Start crop Point End crop Point

1 MSA length = 3000 1
AGGCCCGTATTTATAGITGC TCTCGAGACGCCAAGACGGTCTTGGGC--=-=-=-=-=---- GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCTHAA

AGGCCCGTATTTATAGTTGCHMTCTCGAGACGCCAAGACGGTCTTGGGC - -~ - -= - - - - GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCTHAG
AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC - -~ - - =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCTHAA
AGGCCCGTATTTATAGTTGCHMTCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~ =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCTIRAG
AGGCCCGTATTTATAGT TICRTCTCGAGACGCCAAGACGGTCTTGGGC- - - - - - - - - - GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCTAA
AGGCCCGTATTTATAGTTGCETCTCGAGACGCCAAGACGGTCTTGGGC = = = = = = = = = = = = = = m 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 e -
AGGCTGGTATTTATAGTTGCHMTCTCGAGACGCCAAGACGGTCTTGGGC - ----= - - - - GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCTIAG
AGGCCCGTATTTATAGTTGCHMTCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~ =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCTIAG
AGGCCCGTATTTATAGTTGCEBTCTCGAGACGCCAAGACGGTCTTGGGC - - - ==~ - - - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCTA- - - - - -~ -~ - -
GGCCCGTATTTATAGTTGCTCTCGAGACGCCAAGACGGTCTTGGGC - - = - - - - - - - GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCT
AGGCTGGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC - ----= - - - - GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCTHA
AGGCTGGTATTTATAGTTGCTCTCGAGACGCCAAGACGGTCTTGGGC = = = = = = = = = = = = = = m o m 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 e o o
AGGCCCGTATTTATAGTTGCEBTCTCGAGACGCCAAGACIGTCTTGGGC- - - - - - - - - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCT
--------------------------------------------- GTATTTATAGTTGCETCTCGAGACGCCAAGACGGTCTTGGGC- - - - - - - - - -GCCCAAGACCGTCTTGGCGTCTCGAGACGCACTATAAATACGGGCCT
AGGCTGGTATTTATAGTTGCITCTCGAGACGCCAAGACGGT CBTGGGE - - - - - - - o m et e
AGGCCCGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC - ----= - - - - GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCTHA
GGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAG- - -GTCTTGGGC - - - - - - -~ - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCTIAG
AGGCTCGTATTTATAGTTGCRTCTCGAGAJGCCAAGACGGTCTTGGGC- - - - - - - - - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCIAG
AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~ =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGACGIAJJCTATAAATACGGGCCTRAA
GGCTGGTATTTATAGTTGCTCTCGAGACGCCAAGACGGTCTTGGGC - - = - - - - - - - GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCTIRBG
AGGCTGGTATTTATAGTTGCHMTCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~ =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCTHAG
GGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC
AGGCTGGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC
AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC
----------- GGCTGGTATTTATAGTTGCTCTCGAGACGCCAAGACGGTCTTGGGC
AGGCTGGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC
AGGCTGGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC
AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC
AGGCCCGTATTTATAGTTGCEBTCTCGAGACGCCAAGACGGTCTTGGC
AGGCTGGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCTAAJRIEA
AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC GCCCAAGACCGTTTGGCGTCTCGAGACGCAACTATAAATACGGGCCTAA - - - -AT-TA-
AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC GCCHAAGACCGTCTTGGCGTCTCGAGACGCAATATAAATACGGGCCTRAGITEIN
AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC
AGGCTGGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC
AGGCCCGTAITTATAGTTGC TCTCGAGACGCCAAGACIGTCTTGGGC
AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC
AGGCCCGTATTTATAITTGC TCTCGAGACGCCAAGACIGTCTTGGGC
AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC
AGGCCCGTATTTATAGTTGCHTCTCGAJACGCCAAGACGGTCTTGGGC
GGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC
AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC
----------------------- GGCCCGTATTTATAGTTGCMTCTCGAGACGCCAAGACGGTCTTGGGC
AGGCCCGTATTTATAGTIGC TCTCGAGACGCCAAGACIGTCTTGGGC
AGGCCCGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC
AGGCCCGTATTTATAGTIIGCEBTCTCGAGACGCCAAGACGGTCTTGGGC
AGGCCCGTATTTATAITIGC TCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~~~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCIACTATAAATACGGGCCT
AGGCCCGTATTTATAGTTGCETCTCGAGACCAAGACGGTCTTGGGC- - - - - - - - - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCT
AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~ =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCT
AGGCCCGTATRTATAGT TGCTCTCGAGACGCCAAGACGGTCTTGGGC - - - - - - - - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCT
GGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC - - - - - - -~ - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCC----- - - - -
GGCCCGTATTTATAGTTGCETCTCGAGACGCCAAGACGGTCTTGGGC - - - - - - - - - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCC----- - - - -
AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC - --=--= - - - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCTIA
AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC
AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC
AGGCCCITATTTATAGITGC TCTCGAIACGCCAAGACGGTCTTGGGC
AGGCTGGTATTTATAGTTGCHMTCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~ =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCT
AGGCTGGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~ =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCT
----------------- CCCGTATTTATAGTTGCEMTCTCGAGACGCCAAGACGGTCTTGGGC----------GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCT
----------- A- -AITIAGGCCCGTATTTATAGTTGC TCTCGAGACGCCAAGACGGTCTTGGGC----------GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCTAA- - - -G- - TAAA
---------------------------- CCCGTATTTATAGTTGCEMTCTCGAGACGCCAAGACGGTCTTGGGC----------GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCT AA.AT—IAA—
AA AT -

