4 0 4 0 o 4 - -

Start crop Point

-------------------------------- AATGGGCATGTTCCAAAAAAT
AAATACATRTTTCAATATTAATATAAATACAATTAATGGGCATGTTCCAAAAAAT
ATTAATGGGCATGTTCCAAAAAAT

----------------------------- AATGGGCATGTTCCAAAAAAT
----------------------------- AATGGGCATGTTCCAAAAAAT
AAATATTTTTTTJATTTTAAT - - - - ATACGATTAATGGGCATGTTCCAAAAAAT

------------------------------------ AATGGGCATGTTCCAAAAAAT
----- TA- - e e e e eemee i e e aea e e - AATGGGCATGTTCCAAAAAAT

AAATA - - —TTTTCAAIAACA ATAG.ATGATTAATGGGCATGTTCCAAAAAAT
Al---TTTTTCHCAATAATARTATAAATA- - - - - AATGGGCATGTTCCAAAAAAT
AA- - -TTTTCTTTAGAACIATATAAATA- - - - - AATGGGCATGTTCCAAAAAAT
AB- - - - - - ... AATGGGCATGTTCCAAAAAAT
I———TTTTCTTCAGTAATAAT—TTAATACGATTAATGGGCATGTTCCAAAAAAT
------- TCTCAATTATAAIA— - —.ACGA.AATGGGCATGTTCCAAAAAAT

End crop Point

MSA length = 2111

TAAATTCGCAAATAAA---------- CGTGGAAATTGAAAAACATGAAACATGCCCATTITAA ACT AGCT GGTCT
TAAATTCGCAAATAAA---------- CGTGGAAATTGAAAAACATGAAACATGCCCATTAAAAA ATC’AIATCT.IGGTTT
TAAAT TCGCAAATAAA - - - - - s e m e o e e e o e e o e e o e e o e e e o e e e e e e o o e e e e e o oo m oo m o m - - - -

TAAATTCGCAAATAAA---------- CGTGGAAATTGAAAAACATGAAACATGCCCATTG-=-=-=-=-=-=-=-===-=-=----

TAAATTCGCAAATAAA---------- CGTGGAAATTGAAAAACATGAAACATGCCCATTATAAA

TAAATTCGCAAATAAA---------- CGTGGAAATTGAAAAACATGAAACATGCCCATTATAAA

TAAATTCGCAAATAAA---------- CGTGGAAATTGAAAAACATGAAACATGCCCATTG-=-=-=-=-=-=-=-===-=-=----

TAAATTCGCAAATAAA---------- CGTGGAAATTGAAAAACATGAAACATGCCCATTG-AAANEE A ABE ABRAAAARTCEA--------------BT------=-------=--------------
TAAATTCGCAAATAAA---------- CGTGGAAATTGAAAAACATGAAACATGCCCATTATARA A ATCTT——IGITA
TAAATTIGCAAATAAA —————————— CGTGGAAATTGAAAAACATGAAACATGCCCATTAC AIAAICTITTATTAAAGATTTAA T ACIT ARAGCTTAAGGTTT
TAAATTCGCAAATAAA---------- CGTGGAAATTGAAAAACATGAAACATGCCCATTATAAA AAAARTC- -AATCAAAGCTTTTA ATTT AGCC—AAIGTC
TAAATTCGCAAATAAA---------- CGTGGAAATTGAAAAACATGAAACATGCCCATTATAEBAEEERABRARIA - - - - - - - - - = = = = = = = s o o o o e o e e o o o o o e o oo oo e - oo - m - - - -
TAAATTCGCAAATAAA---------- CGTGGAAATTGAAAAACATGAAACATGCCCATTIC A CT--GGTTT
TAAATTCGCAAATAAA---------- CGTGGAAATTGAAAAACATGAAACATGCCCATTAAAA TTAAGITTTI

AAAA







.bed _uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 2111 b P

size: 2111bp; fragments: 1190; full length: 40 (>=1899.9bp)
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fasta.b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.f After TEtrimmer Extended plOt Blue lines are boundaries
size: 2415bp; fragments: 1148; full length: 0 (>=2173.5bp)
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divergence to consensus (%)

TE: md 1 family 71 Before TEtrimmer 811 bp

size: 811bp; fragments: 602; full length: 228 (>=729.9bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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