Start crop Point End crop Point

1 MSA length = 6849 1
---------------------------------------------------------------------------------------------------------------------------------------------------------------- ABRAAGEIATACGTA
---------------------------------------------------------------------------------------------------------------------------------------------------------------- AIAAIATACGTA
-------------------------------------------------------------------------------------------------------------- TTTATTTTTCACTGAACCRBAAGAAAAATAAAT TGAGACGBGCTTAC - = === == - o s o m oo o - - -
GTGGTCCTGACCGGGCGGTGTGGACTGTGCTTATCCAGGCGACTAACCGAGACGCCGTTTCGTTTICTGCGACGATCCAGGGCTCGCGTGCGTACCTATC ---------- TTTATTTTTCACTGAACCIAAGAAAAATAAATTGAGACICTTAC -------------------

-------------------------------------------------------------------------------------------------------------- TTTATTTTTCACTGAACCAAAGAAAAATAAACTGAGACTCTTACAA
GTGGTCCTGACCGGGCGGTGTGGACTGTGCTTATCCAGGCGACTAACCGAGACGCCGTTTCGTTTACTGCGACGATCCAGGGCTCGCGTGCGTACCTATC - == == =« = - - TTTATTTTTCACTGAACCAAAGAAAAATAAACTGAGACTCTTACAA
-------------------------------------------------------------------------------------------------------------- TTTATTTTTCACTGAACCAAAGAAAAATAAACTGAGACTCTTACAA
-------------------------------------------------------------------------------------------------------------- TTTATTTTTCACTGAACCAAAGAAAAATAAACTGAGACTCTTACAA
-------------------------------------------------------------------------------------------------------------- TTTATTTTTCACTGAACCAAAGAAAAATAAATTGAGACTCTTACA
-------------------------------------------------------------------------------------------------------------- TTTATTTTTCACTGAACCAAAGAAAAATAAATTGAGACTCTTACA
GTGGTCCTGACCGGGCG--=-- = - - - GTGCTTATCCAGGCGACTAACCGAGACGCCGTTTCGTTTACTGCGACGATCCAGGGCTCGCGTGCGTACCTATC - === ===~ - - TTTATTTTTCACTGAACCAAAGAAAAATAAATTGAGACTCTTACA
GTGGTCCTGACCGGGCGGAGTGGACTGJGCTTATCCAGGCGACTAACCGAGACGCCGTTTCGTJTACTGCGACGATCCAGGGCTCGCGTGCGTACCTATC- - - - - - - - - - TTTATTTTTCICTGAACCAAAGAAAAATAAACTGAGACTCTTACAA

- -C@AACT - - - - -
GTTAAAATTATA-GTA
GTTAAAATTATA-GTA

-------------------------------------------------------------------------------------------------------------- TTTATTTTTClCTGAACCAAAGAAAAATAAACTGAGACTCTTACAA
-------------------------------------------------------------------------------------------------------------- TTTATTTTTCACTGAACCAAAGAAAAATAAACTGAGACTCTTACAA
-------------------------------------------------------------------------------------------------------------- TTTATTTTTCACTGAACCAAAGAAAAATAAATTGAGACTCTTACA
----------------------- AT TETGCEGA TR AT A G TAA - - - - - - - s TTTATTTTTCACTGAACCAAAGAAAAATAAATTGAGACTCTTACAA
GTGGTCCTGACCGGGCGGTGTGGACTGTGCTTATCCAGGCGACTAACCGAGACGCCGTTTCGTTTACTGCGACGATCCAGGGCTCGCGTGCGTACCTATC - === === - - TTTATTTTTCACTGAACCAAAGAAAAATAAATTGAGACTCTTAI

TTIAGICT -----

ATTAAGBTT - - ATHT
GTAAATTAT - CG

-------------------------------------------------------------------------------------------------------------- TTTATTTTTCACTGAACCAAAGAAAAATAAATTGAGACTCTTAM- - - - ----c-camemamann- e
-------------------------------------------------------------------------------------------------------------- TTTATTTTTCACTGAACCAAAGAAAAATAAATTGAGACTCTTAC- - - - - -AAAATT - - - - - e
GTGGTCCTGACCGGGCGGTGTGGACTGTGCTTATCCAGGCGACTAACCGGACGCCGTTTCGTTTACTGCGACGATCCAGGGCTCGCGTGCGTACCTATC- - - - - - - - - - TTTATTTTTCACTGAACCAAAGAAAAATAAATTGAGACTCTTAC- - - - - - AAAATT - - - - - TACAGTATATGCA T TATATATTTATGAATGT - - - - - - - -

> > > > > > > > > > > P>

-------------------------------------------------------------------------------------------------------------- TTTATTTTTCACJJGAACCAAAGAAAAATAAATTGAGACTCTTACARA - - ABAATT - - - - - -
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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
size: 6849bp; fragments: 3242; full length: 0 (>=6164.1bp)
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| ufbed g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 b After TEtrimmer Extended plot Blue lines are boundaries
size: 7178bp; fragments: 2944; full length: 0 (>=6460.2bp)
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TE: Itr_1 family 409

size: 182bp; fragments: 293; full length: 247 (>=163.8bp)
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After TEtrimmer ORF and PFAM domain plot
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1sus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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