Start crop Point End crop Point

1 MSA length = 5238 1
------------------- TGTTAAGGATTTAAAGTAAACTGEIGGCAAMCTCACATTCATTTGTGCACC----------CG--------ATAAGAGAAAATAGTAGGTTTATT-ATTAAACCCCGAACA

—————————— TGTTAAGGATTTAAAGTAAACTGEGGCAA CTCACATTCATTTGTICGCC——————————CG————————ATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCIAACA
TGTTAAGGATTTAAAGTAAACTGEGGCAARCTCACATTCATTTGTGCGCC--=-=-=-=-=---- CG-------- ATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA
TGTTAAGGATTTAAAGTAAACTGEGGCAARCTCACATTCATTTGTGCGCC--=-=-=--=-=--- CG-------- ATAAGAGAAAATAGTAGGTTTATT-ATTAAACCCCGAACA
TGTTAAGGATTTAAAGTAAACTGEGGCAA CTCACATTCATTTGTICGCC —————————— CG-------- ATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA
TGTTAAGGATTTAAAGTAAACTGEGGCAARCTCACATTCATTTGTGCGCC--=-=-=-=-=-=--- CG-------- ATAAGAGAAAATAGTAGGTTTATT-ATTAAACCCCGAACA
TGTTAAGGATTTAAAGTAAACTGEGGCAARCTCACATTCATTTGTGCGCC--=-=-=--=-=--- CG-------- ATAAGAGAAAATAGTAGGTTTATT-ATTAAACCCCGAACA
TGTTAAGGATTTAAAGTAAACTGEGGCAAMCTCACATTCATTTGTGCACC-=--=-=---=--- CG-------- ATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA
TGTTAAGGATTTAAAGTAAACTGEBGGCAARCTCACATTCATTTGTGCGCC--=-=-=--=-=--- CG-------- ATAAGAGAAAATAGTAGGTTTATT-ATTAAACCCCGAACA
TGTTAAGGATTTAAAGTAAACTGEGGCAA CTCACATTCATTTGTICGCC —————————— CG-------- ATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA
TGTTAAGGATTTAAAGTAAACTG CTCACATTCATTTGTGCGCC--=-=-=-=-=---- CG-------- ATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA
TGTTAAGGATTTAAAGTAAACTG CTCACATTCATTTGTGCGCC-=-=-=-=-=-=---- CG-------- ATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA
TGTTAAGGATTTAAAGTAAACTG CTCACATTCATTTGTGCGCC-=-=-=-=-=-=---- CG-------- ATAAGAGAAAATAGTAGGTTTATT-ATTAAACCCCGAACA
TGTTAAGGATTTAAAGTAAACTG CTCACATTCATTTGTGCACC--=-=-=--=---- CG-------- ATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACAE---------
TGTTAAGGATTTAAAGTAAACTG CTCACATTCATTTGTGCACC---=-=--=---- CG-------- ATAAGAGAAAATAGTAGGTTTATT-ATTAAACCCCGAACA
TGTTAAGGATTTAAAGTAAACTG CTIACATTCATTTGTGCGCC —————————— CG-------- ATAAGAGAAAATAGTAGGTTTATTTATTAAAICCCGAACA
TGTTAAGGATTTAAAGTAAACTG CTCACATTCATTTGTGCGCC-=-=-=-=-=-=---- CG-------- ATAAGAGAAAATAGTAGGTTTATT-ATTAAACCCCGAACA
TGTTAAGGATTTAAAGTAAACTG CTCACATTCATTTGTGCGCC-=-=-=-=-=-=---- CG-------- ATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA
TGTTAAGGATTTAAAGTAAACTGEGGCAAMCTCACATTCATTTGTGCACC-=--=-=---=--- CG-------- ATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACAEGERIE - - - - -BAGGE TG (N THab.- - - - --------

TGTTAAGGATTTAAAGTAAACTGEGGCAARCTCACATTCATTTGTGCGCC--=-=-=-=-=-~--- CG-------- ATAAGAIAAAATAGTAGGTTTATT—ATTAAACCCCGAACA ————————————————
TGTTAAGGATTTAAAGTAAACTGEGGCAA CTCACA. —————————————————————— CG-------- ATAAGAGAAAATAGTAGGTTTAITTATTAAACCCCGAACA
TGTTAAGGATTTAAAGTAAACTGEGGCAAMCTCACATTCATTTGTGCACC-=-=-=-=---=--- CG-------- ATAAGAGAAAATAGTAGGTTTATT-ATTAAACCCCGAACA

