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Supplementary data S1
(A) Primer sequences used for PCR. (B) Fluorescent in situ hybridization probe sequences. (C) Queries used for the BLAST search.

Supplementary data S2
The data of Figure 3 is shown in a tabular form. The number of target sites and T2-MDS insertion sites on each of the longest 200 scaffolds are shown. 

Supplementary data S3
The solid curve shows the distribution of the distances between two adjoining MITE derived sequences (MDSs) on a scaffold. The number in parenthesis above each graph is the total number of insertions. The dashed curve shows the simulation result in which the same numbers of target sites were randomly selected and the distances between two adjoining sites were calculated. The number of adjoining MDS pairs and the average and median of distances are shown under each graph. The number in parenthesis is the simulation result.

Supplementary data S4
List of CDSs overlapping with T2-MDSs. CDSs whose overlap lengths with MDS are shorter than 20 bp are omitted from this list. 

Supplementary data S5
Dot plot analyses of typical T2-MITEs, gene models (JGI4.2.66) including T2-MDS insertion in CDS, and corresponding NCBI RefSeqs. Contribution of T2-MDS to coding sequence was confirmed by RefSeq for the gene models in A and B. Amino acid sequences highlighted by red shows MITE-derived coding sequences. In contrast, annotation errors were suggested by RefSeq in C and D because inconsistency was found between the gene model and RefSeq at the MITE insertion site.

Supplementary data S6
Undirected graphs showing the correlation of expression among 25 genes whose upstream were inserted by the same subfamily. The 25 genes are shown as circles. If a pair of genes shows strong expression correlation (≥0.6, 0.7, or 0.8), the pair was connected by a corresponding line.

Supplementary data S7
Spatial expression of genes whose upstream (A) or downstream (B) were closely inserted by T2-A1, A2, B1, B2, B4, D, E, F, G, H, I, J, K, or L.
