Start crop Point End crop Point

1 MSA length = 561 1

THEW---------------- AAGCCGCGTACAGACTTGAGCGCGAATGTGTTGAGIACGCATITT ---------- CGACTCAGCACATTCGC CTCAAITCTGTACGCGGCTTTA - —TT.A -
T AA--CCGCGTTT----AAGCCGCGTACAGACTTGAGCGCGAATGTGTTGAGCACGCATGT T ---------- CGACTCAGCACATTCGIGCTCAAGTCTGACGCGGCTTAA G
T AA--CCGCGTTT----AAGCCGCGTACAGACTTGAGCGCGAATGTGTTGAGCACGCATGT T ---------- CGACTCAGCACATTCGEGCTCAAGTCTGTACGCGGCTTAA G
T AAGA - - = = = = = - - CTTAAGCCGCGTACABACTTGAGCGCGAATGTGTTOG -« -« -« - - - e mc oo c o CGACTCAGCACATTCGCGCTCAIGTCTGTACGCGGCTTTA A
T TAATITGCGIAT CTTAAGCCGCGTACAGACTTIAGCGCGAATGTGTTGAGIACGCATGTT ---------- CGACTCAGCACATTIGCGCTCAAGTCIGTACICGGCT ------------- A
T TA--CTGCGTA ACITAAGICGCGTACAGA.TGAGCGCGAATGTGTTGAGCACGCATGTT ---------- CGACTCAGCACATTCGCICTCAAGTCTGTACGCGGCTITA A
TRTEAB- - - - - - - - - - - - - - oo ICGCIT.T ---------- CGACTCAGCACATTCGCGCTCAAGTCTGTACGCGICTTA G
THGAAM- - - - - - - - - - - . CTJAAGCGCGTACAGACTTGAGCGCGAATGTGTTGAGCACGCATGTT - -« - - - - - - - CGACTCAGCACATTCGCGCTCARjGTCTGTACcGGCTTAA A
T AA- - = oo e e o s CTTRAGCCGCGTACAGACTTGACGCGAATGTGTTJAGCACGCATGTT - - - - - - - - - - CGACTCAGCACATTCGCGCTCAAGTCTTACGCGGCTTT TTTTTA A
AAGACTAAATATA- - -AAGCCGCGTACAGACTTGAGCGCGAATIITGTTGAGCACGCATGTT----- - - - - CGACTCAGCACATTCGCGCTCAAGEBCTGTA-GCGGCT--------==--- CTTTTA G
AAGACTAAATATA———AAGCCGCGTACAGACTTGAGCGCGAATITGTTGAGCACGCATGTT ---------- CGACTCAGCACATTCGCGCTCAAGICTGTA—GCGGCT ------------- CTTTTA G

AAGA - = = = = = == == = - AGCCGCGTACAGACTTGAGCGCGAATGTGTTIIAGCACGCATGTT------- - - - CGACTCGCACATTCGCGCTCAAGTCTGTACGCGGCTTAATATIAT - - - - - - - - - - - - - TTTCT A
-------------- TTIAGCCGCGTACAGACTTIAGCGCGAATGTGTTIAICACGCATITT——————————CGACTCAGCACATTCGCGCTCAAGTCTGTACGCGGCT A TTTTT A

----- CTGCGTATA- - -AAGCCGCGTACAGACTTGAGCG---------------CGATGTT----------CGACTCAGCACATTIIGCGCTCAAGTCTGTACGCGGCTHAA - A 1
TAAI————CTGCGTATA———AAGCCGIGIACAGACTTGAGCGCGAATGTGTTGAGCACGIATGTT ---------- CGACTCAGCACATTIGCGCTCAAGTCTGTICGCGGCT AACGGAGA - - - - ---------CEAATTTGCTICAG- CAGTGATTTAG- - - - - - - - - - - - - - A
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.bed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa aln.fa_:
size: 561bp; fragments: 146; full length: 15 (>=504.9bp)
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d g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 beln.fa After TEtrimmer Extended plot Blue lines are boundaries

size: 864bp; fragments: 139; full length: 0 (>=777.6bp)
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divergence to consensus (%)
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TE: rnd_5 family 78

size: 670bp; fragments: 230; full length: 3 (>=603bp)
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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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