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TAGTTTTAGCAATTTAATAATAAAAACACAGAACCTTTCCGATACA
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CATT TATTTTTAGCAATTAAATAATAAAAACACAGAACCTTTCCGATAAA
TATT TAGTTTTAGCAATTTAATAATAAAAACACAGAACCTTTCCGATAAA
TAGTTTTAGCAATTAIATAATAAAAACACATAACCTTTICGATACA
——TTTTTAGCAATTTAATAATAAAAACACATAACCTTTCCGATICA
TATTTTTAGCAATTAAAIAATAAAAACACAGAACCTTTCCGITAAA
TATTTTTAGCAATTAAATAATAAAAACACAGAACCTTTCCGATAAA
TATTTTTAGCAATTAAATAATAAAAACACAGAACCTTTCCGATAAA
ATTTTTAGCAITTAAATAATAAAAACACAGAAC TTTCCGATAAA
TATTTITAGCAATTAAATAATAAAAACACAGAAC!ITTCCGATACA
TATTTTTAGCAATTAAATAATAAAAACACAGAACCTTTCCGATAAA
TATTTTTAGCAATTAAATAATAAAAACACAGIACCTTTCCGATACA
TATTTTTAGCAATTAAATAATAAAAICACAGAACCTTTCCIATACA
TATTTTTAGCAATTAAATAATAAAAACACATAACCTTTCCGATACA
TATTTTTAGCAATTAAATAATAAAAACACAGAACCTTTCCGATACA
TATTTTTAGCAATTAAATAATAAAAACACAGAACITTTCCGATAA
-AT
TA!TTTTAGIAATTTAATAATAAAAACACAGAACCTTTCCGATAAA TACAAT
TATTTTTAGCAATTAAAIAATAAAAACACAGAACCTTTCCGATACAITACAAT
TA!TTTTAGCAATTTAATAATAAAAACACATAACCTTTCCGAT CARTACAAT
TATTTTTAGIAATTTAATAATAAAAACACATAACCTTTCCGATICAITACAAT
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TAGTTTTAGCAATTAAATAATAAAIACACAGAACCTTTICGATAAA TACAAT
TAGTTTTAGCAATTTAATAATAAAAACACAGAACCTTTCCGATACAMTACAAT
TATTTTTAGCAATTAAATAATAAAAACACAGAACCTTTC
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End crop Point
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TCTTCCCAAA-AACAAATCAAT-TTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAA-AACAAATCAAT-TTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAA—AACAAATCAATTTTTGITTATATAATCATATTTCTAACA
TCTT—CCIAAAAATAAATCAATITTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAAAAATAAATCAAT-TTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAAAAATAAATCAAT—TTTGTTTATATAATCATAITTCTAACA
TCTT—CCIAAAAATAAATCAA—TTTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAA-AATAAATCAAT-TTTGTTTATATAATCATATTTCTAAC
TCTTCCCAAA-AATAAATCAAT-TTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAA-AACAAATCAAT-TTTGTTTATATAATCATATTTCTAACA

TCTTCCHMAAAAAATAAATCAATTTTTGTTTATATAATCATATTTCTAACA
TCTT - C!IAAAAACAAATCAA -TTTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAAAAATAAATCAATITTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAA-AATAAATCAAT-TTTGTTTATATAATCATATTTCTAACA
TCTTCCC—AAAAATAAATCAAT—TTTGTTTATATAAICATATTTCTAACA
TCTTCCCAAAIAATAAATCAAT—TTTGTTTATATAATCATATTTCTAACA
TCTTICC—AAAAATAAATCAAT—TTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAA—AATAAATCAAT—TTTGTTTAIATAATCATATTTCIAACA -
TCTTCCCAAAIAATAAATCAAT—TTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAA-AATAAATCAATTTTTGTTTATATAATCATATTTCTAACA
TCTT—CCIAAAAATAAATCAA—TTTTGTTTATATAATCATATTTCTAACA

TCTTCCCAAA—AATAAAT-TITTGTTIATAT.TIATATITCT— -
T-CICAIA
TCTTCCCAAA-AATAAATCAATTTTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAA-AACAAATCAATTTTTGTTTATATAATCATATTTCTAACA
CCAAA-AATAAARJCAA-TTTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAA-AATAAATCAAT-TTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAA-AATAAATCAA-TTTTGTTTATATAATCATATTTCTAACA
TCTTCCCAA-AACAAATCAAT-TTTRTTATATAATCATATTTCTAACA
TCTTCCCAAA-AACAAATCAATTTTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAA-AACAAATCAATTTTJGTTTATATAATCATATTTCTAACA
TCTTCCCAAA-AACAAATCAATTTTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAA-AATAAATCAAT-TTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAA-AATAAATCAA-TTTTGTTTATATAATCATATTTCTAACA

TCTTCCCIAAAAATAAATCAA—TTTTGTTTATATAATCATATTTCTAACA
TCTTCICAAA—AATAAATCAA—TTTTGTTTATATAATCATATTTCTAACA
TCTTCCC—AAAAATAAATCAATITTTGTTTATATAATCATATTTCTAACA
TCTTCCCAAAAAATAAATCAAT-TTTGTTTATATAATCATATTTCTAACA
TCTTCICAAA—AATAAATCAAT—TTTGITTATATAATCATATTTCTAACA
TCTTCCCAAA-AATAAATCAATTTTTGTTTATATAATCATATTTCTAACA
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] fm_1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa_cl.fa

divergence to consensus (%)
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size: 3243bp; fragments: 4551; full length: 1 (>=2918.7bp)
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size: 3592bp; fragments: 4669; full length: 0 (>=3232.8bp)
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TE: Itr_1 family 662

size: 3268bp; fragments: 3912; full length: 3 (>=2941.2bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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