Start crop Point End crop Point

1 MSA length = 6324 1

CACAGATAACACATAATCCAGATGGCCATTGCTTACGGAACAGCATGTTT -~ ---=-- ACACGTAAGGAGCCATCTGGATTATGTGTTATCTGT -GTATTTGGACTTGAGTCT THA TTTTT
T CACAGATAACACATAATCCAGATGGCCATTGCTTACGGAACAGCATGT TT = = = = = = = = = = o o e e e e e e e e d e e d e e o e e e o e e e e e e e e e e o o THG TTTTTT
T CACAGATAACACATAATCCAGATGGCATTGCTTACGGAACAGCATGTTT - -« - - - - - - ACACGTAAJJGAGCCATCTGGATTATGTGTTATCTGTGAAAGTTTAAACTTTAATCT THA TTTTTT
T CACAGATAACACATAATCCAGATGGCCATTGCTTACGGAACAGCATGTTT -~ ---=-- ACACGTAAGGAGCCATCTGGATTATGTGTTATCTGTGGAAAT T T - - - = m = mmmmmmmmmm e m = THARACG - - - --------
T CACAGATAACACATAATCCAGATGGCCATTGCTTACGGAACAGCATGTTT -~ ---~-- ACACGTAAGGAGCCATCTGGATTATGTGTTATCTGTGAAAGTTIAAACTTTCATET THA TTTTT
T CACAGATAACACATAATCCAGATGGCCATTGCTTACGGAACAGCATGTTT -~ ---=-- ACAC——AAGGAGCCATCTGGATTATGTGTTATCTGTGGAAATTIAAATGATAATCT THA TTTTT
T CACAGATAACARJATAATCCAGATGGCCATTGCTTACGGAACAGCATGTTT - -« - -« - - - ACACGTAAGGAGCCATCTGGATTATGTGTTATCTGT -GTAATTT---------- THA THTT
T CACAGATAACACATAATCCAGATGGCCATTGCTTACGGAACAGCATGTTT -~ ---=-- ACACGTAAGGAGCCATCTGGATTATGTGTTATCTG- - GAAAJJTTAAACTTTAAGC TG TTTT
T CACAGATAACACATAATCCAGATGGCCATTGCTTACGGAACAGCATGT T T = = = = = = = = = = o o e e e e e e e e f e e d e e e e e e o e e e e e e e e e e e m o THG TTTTTT
T CACAGATAACACATAATCCAGATGGCCATTGCTTACGGAACAGCATGTTT -~ ---~-- ACACGTAAGGAGCCATCTGGATTATGTGTTATCTGT G- - = = = = = == mmmmmm e e e e mm e = THA TTTT
T CACAGATAACACATAATCCAGATGGCIATTGCTTACGGAACAGCATGTTT -« - o« o s oo e n oot oo Lo .o.oo.o_..__.._._... THA TTTT
TATA GE~ BT TACTRTETT TRCAATTG TG AA AT TG T T AT A AR - - - - - - - - o o o o oo o o o o o e e o e bt e e e e e e e e e e e e e e e e e e e e e oo TG TTTTT- -
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 6324 bp
size: 6324bp; fragments: 64811; full length: 45 (>=5691.6bp)
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ed g 1bed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 6633bp; fragments: 56816; full length: 40 (>=5969.7bp)
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divergence to consensus (%)
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TE: rnd_4 family 176

size: 546bp; fragments: 253; full length: 0 (>=491.4bp)
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After TEtrimmer ORF and PFAM domain plot
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ensus before TEtrimmer (bp)

546

Dotplot

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