Start crop Point End crop Point

1 MSA length = 5937 1

_____ GTATTGTCAAGACTTAAATA
ATATTGTCAAGACTTAAATA

CAACTTGGGTTTARMATCAAATTGGGAAAA---=------- AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAITAT
CAACTTGGGTTTABATCAAATTGGGAAAA---=---=---- AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATAT
CAACTTGGGTTTARATCAAATTGGGAAAA
CAACTTGGGTTTABATCAAATTGGGGAAA

—————————— ATATTGTCAAGACTTAAATARABGECAACTTGGGTTTA ATCAIATTGGGAAAA——————————AGAACCTGGTATAGCGAICCTAGCAAACAACCCCCAICTAGGTCGCGACAATAT———————————— A
ATATTGTCAAGACTTAAATARABG CAACITGGGTTTA ATCAAATTGGGAAAA - - - - - - - - - - AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATAT. A
ATATTGTCAAGACTTAAATARABGECAACTTGGGTTTARATCAAATTGGGAAAA------=---- AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAAT - -=-=--- A

————— TATTGTCAAGACTTAAATAGANMGIRCAACTTGGGTTTABATCAAATTGGGGAAA------- - - —AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGG-A - —A. A
————————————————— GTATTGTCAAGACTTAAATARAGBGECAACTTGGGTTTARMATCAAATTGGGAAAA----------AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAEBTAT T
ATATTGTCAAGACTTAAATARABGECAACTTGGGTTTARMATCAAATTGGGAAAA---=------- AGAACCTGGTATAGCGAICCTAGCAAACAACCCCCAGCTAGGTCGCGACAATAT A
AGG A
ARG A

AGG

ARG

- T-----

A TTA——IATATTGTCAAGACTTAAATA
A TAT---TATTGTCAAGACTTAAATA
----TTAT------ TGTCAAGACTTAAATA

A-TT - - —IGTATTGTCAAGACTTAAATA
------------------------------------- TAITGTCAAGACTTAAATA

CAACITGGGTTTA ATCAAATTGGGAAAA- - --------AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATATE-GAE ' T AANAG - - - - - - - ----------
CAACTTGGGTTTA ATCAIATTGGGAAAA
CAACTTGGGTTTABATCAAATTGGGGAAA---------- AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATATEETAES "t/ AR ANA - - - -ETEEA - - - - ---------
CAACTTGGGTTTARMATCAAATTGGGAAAA---=---=---- AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATAT
CAACTTGGGTTTABATCAAATTGGGGAAA---=---=---- AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAITAT
CAACTTGGGTTIA ATCAAATTGGGAAAA- - - - - - - - - - AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATAEES - - - - - --------------- A----G-TAAT- - -
—————— TATTGTCAAGACTTAAATA CAACTTGGGTTTA ATCAAATTGGGGAAA——————————AGAACCTGGTATAGCGACCCTAGCAAICA————————————————————————————

————IATAI ———————————————————————————————————————————————————————————— AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATAT
——————— TATTGTCAAGACTTAAATAIAIGICAACTTGGGTTTAIATCAAATTGGGGAAA——————————AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGACAATAT

AGAACCTGGTATAGCGACCCTAGCAAACAACCCCCAGCTAGGTCGCGA
-------------------------------------------------------------------------------------------------------------- AGAACCTGGTATAGCGAfccTAGcAAACAACCCCjAGCTAGGTCGCGACATTAIE
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size: 5937bp; fragments: 3014; full length: 0 (>=5343.3bp)
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1036 fastab.bed_uf.bed g Lbed fm Lbed 0 0 bcinfa alnfa cl. After TEtrimmer Extended plot Blue lines are boundaries

size: 6240bp; fragments: 2263; full length: 0 (>=5616bp)
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TE: Itr_1 family 1036

size: 3963bp; fragments: 673; full length: 1 (>=3566.7bp)
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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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