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chrI:258,384 Unmated Y48G1BR.1 Intron 2/9 Yes No No

chrI:3,880,108 Unmated C50F2.3 Exon 7/7 No No No

chrI:4,015,245 Unmated unc-73 Intron 3/15 No No No

chrI:4,689,790 Mated chd-7 Exon6/9 No No No

chrI:7,656,926 Mated N/A No No No

chrI:7,914,017 Mated F20G4.2 Exon 5/5 No No No

chrII:10,098,439 Mated lact-2 Exon 5/5 No No No

chrII:10,432,721 Mated N/A No No No

chrII:11,017,468 Mated K03E5.7 Intron 2/3 No No No

chrII:12,326,455 Mated sre-56 Intron 1/2 No No No

chrII:12,733,049 Mated snrp-200 Exon 5/12 No No No

chrII:13,497,310 Unmated N/A Yes Yes Yes*

chrII:6,588,333 Mated icd-1 Intron 2/4 No No No

chrII:6,939,194 Unmated flcn-1 Intron 10/15 No No No

chrII:8,002,154 Mated pgp-11 Intron 1/16 No No No

chrII:8,870,100 Mated T07D4.2 Exon 6/7 No No No

chrIII:239,087 Unmated hpo-29 Intron 3/11 No Yes Yes*

chrIII:5,561,802 Unmated rpc-2 Exon 7/9 No No No

chrIII:5,682,482 Unmated N/A Yes No Yes*

chrIV:10,194,788 Unmated N/A No Yes Yes*

chrIV:12,887,646 Mated K08D8.6 Intron 5/3 No Yes Yes*

chrIV:1,352,815 Unmated rfc-2 Exon 7/7 No No No

chrIV:14,774,496 Mated N/A No No Yes*

chrIV:1,7396,393 Mated sru-15 Exon 1/5 No No No

chrIV:17,411,008 Mated npr-26 Intron 1/5 No Yes Yes*

chrIV:2,340,221 Mated ppgn-1 Intron 6/9 No No Yes

chrIV:5,314,565 Unmated ZK354.2 Intron 4/5 No Yes Yes*

chrIV:5,565,001 Unmated N/A No No Yes

chrIV:648,757 Unmated N/A Yes No No

chrIV:7,888,863 Unmated atic-1 Intron 5/17 Yes No No

cccaggccacCaccaaaaaaa

tatcctctggCaattcggaaa

tttgtttcaaAtttatttcct

ttgaaatcttCcaccaaagcc

tcgtaaaataAtcattagaaa

tattgtcggcTttaatccaga

ttggttacggtGgcagcacagt

ggaaattcaaTgttcctctct

cacacatcgcTtaatattttg

aaaaaaacgcTA taaacccaag

ctgggagattTgattaagatg

tattttttttTTacggccacat

tgttgacctgAaaagttacag

actcagataaAtcgaaccacg

gtagggatatCagagtgtaat

tatacaaagtTcattaactgc

ctgaaaaaaaAtgcgaatttt

gatgagaattTatctccaagt

tccaatttttTcattttttcc

aaaaactcagTttttttttct

ttcaggtggcTttttttttca

acttcgaaacTtcaactctcc

atatagcaggAaaaatcaagg

ccgttacttgTGagagcacaat

gccttacttgTttttttttct

aaaattttaaAGagaaaaatag

tgaaaaaaaaAgttattttaa

aaaaaacttaCaatgagagac

agagagagagAGccttcttctg

gagagagagaGAtaaaacaaaa
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chrIV:8,494,932 Mated C28C12.12 Exon 6/6 No No No

chrV:12,404,951 Unmated N/A No No No

chrV:13,025,934 Mated fmi-1 Intron 7/20 No Yes Yes*

chrV:13,934,181 Unmated R10D12.1 Exon 2/4 No No No

chrV:2,218,228 Mated Y22D7AR.17 Intron 2/7 No No No

chrV:4,991,589 Mated ncx-9 Exon 10/10 No No No

chrV:6,440,459 Unmated T05H4.15 Intron 4/4 Yes Yes Yes*

chrX:10,095,647 Unmated W07E11.1 Intron 5/17 Yes Yes Yes*

chrX:12,595,237 Mated N/A No No Yes*

chrX:15,255,230 Mated N/A No No No

chrX:15,258,414 Unmated F46F2.4 Exon 4/4 No No No

chrX:15,549,609 Mated lron-3 Intron 1/4 Yes Yes Yes*

chrX:15,687,778 Mated N/A No Yes Yes*

chrX:16,014,591 Mated VB0395L.1 Intron 4/7 No No No

chrX:16,692,682 Mated N/A No Yes Yes*

chrIV:7,610,484 Unmated tag-80 Intron 14/31 No Yes Yes*

chrX:4,756,203 Mated N/A No No No

chrX:6,581,777 Mated N/A No No Yes*

chrX:6,763,397 Unmated N/A No No Yes*

chrX:7,275,608 Mated unc-10 Exon 17/25 No No No

tgggtttgttCagggtgtagt

ataatagaaaActactgcaaa

gatctttccaTtttttttcg

aagaactgtcTtttcctgtcg

gcttcttggtAGgatagacacg

gtcggacagtAaagcgttgaa

ttttttttttTcagatctggt

agtaaaagacAaaaaaaaaa

gccgtggtgcAaaaaatggca

gacaaatcacCaagcgccgtt

ctaccctcttGgatccccgtt

gtaattttccTttttttttta

tgaaaaaaaaAgtcggaaaaa

caatttttttCAcctgatggtt

ttttatgataTttttttctgt

ccataaatacTttttttctgt

attttgtcacAaaatacttgt

cgagcattttTccgtagttca

accaggactgAaaaacaggcc

acttcacgcaAtcgttcgaca

Supplemental Table S6. Genome context of duplex deletion disagreements shorter than 3 bp.
Similar to Supplemental Table S5, except for the following difference: because of the large number of disagreements, a random subset 
was selected from disagreements meeting a strand consensus threshold of 0.95 (n = 60 / 969).


