Start crop Point

End crop Point

1 MSA length = 10216 1

AATIATT TATEBE T T - - - - - - - - - - - - - - - o oo e e e e e e e e e e e oo

TTATT - - TAGTAGAGTAAGGAAGCGCTTTGAAGTTAACCCEBCCCCCCTCACCCCTCAC - = = = = = = = = m e e e e e o e e e e e e e e e e e e e e e e e e e e e e oo

AA TI TT TTT AGTAGAGTAAGGAAGCGCTTTGAAGT TAACCCEBCCCCCCTCACCCCTCAC - = = = = = = = = = m o o e e e e e e e o e e o e e e e e f e e e e e e e e e e e e e o
---------------------------------- TTT e e e e e e e e e e e e e e e e e e oo
TATIA-A --T TAGTAGAGTAAGGAAGCGCTTTGAAGTTAACCCBCCCCCCTCACCCCTCAC---------- CTTIT-AITTIAAITTIAAAGTA.AACTICA.CAIAAAAIATTTGT

------ - - TAGTAGAGTAAGGAACCACTTTGAAGTTAACCCEBCCCCCCTCACCCCTCAC - = = = = = = = = m m o e e e e o o e o e e e o f e o e oo m e e e e e e e e e e e oo o -

AAATT-T - - TAGTAGAGTAAGGAAGCGCTTTGAAGT TAACCCECCCCCCTCACHCCTCAC - - - - - c o m e e e

ABATTRTT TTT TAGTAGAGTAAGGAACCACTTTGAAGTTAACCCEBCCCCCCTCACCCCTCAC-----=--- - - CTTATAGAAATTTAAATTAAAAGTAGGAACTACAAACAGAAAATATTTGT

AIGTT—TT ST TAGTAGAGTAAGGAACCACTTTGAAGTTAACCCEBCCCCCCTCACCCCTCAC- - -~~~ - - CTTATAGAAATTTAAATTAAAAGTAGGAACTACAAACAGAAAATAT - - - -

ATAT--@T ST TAGTAGAGTAAGGAAGCGTTTTGAATTTATCCCRICCCCCCTCACCCCTCAC - = = = = = = = = o mm e e e e e e e e e e o e e e oo e e e e e e e e e e e oo

N AGTAGAGTAAGGAAGCGCTTTGAAGT TAACCCHCCCCCCTCACCCCTCAC - = = = = = = = = = m m m o m e e e e e e o e e o e e e e e f e e e e e e e e e e e e o

AAATTA -TBA TBBAGTAGAGTAAGGAAGCGCTTTGAAGT TAACCCHCCCCCCTCACCCOTCAC - = = = = = -« - x o x o m s s s m o s o s oo

AATT-TTERGEIREE 8- - -------- GTAGAGTAAGGAAGCGTTTTGAATTTATCCCCCCCCCTCACCCCTCAC - = = = = = = = = = = m e m e e e e e e e f e e f e e m e m e d e m e e e e o e e oo s

AAGHT - TETECETE G T H--------- AGTAGAGTAAGGAAGCGTTTTGAATTTATCCCRCCCCCCTCACCCCTCAC - = = = = = = = = = m m o m e e e e e e o e e o e e e e e f e e o e e e e e e e e e e oo o
------------------------------------------------ BAGTAGAGTAAGGAAGCGTTTTGAATTTATCCCJCCCCCCTCACCCCTCAC- - - - - - - - - -CTTATAGAAATTTAAATTAAAAGTAGGAACTACAAACAGAAAATATTTGT
-------------------------------------------------------------------------------------------------------------- CTTATAGAAATTTAAATTAAAAGTAGGAACTACAAACAGAAAATATTTGT
--------- AGTAGAGTAAGGAAGCGTTTTGAATTTATCCCIICCCCCCTCACCCCTCAC - - - - - - o o o o e o e e o e e e e o e e e e e e e e e e e e e oo e e e e e e o o

‘ . I I ----- TAGTAGAGTAAGGAAGCGCTTTGAAGTTAACCCEBCCCCCCTCACCCCTCAC - = = = = = = = = mmm e e o e e e e e e e e o e e o e oo e e e e e e e e e e e oo -

------------- TTT.ATI T o o s s e e e e e e e e e e e e e e e e e e e e e e e eeeeee oo -CTTATAGAAATTTAAATTAAAAGTAGGAACTA- - AACAGAAAATATTCGT
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1.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa _aln.fa

divergence to consensus (%)

size: 10216bp; fragments: 1597; full length: 0 (>=9194.4bp)
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g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 _bclnfa al After TEtrimmer Extended plot Blue lines are boundaries
size: 10618bp; fragments: 1615; full length: 0 (>=9556.2bp)
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TE: rnd_4 family 4617
size: 1336bp; fragments: 387; full length: 13 (>=1202.4bp)
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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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sensus before TEtrimmer (bp)
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