Start crop Point End crop Point

1 MSA length = 5791 1

TATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGGGAAA - - - = - - - - - - GAGAGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATATIMT - [T~

TATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGGGAAA - - - = - - - - - - GAGAGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATATEEA - - - AAAAA
N GAGAGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATATH- - - TTAAAAA
TATTGTCAAGACTTAAATAGATGTCAACTTI|GGTTTAGATCAAATTGGGAAA- - - - - - - - - - GAGAGAACCTGGTAJJAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATATEMTATTAAAAA
TATTGTCAAGACTTAAATAIAIGICAACTTGGGTTTAIATCAIAT—IGGGAAA ---------- GAGAGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATAT AATTIGAAA
TATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGGGAAA - - - - - - - - - - GAGAGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAGTATEBET - - CAAAAA

TATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGGGAAA - - - = = = = = - - GAGAGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGAC- - = === === = - - AAAA
TATTIGAIA
TATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGGGAAA - - - = - - - - - - GAGAGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATATEAARICAAAAA
GTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGGGAAA - - - - - - - - - - GAGAGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAJTAT
TATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGGAAA- - - - - - - - - - GAGAGAACCTGGTATAGCGAACCTAGCAAACAACCCCCAGCTAGGTCGCGACAGTAT

TATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGGGAAA- - - -=-=- -~ - - GAGAGAACCTGGTATAGCGAACCTAGCAAACAACCCCCAGCTAGGTCGCGACAATAT
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] uf.bed g 2.bed fm 1.bed 0 O bcIn.fa_aln.fa_cl.fa gs.fa ce.fa_se

divergence to consensus (%)
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size: 5791bp; fragments: 2792; full length: 1 (>=5211.9bp)
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/ 852.fasta.b.bed uf.bed g 2.bed fm 1.bed 0 O bcin.fa_aln.fa_cl.i

divergence to consensus (%)
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TE: Itr_1 family 852

size: 4782bp; fragments: 592; full length: 7 (>=4303.8bp)
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After TEtrimmer ORF and PFAM domain plot
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