Start crop Point End crop Point

1 MSA length = 15291 1
-------------------------------------------------------------------------------------------------------------- TAAATCAATAAATCATAAATCATAAATCAATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCAATAAATCATAAATC
AAAAAAATAATATAAAATATTAGAATTACTTAAATCAGAGCTTCTTTAAACAGAGAAAAAAATTATGTATTTTAAATATAATAGAGAGGTTATAATTGAA - - - - - - - - - - TAAATCAATAAATCATA--- - - - AAATCAATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCAT-AATCATAAATCAATAAATCATAAATC
-------------------------------------------------------------------------------------------------------------- TAAATCAATAAATCATAAATCATAAATCAATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCAATAAATCATAAATC
AAAAAAATAATATAAAATATTAGAATTACTTAACTCAGAGCTTCTTTAAACAGAG————AAATTATGTITTTTAAATATAATAGAGAGGTTATAATTGAA ---------- TAAATCAATAAATCATAAATCATAAATCAATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCAATAAATCATAAATC
AAAAAAAT - -TATAAAATATTA--ATTACTTAAAT - - - - - - - - o oo oo oo - - GAGAAAAAAATTATGTAT - - - -AATATAATAGAGAGG - - - - - - - - - AA- - - - - - - - -- TAAATCAATAAATCATAAATCATAAATCGATAAITCATAAATCATAAATCATAAATCATAAATCATAAITCATAAATCATAAATCAATAIATCATAAATC
-------------------------------------------------------------------------------------------------------------- TAAATCAATAAATCATAAATCATAAATCAATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCAATAAATCATAAATC
AAAAAAATAATATAAAATATTAGAATTACTTAACTCAGAGCTTCTTTAAACAGAG- - -AAAATTATGTATTTTAAATATAATAGAGAGG T TATAAT TGAA - - - - - o o o o e e o o e e e e o e e e e e o e e e e e o e e e o e e e o e e e e e e e e e e e e e e e e o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e oo o -
-------------------------------------------------------------------------------------------------------------- TAAATCAATAAATCATAAATCATAAATCGATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCAT - - - - - - - e e e e e e e oo - -
AAAAAAAT - -TATAAAATATTA--ATTACTTAAAT - - - - - - - - o o oo oo - - GAGAAAAAAATTATGTAT - - - -AATATAATAGAGAGG - - - - - - - - - Y R T i T T T I I T T T PP
-------------------------------------------------------------------------------------------------------------- TAAATCAATAAATCATAAATCATAAATCAATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCAATAAATCATAAATC
AAAAAAATAATATAAAATATTAGAATTACTTAAATCAGAGCTTCTTTAAACAGAGAAAAAAATTATGTATTTTAAATATAATAGAGAGG T TATAAT TGAA - - - - - o o o e e e o e e e e e o e e e e e o e e e e e o e e e o e e e o e e e e e o e e e e e e e e e e o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e oo m o -
AAAAAAAT - -TATAAAATATTA--ATTACTTAAAT - - - - - - - - e e oo oo - - GAGAAAAAAATTATGTAT - - - -AATATAATAGAGAGG - - - - - - - - - Y R T i T T T I I T T T PP
-------------------------------------------------------------------------------------------------------------- TAAATCAATAAA - - - - - - e e e e e e o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e
AAAAAAAT - -TATAAAATATTA--ATTACTTAAAT - - - - - - - - o oo oo oo - - GAGAAAAAAATTATGTAT - - - -AATATAATAGAGAGG - - - - - - - - - Y R T i T T T I I T T T PP

IAA.AITTC.TIA-AITIACATTAITIAAAIGTAAGTATAATTGTGGAIAIAAAAAIATTITITAITTGAAAIA.ATAGAIAGITTATAATTAAA ---------- TAAATCAATAAATCATAAATCATAAATCAATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCATAAATCATIA-AA -------------
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After TEtrimmer 15291 bp
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size: 15291bp; fragments: 5347; full length: O_(>:13761.9bp)
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TE: rnd_4 family 1783

size: 625bp; fragments: 151; full length: 49 (>=562.5bp)
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)

Dotplot

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