> > > > > > > > > > > > >
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ATAAGAGAAAATAGTAGGTTTATT—ATTAAAICCCGAACA
ATAAGAIAAAATAGTAGGTTTATTTATTAAACCCCGAACA
ATAAGAGAAAATAGTAGGTTTATTTATTAAACCCCGAACA
ATAAGAGAAAATAGTAGGTTTATT-ATTAAACCCCGAACA
ATAAGAGAAAATAGTAGGTTTATTIATTAAACCCCGAACA
ATAAGAGAAAATAGTAGGTTTATT-ATTAAACCCCGAACA
-AT T-TTAAAAAT - - - - - - - m m m s e cm s o e e cm m e e e c bt m e e e e cm s e et s s e e s e s s e s e s m o m = TGTCCAATCTACAATAGAAAATERGGAAGCATGT TCGACTG------CAGCC - - - - -
-AT T-TTAAAAAT - - - - - - - m m m s e cm s o e e cm m e e e c bt m e e e e cm s e et s s e e s e s s e s e s m o m = TGTCCAATCTACAATAGAAAATERGGAAGCATGT TCGACTG------CAGCC - - - - -
TGTTAAGGATTTAAAGTAAACTGEGGCAAMCTCACATTCATTTGTGCACC-=--=-=---=--- TGTCCAATCTACBATAGAAAATIRGGAAGCATGT TCEBACT-------1GH. - - - - -
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4 4 4 4 4 4 - < -
4 4 4 4 4 4 -4 < -

-AT T----AABET TGTTAAGGATTTAAAGTAAACTGEGGCAACTCACATTCATTTGTGCGCC === === - = - - TGTCCAATCTACBATAGAAAATHIGGAAGCATGTICCBTCEBACT-------EGCHEN- - - - -G ARAT TR TR TEECTCE NG, - - - - - - - - - - - - - - - -
-AC T----AAAAT - - - - - TGTTAAGGATJTAAAGTAAACTGEGGCAAMMTCACATTCATTTGTGCGCC- - - - - - - - - - TGTCCAATCTACBATAGAAAATHIGGAAGCATGTICCBTCAACTE------ECHEN- - - - -CARAT TR TR TEEECTCE NG, - - - - - - - - - - - - - - - -
-AT - TTAAAAAT - - - -[MBTGTTAAGGATTTAAGTAAACTGGGCAARBMITCACATTCATTTGTGCGCC- - - - - - - - - - TGTCCAATCTACBATAGAAAATHIGGAAGCATGTTCCHTCAACTE------ECHEN- - - - -CABAT TR TR TG TCE NG, - - - - - - - - - - - - - - - -
T- - TAfA TGTTAAGGATTTAAAGTAAACTGIGGCAARMET CACAT TCATTTGTGCGCC = = = = = = = = = = = = = = % @ m @ @ e & @ e & @ e & @ e & @t @@ e @ f e & f e @@ e & fm @ @ e @@ e df ot @ f ot @@ d @ m e @@t & f ot @@ e @ f e @ f e mm e mmmmmemmdmmaemea i ea e

-------------------------------------------- TGTTAAGGATTTAAAGTAAACTGEGGCAARCTCACAT TCATTTGTGCGCC = = = = = = = = = = = = = m % @t @ e & m e & e &t & f e &t e @ f e mf e d ot e ff e dm e e i e m e memeemae o
T----AAAAT-- - - - TGTTAAGGATJTAAAGTAAACTGGGCAARMITCACATTCATTTGTGCGCC- - - - - - - - - - TGTCCAATCTACBATAGAAAAT GGAAGCATGTICC TCAACTEB------
------------------------------------------------------------------------- TGTCCAATCTACBATAGAAAATIIGGAAGCATGTCCETCBACT - - - - - - -
- TTAAAAAT - - - -[MBTGTTAAGGATTTAAAGTAAACTGIJGGCAARRTCACATTCATTTGTGCGCC- - - - - - - - - - TGTCCAATCTACEBATAGAAAATIIGGAAGCATGTTCCTCAACTR- - - - - -

---------------------------------------------------------------------- CG--------ATAAGAGAAAATAG- - - - - TTIBTTATTAAACCCCGAACA
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] uf.bed g 2.bed fm 1.bed 0 O bcIn.fa_aln.fa_cl.fa gs.fa ce.fa_se
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/ 528.fasta.b.bed uf.bed g 2.bed fm 1.bed 0 O bcIn.fa_aln.fa_cl.i
size: 5538bp; fragments: 259; full length: 16 (>=4984.2bp)
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divergence to consensus (%)

TE: Itr_1 family 528

size: 6241bp; fragments: 28763; full length: 1 (>=5616.9bp)
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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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