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Genome location I\S/Itzttisg Gene name | Location Sequence context hol\:lrigﬁg:q y rggg:t nurﬂi?:?(t)ifje

homology
chrl:10,616,075 Mated lam-3 Exon 8/13 aatgma;aattg/\ﬂtattacga Yes No Yes*
chri:12,266,789 | Mated N/A ctttigttc Tttt Yes | Yes | Yes'
chrl:12,267.819 Mated F41D3.6 Intron 2/3 atcatctgcAaaaaaaaagg No Yes Yes*
ohrl-12,511.700 | Mated | unc-101 | Intron 5/6 actgaaaaatfia-afe-laff?g Yes Yes Yes*
chrl:14 182,757 | Unmated| Y41C4A.23 | Intron 3/3 ttttgcaacc/%\iaff?a Yes Yes Yes*
chrl:9,719.815 Mated ocrl-1 Intron 5/13 Cgtttgcagar%ttiﬁ.g Yes Yes Yes*
chrll:2,347 582 Mated | F43C11.4 | Intron 1/2 gcacattgctAaaaaaaaacc No Yes Yes*
chrll:4,782,199 Mated N/A gttgtgtgta;l’%ttil-ttf Yes Yes Yes*
ohrll:5.222,007 | Mated | dsh- ] lntron 513 glgageggac/iaaaaaaaact No | Yes | Yes®
chril:e,777,517 | Mated ssup-72 | Intron 3/3 ggtctgttga Tttaaaaaaat No No No
chrll:943 121 Mated N/A ttaatggttg'ii-ttil-tt.c Yes Yes Yes*
chrlll:11,513.017 Mated such-1 Exon 12/12 ccgatgatttGgggctitgca No No No
chrlll:12,170,944 Mated N/A aaaaatcaacée_lef@elajgca No Yes Yes*
chrlll:3,047,979 | Mated N/A ctaacgagatAaaaaaaagag No | Yes [ Yes®
chrili:8,940,621 [ Mated N/A aatttittg LIt Yes | Yes | Yes'
chrlll:9,454 454 Mated | AU219096 | Exon 4/5 tcatttttttAtatctigtct No No Yes
chrili:9 486,868 | V&t N/A tetitctitg ttttic Yes | Yes | Yes'
chriv:1.170,194 | Mated | F56E10.6 | Intron 1/4 aaaaatatcc/_\fa_affia_afia_ Yes Yes Yes*
chrlV:13.182,798 Mated N/A Cﬂccﬂtaaaatca Yes No No
chriv-13,647,059| Mated | COBF11.11 | Intron 1/2 tgtactgaaaz%tt_tﬁ.t Yes Yes Yes*
chriV:14.981,947 Mated atin-2 Intron 1/7 attttttaacz%tﬁﬁ.g Yes Yes Yes*
chrlV:1,657,780 Mated ZC123.10 | Intron 7/8 tgtgtgcatht_ttt_ttiatg No Yes Yes*
chrlV:7.852,857 Mated CO06A6.2 | Intron 8/10 tatttccatc Tttttcageca No No Yes*
chrlV:8,543 411 Mated hyl-1 Intron 6/7 tatgggaattfi%iiafi? Yes Yes Yes*
chrlV:9,928 732 Mated N/A atcgttcaatCecttttttttt No No No
chrV:20,774,044 Mated F38A6.4 Exon 2/3 gcagcgagacTtttgaaactc No No No
chrv:20,837,028| Mated | num-1 | Intron 979 tggaatttg/aaaaaaaaca No | Yes | Yes®
chrV:3.356.130 Unmated| scrm-3 Intron 3/4 cctcaaactg%tt-tﬁ.t Yes Yes Yes*
chrX:12,961,578| Mated N/A tgtttagto LU Yes | Yes | Yes’
Mated npr-21 Intron 7/9 tgaatgaccc [ttitttc Yes Yes Yes*

chrX:17,155,820

Supplemental Table S7. Genome context of duplex insertion disagreements shorter than 3 bp.

Similar to Supplemental Table S5, with a randomly-selected subset (n = 30 / 399).