T

4 4 4 4 4 4 -4 -4 4 4 - -

- 4 4 -4 4 4 - -

—

ATTTIA
- - -A-T-AAA

---------------------------- CCCGTATTTATAGTTGCTCTCGAGACGCCAAGACGGTCTTGGGC----------GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCT AA -
TRAGGCCCGTATTTATAGTGCEBTCTCGAGACGCCAAGACGGTCT TGGGC - - - = = - - = == - o c s oo oo f Lo oL oooooooooool-o.o
- - TETTTBEAB T TGCATCTCGAGACGCCAAGACGGTCTTGGGC - = -« - - - - - - GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCC]

------------- AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC----------GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCC
AGGCCCGTATTTATAGT TGCBTCTCGAGACGCCAAGACGGTCTTGGGC - = = = = = = = = = = = & = & & & & o o o oo oo oo o b o b o oot f ot f ot o o e o f o e o e o e f e ot m e f e f e e e e e e e e
AGGCCCGTATTTATAGT TGCBTCTCGAGACGCCAAGACGGTCTTGGGC - = = = = = = = = = = = = = & & m e o o o ot ot oo e oo e o oo oo mo oo oo oo oo s
AGGCCCGTATTTATAGTGCETCTCGAGACGCCAAGACIIGTCTTGGGC - - - = - = - = - 4 - s - -t oo Lo oo
------- AGGCCCGTATTTATAGTTGC TCTCGAGACGCCAAGACGGTCTTGGGC——————————GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCEIAG - - --AA-

-GGCTGGTATTTATAGTTGCTCTCGAGACGCCAAGACGGTCTTGGGC - - -~~~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCC
TCTCGAGACGCCAAGABGGTCTTGGGC - - -« - - - - - - GCCCAATACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCT = = = = - = - o c s s e oo m ottt oot oo oiioooo oo
TCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~ =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCT
TCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~~~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCT
TCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~ =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCT
TCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~~~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCT
------------ GGCTGGTATTTATAGTTGCETCTCGAGACGCCAAGACGGTCTTGGGC - - - -- - - - - —GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATIAITIC-C
TRTAGGCCCGTATTTATAGT TGCBTCTCGAGACGCCAAGACGGTCTTGGGC- - - - - - - - - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCT
Y TGGGC---------- GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCT
TRAGGCTGGTATTTATAGTTGCITCTCGAGACGCCAAGACGGTCTTGGGC - - =~ - = - = = - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCT
GGCCCGTATTTATAGTTGC
AGGCCCGTATTTATAGTTGC

