Start crop Point

1 MSA length = 5718
TGTAGTATTCTGAATTCGGCTTAATTATATATATATTATGTTATATAACC
TGTAGTATTCTGAATTCGGCTTAATTATATATATATTATGTTATATAACC
TGTAGTATTCTGAATTCGGCTTAATTATATATATATTATGTTATATAACC
TGTAGTATTCTGAATTCGGCTTAAITATATATATATTATGTTATATAACC
TGTAGTATTCTGAATTCGGCTTAATTATATATATATTATGTTATATAACC
TGTAGTATTCTGAATTCGGCTTAATTATATATATATTATGTTATATAACC
TGTAGTATTCTGAATTCGGCTTAATTATATATATATTATGTTATATAACC
TGTAGTATTCTGAATTCGGCTTAATTATATATATATTATGTTATATAACC
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TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC---=-=------ GAGT
TGTAGTATTCTGAATTTGGCTTAATT--ATATATATTATGTTATATAACC---=-=---=--- GAIT
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TTAGTG -
TTAGTG -
TTAGTG -
TTAGTG -
TTAGTG -
TTAGTG -
TTAGTG -
TTAGTG -

TGTAGTATTCTGAATTCGGCTTAATTATATATATATTATGTTATATAACC AGAAAT TTAGIG—
TGTAGTATTCTGAATTCGGCTTAATTATATATATATTATGTTATATAACC AGAAATHRITTAGTG -
TGTAGTATTCTGAATTTGGCTTAATTATATATATATTATGTTATATAACC - - - - - - - - - - s o s e e o e e o e o oo - - -
TGTAGTATTCTGAATTTGGCTTAATTATATATATATTATGTTATATAACC---=-=---=--- GAGTEBAGAAATETTAGTG -
TGTAGTATTCTGAATTTGGCTTAATT--ATATATATTATGTTATATAACC---=-=---=--- GAGTEAGAAAC

GGATAGCATTTTTATTAGTAGAACTTGACAATATTACA
GGATAGCATTTTTATTAGTAGAICTTGACAATATTACA
GGATAGCATTTTTATTAGTAGAACTTGACAATATTACA

End crop Point

!

ATTTTTATTAGTAGAACTTGACAATATTACA
ATTTTTATTAGTAGAACTTGACAATATTACA
ATTTTTATTAGTAGAACTTGACAATATTACA
ATTTTTATTAGTAGAACTTGACAATATTACA
ATTTTTATTAGTAGAACTTGACAATATTACA
ATTTTTATTAGTAGAACTTGACAATATTACA
ATTTTTATTAGTAGAACTTGACAATATTACA
ATTTTTATTAGTAGAACTTGACAATATTACA
ATTTTTATTAGTAGAACTTGACAATATTACA
ATTTTTATTAGTAGAACTTGACAATATTACA
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ATTTTTATTAGTAGAACTTGACAATATTACA

TGTAGTATTCTGEMATTTGGCTTAATT - -ATATATATTATGTTATATAACC - - = - - - = - - - GAGTBAGAAACHGGATAGCATTTTTATTAGTAGAACTTGACAATATTACA
TGTAGTATTCTGIATTTGGCTTAATT——ATATATATTATGTTATATAACC ---------- GAGTBAGAAACHGGATAGCATTTTTATTAGTAGAACTTGACAATATTACA
TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC - - - - - - = - - - GAGTBAGAAACHGGATAGCATTTTTATTAGTAGAACTTGACAATATTACA
TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC - - - - - - = - - - GAGTBAGAAACEGGATAGCATTTTTATTAGTAGAACTJGACAATATTACA
TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC - - - - - - = - - - GAJJTBRAGAAACHGGATAGCATTTTTATTAGTAGAACTTGACAATATTACA
TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC - - - - - - = - - - GAGTHAGAAACBGGATAGCATTTTTATTAGTAGAACTTGACAATATTACA
TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC - - - - - - = - - - GAGTHAGAAACBGGATAGCATTTTTATTAGTAGAACTTGACAATATTACA
TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC - - - - - - = - - - GAGTHAGAAACBGGATAGCATTTTTATTAGTAGAACTTGACAATATTACA
TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC - - - - - - = - - - GAGTHAGAAACBGGATAGCATTTTTATTAGTAGAACTTGACAATATTACA
TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC - - - - - - = - - - GAGTHAGAAACBGGATAGCATTTTTATTAGTAGAACTTGACAATATTACA ABATATATTTAAARAAATEA
TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC - - - - - - = - - - GAGTHAGAAACBGGATAGCATTTTTATTAGTAGAACTTGACAATATTACA ARC-------- ATARATEAR- - - - - -
TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC - - = - = = - = - - GAGTEAGAAACEBGGATAGCATTTTTATTAGTAGAACTTGACAATATTACANE G - - - - --------- - - - - - - - TATATTAAAREAAA
TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC - - - - == - - - - GAGTAGAAAC GGATAGCATTTITATTAGTAGAACTTGACAATATTACA ----- TA-T.A.G-AIAT ----- ATAMAAAARAT
TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC - - = - = = = = - - GAGTIAGAAACEBGGATAGCATTTTTATTAGTAGAACTTGACAATATTACAGES A\BBATR- - - - - - - - - - - - - - - - - - - AT TATARATAA
TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC - == - = = = = - - GAGTEAGAAACEBGGATAGCATTTTTATTAGTAGAACTTGACAATATTACAGREGARBATE- - - - - - - - - - - - - o oo oo I
-------------------------------------------------------------------------------------------------------------- GAGTEAGAAACBGGATAGCATTTTTATTAGTAGAACTTGACAATATTACA ATABAAAA
TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC - == - = = = = - - GAGTEAGAAACBGGATAGCATTTTTATTAGTAGAACTTGACAATATTACAIEEEA - - - - - - - - - - - - - - - - - - - - - - oo e e e e e e e e e e o s
TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC - - - - - - = - - - GAGTHAGAAACBGGATAGCATTTTTATTAGTAGAACTTGACAATATTACA ATAATAABA THABA
------------------------------------------------------------ GAGTEAGAAACBGGATAGCATTTTTATTAGTAGAACTTGACAATATTACA ATGIAAAAIATIAIA
- -ACCRTTTTONATEG - - - ---- - - - AABE  RE Rl --------- TGTAGTATTCTGAATTTGGCTTAATT - -ATATATATTATGTTATATAACC - - - - = = = = - - GAGTEAGAAACBGGATAGCATTTTTATTAGTAGAACTTGACAATATTACAIENE - - - - - - - - T PBCIl BA - - - - - - - - - - - - - - ..
—AACGITTTT- ---------- AIAITITITIAAITT-TGTAGTATTCTGAATTTGGCTTAATT——ATATATATTATGTTATATAACC ---------- GAGTAGAAACBGGATAGCATTTTTATTAGTAGAACTTGACAATATTACA A AIATATAITATAIATAA.TIA.
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa

size: 5718bp; fragments: 1474; full length: 10 (>=5146.2bp)
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d g 2.bed fm_Lbed 0 0 nbed g 1bed fm 2.bed 0 0 belnfa : After TEtrimmer Extended plot Blue lines are boundaries
size: 6019bp; fragments: 1465; full length: 3 (>=5417.1bp)
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TE: Itr_1 family 750
size: 5200bp; fragments: 1206; full length: 10 (>=4680bp)
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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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