Start crop Point End crop Point

1 MSA length = 5648 1
——————— ITCCTTTGACTATATAACCCCTACGGGGAGACAAGGAATTCACATTAAAAAG——————————AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC

AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC

B TR T T AR T TA- AARETARAAGTT
---------------- AA AAAA - - - -
BraTlrTTART TTTAARE TRARARGCT

AAICTTTGACTATATAACCCCTACGGGGAGACAAGGAATTCACATTAAAAAG —————————— AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
AACCTITGACTATATAACCCCTACGGGGAGACAAGGAATTCA ATTAAAAAG-------=--- AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
AACCTTTGACTATATAACCCCTACGGGGAGACAAGGAATTCAIATTAAAAAG —————————— AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
——————— AACCTTTGACTATATAACCCCTACGGGGAGACAAGGAATTCACATTAAAAAG---=-------AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
CTTTGACTATATAACCCCTACGGGGAGACAAGGAATTCACATTAAAAAG-=-=-=-=-=-=-=--- AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
AACCTTTGACTATATAACCCCTACGGGGAGACAAGGAATTCACATTAAAAAG--=-=-=-=-=-~--- AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
ACCTTTGACTATATAACCCCTACGGGGAGACAAGGAATTCACATTAAAAAG--=-=-=-=-=-=-~-- AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
AACCTTTGACTATATAACCCCTACGGGGAGACAAGGAATTCACATTAAAAAG--=-=-=-=-=-~--- AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC

ATCCTTTGACTATATAACCCCTACGGGGAGACAAGGAATTIACATTAAAAAG —————————— AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
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2d_fm_1.bed 0_0_nbed g 1.bed fm 2.bed 0 0 belnfa alnfa clf After TEtrimmer 5648 bp

size: 5648bp; fragments: 8929; full length: 10 (>=5083.2bp)
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ed g 3.bed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 5798bp; fragments: 8930; full length: 10 (>=5218.2bp)
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TE: md_5. family 8316 Before TEtrimmer 6100 bp
size: 6100bp; fragments: 684, full length: 3 (>=5490bp)
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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)

Dotplot

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