AGGCCCGTATTTATAGTTGC

----BATccTATRTETEG

T AGGCCCITATTTATAGTTGC
AGICCCGTATTTATAGTTGC

-------- i ff A

ATITAAA
TTTAA-

> > > O > 0 > > 0 >

>

4 4 4 4 4 4 - < -

AGGCTGGTATTTATAGTTGC
ARIGCTGGTATTTATAGTTGC
—————————— GECCCGTATTTATAGTTGC
AGGCCCGTATTTATAGTTGC
AGGCCCGTATTTATAGTTGC
AGGCCCGTATTTATAGTTG
AGGCCCGTATTTATAGTTGC
AGGCCCGTATTTATAGTTGC
AGGCCCGTATTTATAGTTGC
GGCCCGTATTTATAGTTGC
AGGCCCGTATTTATAGTTGC

TCTCGAGACGCCAAGACGGTCTTGGGC-=-=-=-=-=-=---- GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCT
TCTCGAGACGCCAAGACGGTCTTGGGC--=-=-=-=-=---- GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAIATACGGGCCT
TCTCGAGACGCCAAGACGGTECTTGGGEC - = = = = = = = = m s mm o e e o o o e o e o o e o o m o o o o m e o o e o o m e o e o o mm o m oo m o oo m oo m oo m - - -
TCTCGAGACGCCAAGACGGTCTTGGIC —————————— GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCTIAG————ATT AA------
TCTCGAGACGCCAAGACGGTECTTGGGEC - = = = = = = = = m s mm o e o o e e o o e o e o o m e o o o o o e o e e o o e o m o o m oo m e o - m - m - - - - IAA—
TCTCGAGACGCCAAGACGGTCTTGGGC-=-=-=-=-=-=---- GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTITAAATACGGGCCT AG ATT-AAA
TCTCGAGACGCCAAGACGGTCTTGGGC-=-=-=-=-=-=---- GCCCAAGACCGTCTTGGCGTCTCGAGACICAACTATAAATACGGGCCT AGGTGT - - - - - -

TCTCGAGACGCCAAGACGGTCTTGGGC--=-=-=-=-=---- GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCTHAG
TCTCGAGACGCCAAGACGGTCTTGGGC-=-=-=-=-=-=---- GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCTHAG
TCTCGAGACGCCAAGACGGTECTTGGGEC - - = = = = = = = m s o m e o e e o o o e o e o o e e o e e o o m e o e o oo e o e o oo oo m - m o - - - -

- - —G.C.TITITAT-T TCTCGAGACGCCAAGACGGTCTTGGGC - = == = = = = = - GCCCAAGACCGTCTTGGCGTCTCGAGATGCAACTATAAATACGGGCCTIAATTEE - - - - - -
TIAGGCCCGTATTTATAGTTGC TCTCGAGACGCCAAGACGGTCTTGGGC = = == = = = = - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCTRAGETEN - - - - - -
-------------------- GCGTR T AGACHCC- - - ATBGTCTTGGGC - - -« - - - - -GCCCAAGACCT - - - - - - e e e

TCTCGAGACGCCAAGACGGTCTTGGGC - === === - - - GCCCAAGACCGTCTTGGCGTCTCGAGACGCAACTATAAATACGGGCCTJAG
TCTCGAGACGCCAAGACGGTCTTGGGC = = = = = = = = = = = & & @ m @ m e m e m o m e f o f e m e f o mm e m o f ot e m e o m e e e e ae e e
TCTCGAGACGCCAAGACGGTCTTGGGC = = = = = = = = = = = & & @ m @ m @ e m e e f ot m ot m et mm e m ot o e m e o e e e e ae e e

GGCCCGTATTTATAGTTGC
GGCCCGTATTTATAGTTGC
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2d_uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa
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size: 3000bp; fragments: 990; full length: 20 (>=2700bp)
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/ 1577 .fasta.b.bed uf.bed g 1l.bed fm 1.bed O O bcIn.fa_aln.fa cl After TEtrimmer Extended plOt Blue lines are boundaries

size: 3300bp; fragments: 986; full length: 16 (_>:2970bp)
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TE: rnd_5 family 1577
size: 1316bp; fragments: 529; full length: 87 (>=1184.4bp)
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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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[E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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