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Fig. S4. CpG methylation in S. invicta genes is confirmed by the sequencing of bisulfite-converted amplicons. (A-F) Proportions of methylated Cs for each CpG

site are provided for each gene.
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Fig. S5. Strong hybridization of fluorescently labeled (TTAGG),, probes to chromosome ends in an S. invicta larval nucleus suggests that S. invicta telomeres
consist of (TTAGG),, repeats.

Table S1A.

Table S1B.

Table S1C.

Table S1D.

Table S1E.

Table S1F.

Summary of obtained sequence data

Mean CpGo/e according to MeDIP approximately unique read depth

Correlation between MeDIP approximately unique read depth and CpGo/e

Primers used for the amplification of bisulfite-converted DNA

Gene Ontology biological process enrichment among putatively methylated genes

Comparison of N50 sizes and numbers of contigs and scaffolds larger than N50

Table shows that the three following decisions improve the genome assembly: combining large-insert paired-end libraries, using separately assembled

Illumina data, and using stricter-than-default Roche 454 assembly parameters. The assembly used for analyses in the main text is highlighted in blue.

Table S1G.

Primers used for gRT-PCR of vitellogenins and control genes

Table S1 A-G (DOQ)

Dataset S1.

Counts of PFAM domains identified in S. invicta, N. vitripennis, D. melanogaster and A. mellifera highlight several expansions
specific to S. invicta

Dataset S1 (XLS)
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