Start crop Point End crop Point

1 MSA length = 7579 1
TGTTTAAAAATTAAAATAATAAAAACATTTAATATATAAATATTAAATTGATTAAAAAATTTTTTTT-c-cmmnnn-- TCCCATTCATTCCTATAATTTCATATTATTGATTCTATTATATTTTTATTTGTTCGATTTAGTTAATTACTTGCATTTAA-AATTATTATTTAAATATTT
TGTCTAAAAATAAAAATAATAAAAACATGCAATGTACAAATATTGAGATGATTAAAAAATTTTTTTTA - == ----- - TCTCATTAACTAATTCGATTCCACATTATTGTTTCTATTAAGTTTTCTTTTGTTTC- - - - - - TTAATTGCAAGCATTTA-AAATTRTTATTTAG- - - - - T
------------------------------------------------------------------------------ TCCCCCCCTTCCCTATAAATTCATATTATTGATTCTATTATATTTTTATTTGTTCGATTTAGTTAATTACTTGCATTTAAAAATTATTATTTAAATATTT
-------------------------------------------------------------- TTTTTA----------TCCCATTCATTCCTATAATTTCATATTATTAATTCTATTATATTTTTATTTGTTCGATTTAGTTAATTACTTGGATTTAAAAATTATTATTTAAATRTT
CGTTTAAAAATTAAAATAAGAAAAACATTTAATATATAAATACTAAAT TGAATAAAAAAT T T T T T T T T m o - = & o s o m oo oo e o e e o e o e o e o e o e o e o e o e o e o e o e ot o et e o e m e o e ot et ettt ettt ottt o o e e e e oo oo oo oo mome e oo s
-------------------------------------------------------------------------------------------------------------------------------- TGTTCGTCTTAG- - - - -@ACTTACGTIEGEE- ABTTACBGTTTAAATEGTE
--------------------------------------------------------------------------------------------------------------------------------------------------------- TTTAAA- - - -ATTGTGJJAGATATTA
TGTTTACAAAATGGAGTAATTAAGGCTTTTAAAATATTAATATTAAAT TGTTTAAAAAAT TTTTIT TA - - - o - oo oo oo
---------------------------------------------------------------------------------------------------------------------------------------------------------------------- ATTTAAATATTT
TATTCAAATGTTAACATCTTACAAATACTTATTATCTAGGCATCAAATCGATTAAGAAGT TTT T TTBA - - - - - - - oo e ot
------------------------------------------------------------------------------ TCCCATTCATTCCTATAATTTCATATTATTGATTCTATTATATTATTATT <=« -« cATTCATTTAAGT === =--cocmaomnaooooo-o - ATABTA
------------------------------------------------------------------------------------------------------------------------------------------------------------ AAA- - - - - oo - -ATATTT



End crop Point

Start crop Point

gl
11

il

[N

[l

7000

L T e

6000

NI AR AR

e e
S e o i B e =
“ b——] e —— [ |

B L —l—] —— e

=== —— = S e

4000

——— —

= = _ =
o = __=
—

I
N
- i

e e s e e e —

ANRREET W
3000

—_— ————— e — _—

2000

1000

10 IIIIIII-IIIIIII-HIIIIIIIIIIIIIHIIIIIHIIHIIIII]IIH



1.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa _aln.fa

divergence to consensus (%)
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After TEtrimmer 7579 bp
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divergence to consensus (%)
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TE: rnd_5 family 4746
size: 7631bp; fragments: 271; full length: 1 (>=6867.9bp)
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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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