Start crop Point End crop Point

1 MSA length = 10238 1
CTGTAGCATTTTTTATTTCCTTTAATAAATTTGAATTTAAAAATCTATTT T - - mmmm - - - AACGGATTCTTTTTTCATTCTATTTGGGTAACGACAGAAAAGTCGTCACHAIN- - - - - - TAAAAAAT ATRTT- ------ TTA-----
TGTAGCATTTTTTATTTCCTTTAATAAATTTGAATTTAAAAATCTATTT T - - - -nm -~ - AACGGATTCTTTTTTCATTCTACTTGGGTAACGACAGAAAAGTCGTCACAA CAAAAARRT T ATAATARTA
TTGTAGCATTTTTTATTTCCTTTAATAAATTTGAATTTAAAAATCTATTT T - - m e mm - - - AACGGATTTTTTTTCATTCTACTTGGGTAACGACAGAAAAGTCGTCACAA CGAAARAT A ATTATAATA
TTGTAGCATTTTTTATTTCCTTTAATAAATTTGAATTTAAAAATCTATTT T - - mmmm - - - AACGGATTCTTTTTTCATTCTATTTGGGTAACGACAGAAAAGTCGTCACA CAGA A -TTRTAA- -
TTGTAGCATTTTTTATTTCCTTTAATAAATTTGAATTTAAAAATCTATTT T - - mmmm - - - AACGGATTCTTTTTTCATTCTATTTGGGTAACGACAGAAAAGTCGTCACA CAGHAART T ATTAARA - -
calaAT AAA TTGTAGCATTTTTTATTTCCTTTAATAAATTTGAATTTAAAAATCTATTT T - - mmmm - - - AACGGATTCTTTTTTCATTCTATTTGGGTAACGACAGAAAAGTCGTCACAA TGA T “TTA- - - - -
.CAITAT-T.AAA ----------------------- TGTAGCATTTTTTATTTCCTTTAATAAATTTGAATTTAAAAATCTATTT T === -nm -~ - AACGGATTCTTTTTTCATTCTATTTGGGTAACGACAGAAAAGTCGTCACAABE - - - - - CAGEAABA CATTT - - - - - - - - - TAATG
AATRTCORCATABRAC- - - - - - - BGATTTAAAAARCTARTTT---------- AACGGATTCTTTTTTCATTCTATTTGGGTAACGACAGAAAAGTCGTCACAANSGTCHEE - - - - - - - - --------- - T TCTG-- - - -
_TIA-AATTI ITIGTT— - . “TTGTAGCATTTTTTATTTCCTTTAATAAATTTGAATTTAAAAATCTATTTT ---------- AACGGATTCTTTTTTCATTCTACTTGGGTAACGACAGAAAAGTCGTCACA AAIGT.T.CGAAAAAA T -CTATAATA
------------------------------------------------- TTGTAGCATTTTTTATTTCCTTTAATAAATTTGAATTTAAAAATCTATTTT----------AACGGATTCTTTTTTCATTCTATTTGGGTAACGACAGAAAAGTCGTCACA--------AA--------TAAAAAA T -TTATAA- -
TIT AIC TGTAGCATTTTTTATTTCCTTTIATAAATTTGAATTTAAAAATCTATTTT ---------- AACGGATTCTTTTTTCATTCTACTTGGGTAACGACAGAAAAGTCGTCACA- 'AIAG.T.CGAIAII ATAGAAA - -
CABATT TAT TACTHAGHET AT CTGTAGCATTTTTTATTTCCTTTAATAAATTTGAATTTAAAAATCTATTT T - - mmmm - - - AACGGATTCTTTTTTCATTCTACTTGGGTAACGACAGAAAAGTCGTCACAARMME TIRE - - - - - - - - - - - - = - === m o mmm o e m e m e e e e e e o s
TAT TATTHEAA AT - - - TTGTAGCATTTTTTATTTCCTTTAATAAAT TTGAAT TTAAAAAT CT AT T TT = = - = = = m = mm e e e e e e e o e e e @ e e e e e @ e @ e @ e o e @ e e e e e @ e @ e @ m @ e m e e e e e e e e e e e e e e e e e e e e e e e e o o -

--------------------------- TTGTAGCATTTTTTATTTCCTTTAATAAATTTGAATTTAAAAATCTATTT T - ---c - === —AACGGATTCTTTTTTCATTCTATTTGGGTAACGACAGAAAAGTCGTCACAA-T.— ; —AG.T.CAIAAAATITCIT-— R T
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d fm_1.bed 0 0 n.bed g 1.bed fm_2.bed 0 0 bcin.fa_alnfa cl.f After TEtrimmer 10238 bp
size: 10238bp; fragments: 6427; full length: 1 (>=9214.2bp)
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d ufbed g 2.bed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 b After TEtrimmer Extended plot Blue lines are boundaries

size: 10538bp; fragments: 6438; full length: 1 (>=9484.2bp)
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divergence to consensus (%)

TE: rnd_1 family 284

size: 6044bp; fragments: 426; full length: 111 (>=5439.6bp)
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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)
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