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Fig. S1: Solving excess heterozygosity
 Pipeline to detect putative artifacts duplicated in the new assembly of Ae. albopictus.  
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Fig. S2: Correspondence between Ae. aegypti and Ae. albopictus
A) AalbF2 scaffolds distributed by size. Red dots indicate the 19 scaffolds that have been mapped by FISH; the L50 and L75 are also shown. B) Mapping on Ae. aegypti chromosomes the 18 largest Ae. albopictus scaffolds, including those anchoed to the chromosomes by in situ hybridization. 
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Fig. S3: Viral integrations of the Ae. albopictus genome
A) Juxtaposing of Flavi- and Rhabdo-EVEs to a scheme of the corresponding viral family genome structure. Viral integrations are color coded based on their percentage of identity to their most similar virus as shown in Table S6. B) PCR amplification of the novel nrEVEs in single wild-collected mosquitoes. C) Percentage of each TE category on the total genome content in and out piRNA clusters. D) Distribution of TEs (upper) and nrEVEs (lower) outside (gray) or within (black) piRNA clusters. In the lower panel, the X axis shows the number of viral integrations for each family as shown on the Y axis. E) IGV visualization of two nrEVEs clusters containing viral integrations derived from Flaviviridae, Rhabdoviridae and other viral families. The nrEVEs clusters are located on scaffolds NW_021837046.1 and NW_021837489.1 and are both embedded in piRNA clusters (i.e. piRNA cluster127 and 349, respectively).
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Fig. S4: piRNA cluster annotation
A-C) Impact of various arbitrary thresholds on cluster annotation (see materials and methods). Influence of A) the requirement for minimal number of piRNAs per 5 kb window, and the maximum distance between windows to be merged, or B) the requirement for a minimal coverage of uniquely mapping piRNAs, and for the number of single-loci piRNA positions on the fraction of piRNAs incorporated in clusters (left panels), or the fraction of the genome covered by clusters (right panels). C) Scatterplots indicating the sizes and piRNA densities of annotated clusters, with clusters falling below the minimal length and density requirement highlighted with shades. Colors display the bias of piRNA expression towards one dominant strand (with 50% corresponding to an unbiased piRNA expression from both strands, dual-strand clusters). rpmp, reads per million mapped piRNAs. For comparative reasons, cluster density when normalizing to total small RNAs (rpm, piRNA reads per million mapped reads) is indicated in the lower panels. D) Top ten piRNA clusters with at least 10 % of piRNAs being uniquely mapping. Clusters were ranked according to the average expression in soma and germline. E, F) log2 expression of piRNA clusters in different tissues E), or cell lines F). A pseudo-count of one was added to plot values of zero. Colors indicate the degree of accordance of the strand bias between both tissues.
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Fig. S5: Insights into the M locus of Ae. albopictus
A) Alignment between the Ae. albopictus NIX protein query sequence (XP_019525102) and a duplicated copy in contig NW_021838423.1. Note that the Ae. albopictus nix gene encoding XP_019525102 is also located in contig NW_021838423.1 from position 209080 to 210622. 
B) PhyML Tree shows inferred phylogeny of Ae. albopictus and select mosquito myosin family deduced protein sequences. Species names are followed by sequence ID. The Ae. albopictus sequence XP_019562584.1 appears to be the ortholog to Ae. aegypti myo-sex that is located in the M-locus and involved in male flight (38, 48, 55).
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Fig. S6: Global dynamics of gene expression
 A) Correlation (Pearson r) matrix of all RNA-seq timepoints for all known Ae. albopictus genes. B) Hierarchical clustering heat map of Ae. albopictus genes across all developmental stages. TPM values were log2(x+1) transformed and were scaled to plot the z-scores. C) Dendrogram of Ae. albopictus samples clustering similar life stages closer together. Plot depicts the close relationship between all developmental samples. D) PCA clustering of Ae. albopictus samples depicts clustering of life stages who show close similarity. PCA plot is in agreement with clustering dendrogram.
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