conclusion of three genetic clusters, and identified latitudinal isolation by distance. In Vietnam we observed isolation by distance (Figure S19) and identified two distinct clusters but detected admixture with the cluster from South China and Taiwan for all Vietnamese sites except Qhui nhon City (Figure 6).
Shan et al., 2022 15 focused on China using microsatellites. They found three genetic clsuters and did not observe isolation by distance, while we found two groups and detected isolation by distance. Sherpa et al., 2022 16 studied populations from multiple Asian countries using ddRAD. They found three genetic clusters, grouping regions into tropical, subtropical temperate, and temperate clusters, aligning with our clustering pattern.
Wei et al., 2022 17 focused on Chinese samples, using mtDNA COI and SNPs from ddRAD data. Their results showed seven genetic clusters, and they observed isolation by distance. We only detected two significant clusters in China, with some admixture with the Japanese cluster. We also detected isolation by distance within mainland China (Figure S19). Ma et al., 2023 18 focused on China using rDNA ITS2 (ribosomal DNA internal transcribed spacer 2). They found one genetic cluster and low genetic differentiation and indicated high gene flow among the sampled sites.
Shin et al., 2023 19 analyzed samples from South Korea, Japan, and Laos using microsatellites and mtDNA COI. They found that South Korea grouped into two clusters, one aligning with Japan. We did not have samples from South Korea, but the interpolation of our admixture matrices is consistent with their findings because South Korea is located between the Chinese and Japanese clusters ("red" and "green" in Figure 6). Finally, Yeo et al., 2023 20 analyzed samples from Singapore using ddRAD and found three genetic clusters, observing fine structure but no isolation by distance, which could be due to the particular sampling effort that was aimed at asking if there where signals of local adaptation to different environments rather than looking at patterns of genetic differentiation over space.
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