Start crop Point End crop Point

1 MSA length = 15954 1
TA————AGCCTI——TTAAGGAACAAAAA—IATTTTATTAAAAAACCTTCTGAAAGTATTAAAACATAGTAGGTATGCCTACTTGAGACCAAGGTCACCCC ---------- TCCAAATGGAAAAATGGGGGTTGACCTGTTCAAGTAAGGCCATACCTACTATTTTCAAATTAGTTTTCTCTTTTTTACCTACTTTTA
TAAGAC—ICCTGTTTTGATGTAAACACATAATT ------ AAIAGCCATCTAAAAGTTTTAAAACTAAGTAGGTATGCCTACTTGAGACCAAGGTCACCCC -------------------------------------------------------------------------------------------------
TAATACAGCCCGTTTTAATGAAAAAACATAATTTTATTAAAAAACCTTC-AAAAGTTTTAAAACAAAGTAGGTATGCCTACTTGAGACCAAGGTCACCCC---------- TCCAAATGGAAAAATGGGGGTTGACCTGTTCAAGTAAGGCCATACCTACT-TTTCCAAATAGGTTTTCTCTGTTTTATCTACTTTTA
TAATACAGCCCGTTTTAATGAAAAAACATAATTTTATTAAAAAACCTTC-AAAAGTTTTAAAACAAAGTAGGTATGCCTACT TGAGACCAAGGTCACCCC = = = = = = 5 s s s s o o o ot o ot ot f o o ot f ot f oo ot o oo oo o oo mmam oo TTTTTAAATTAGGTATAGCTTTTTTATATACTAAT -
------ AG.TGTGCCAATTAAAA————TAAT TTACGAAAAA- - - - - - -AAAAGTTAGAACACAAAGTAGGCATGCGCACCT TAGACCAAGGTCACCCC = = = = = = 5 s s s s o s o ot o o o o ot o o o o ot f ot o o o ot b ot o o o oot o ot o ot oot f o oot m ot m oo oot oo oo mmom oo oo
-------------------------------- ITGATTAAIAIATTTTC—————————————————————————————————————————————————————————————TCCAAATGGAAAAATGGGGGATGACCTGTTCAAGTAAGGCCATACCTACT—————————————————————————————————————
AAATTC—G.TGTT ---------- AACACAITTT ---------------------------------------------------------------------------- TCCAAATGGAAAAATGGGGGTTGACCTGTTAAGGTGCCGCAATGCCTACT-TTTTCAATCTATT---CTCTTTTCTATCTCCTTTAA
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1.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa _aln.fa
size: 15954bp; fragments: 14789; full length: 0 (>=14358.6bp)

divergence to consensus (%)
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ved g Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 16103bp; fragments: 14246; full length: 0 (>=14492.7bp)
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divergence to consensus (%)
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TE: rnd_5 family 3948
size: 4910bp; fragments: 3997; full length: 1 (>=4419bp)
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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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