Start crop Point End crop Point

MSA length = 4329 1
TGTGGCGGACTTCCGAAGGTAGCAAGTGCCCGCCA---------- AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAA-----------
TGTGGCGGACTTCCGAAGGTAGCAAGTGCCCGCCA---------- AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAA-----------

-------------------------------------------------------------------------------------------------------------- AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAA- - AGTTET

---------------------- G - -ATAA--A----- TGTGGCGGACTTCCAAAGGTAGCAAGTGCCCGCCA - = = = = = = = = = = 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 @ e e @ e e e @ e e e e e e e e e e e e e e e e e m e e e e e e e e e e
G A ATATGAARAA - - - TT TGTGGCGGACTTCCAAAGGTAGCAAGEBGCCCGCCA- - - - - - - - - AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACA - = = = = = = = mmmmm e e e e e e e
G A ATATGAAIAA———TT TGTGGCGGACTTCCAAAGGTAGCAAGIGCCCGCCA ---------- AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACA - = = = = = = = mmm e e e e e e e o
ATTATAALAG- - - - - - - A e ATA- - - e - CATGAGTE TG TGGCGGACT TCCAAAGGTAGCAAGTGCCCGCCA - = = - = = =« o m s s m oo oo oo oot ot oot o oot
G A ATATAJAAAAACATA TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA - - - - == - = - - AAATGACTTA- - - - - - TECTCECRT@A - - - - - - - oo TRT-- AT
A ARATAATT - - - - == - = - - - CACABM MY TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA - - = = = = = = - - AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAA
A ARATAATT - - - - == - = - - - CACA ! TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA - == == = = - = - AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAA
G A C A TA TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA - - - - == - = - - AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAA
G A C A TA TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA - == - == - = - - AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAA
-------------------------------------------------------------------- GGCAGATT T CIG AR CITGC TGO CCGUCA - - - - - - v - o m o m oot oottt oot C e et
---------------------------------------------------- TGTGGCGGACTTCCAAAGGTAGCAAGTGCCCGCCA----=-----AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAACEBAATATT AT T TTHA ARABGE T
TGTGGCGGACTTCCAAAGGTAGCAAGTGCCCGCCA- === == - = - - AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAACIAATATIT-AIT-TTIA-AIAIGIT.
TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA - == === = - - - AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACA - = = = = = = = = mmm 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 e e o
TGTGGCGGACTTCCAAAGGTAGCAAGEBGCCCGCCA- - - - - - - - - AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAAGT = = = = = m = m e mm e e - ABBTT TT-- THRARAAGET
TGTGGCGGACTTCCAAAGGTAGCAAGIGCCCGCCA ---------- AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAAGT = = = = = m = mm e m e e = - IAITT-TT— —.TIAIAAGIT.
TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA - == == = = - = - AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACA - = = = = = = = m mm 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 e e e o
-------------------------------------------------------------------------------------------------------------- AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAA- - AGTTET

----------- TA TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA----------AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACANG- - - -AT

A G TTART--TTTA-TTTTA A AANBRA T
A G TTAANT - -TTTA-TTTTA A AABBAT - - - - - - - - - - - TA TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA---------- AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACANG - - - -AT

---------------------------------------------------------------- TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA----------AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAAGTAATATHT
------------------------------------------------- TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA----------AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAAGTAATATHT

4 4 4 4 4 4 -4 < -

------------------------------------------------- TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA----------AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAAGTAATATHT
--------------------------------- AT--cmceaaaa-T TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA----------AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACA- - - - - - -
--------------------------------- AT--cmceaaaa-T TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA----------AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACA- - - - - - -

------------------------------------------------------------- TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA----------AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAT - -AATATHT

TGTGGCGGACTTHIMAAAGGTAGCAAGTGCCCGCCA--=-=-=-=-=-=-=-- AAATGACTTAATTATTTAGTGTGCCTAAT TTGCTACCCGCAACGGCCACAT - - === == s s e e e o e e o o e e o e o o e o o e o o e oo e o - o - -
TGTGGCGGACTTIAAAGGTAGCAAGTGCCCGCCA —————————— AAATGACTTAATTATTTAGTGTGCCTAAT TTGCTACCCGCAACGGCCACA T - - == = == s s e m e e o e e e o e e o e e o e e o o e o o e oo m o - - - - -
TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA--=-=-=-=-=-=-=-- AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAA---A

TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA--=-=-=-=-=-=-=-- AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAA---A

TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA--=-=-=-=-=-=-=-- AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACA
TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA--=-=-=-=-=-=-=-- AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACA
———————————————————————————————————————————————————————————————— TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA----------AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAAGTAATATET
T---TTT- A-AA.ATA AAAAAAAAATA TGTGGCGGACTTCCAAAGGTAGCAAGTGCCCGCCA--=-=-=-=-=-=-=-- AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACA
TAAATIT— ———————————— AT TAA ————A TGTGGCGGACTTCCAAAGGTAGCAAGTGCCCGCCA--=-=-=-=-=-=-=-- AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAA--AATAT AAA

> > > > O 0

T
T
T

TAAATET - TR AR - - - - - ------ - AT TAA ————A TGTGGCGGACTTCCAAAGGTAGCAAGTGCCCGCCA--=-=-=-=-=-=-=-- AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAA--AATAT AAA
T---TTT- ATARAAAAAAAAATA TGTGGCGGACTTCCAAAGGTAGCAAGTGCCCGCCA--=-=-=-=-=-=-=-- AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACA AAA

> > > > > > P>

> > > > > > >

_____________ TT TGTGGCGGACTTCCGAAGGTAGCAAGTGCCCGCCA
_____________ TT TGTGGCGGACTTCCGAAGGTAGCAAGTGCCCGCCA
_____________ TATAA.AA- - TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA

TGTGGCAGACTTCCGAAGGTAGCAAGTGCCHGCCA
TGTGGCAGACTTCCGAAGGTAGCAAGTGCCHGCCA
TGTGGCAGACTTCCGAAGGTAGIAAGTGCC GCCA

T---TTT-
T---TTT-
T---TTTT

TGTGGCAGACTTCCGAAGGTAGHAAGTGCCHIGCCA
TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA

ANRA AGTHETTTAGTGAACTT - - ARA A AGEIBRATARAAAAAAAAACT T TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA
ANRA AGTTERT TAGT ARA A AG

AACTT - - ATABAAAAAAAAACT TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA

G TCA - -ATGAAAA
G TCA

- -ATGAAAA AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACA - = = = == o e oo o = -
G----TTA T———TTT———— A H AAATGACTTAATTATTTAGTGTGCCTIATTTGCTACCCGCAACGGCCACA -------
G-TCA AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACA - = = = = = = = = oo - -
G----TTA T———TTT———— AAATGACTTAATTATTTAGTGTGCCTIATTTGCTACCCGCAACGGCCACA -------
TAAATTT - AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAA - - AA
TAAATTT - AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACAA - - AA
-------------------------------------------------------------------------------------------------------------- AAATGACTTAATTATTTAGTGTGCCTAATTTGCTACCCGCAACGGCCACATCT - -

ATAIGIAAAAICATT A TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA
---------- ACA - A TGTGGCAGACTTCCGAAGGTAGCAAGTGCCCGCCA
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_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 4329 bp
size: 4329bp; fragments: 265; full length: 30 (>=3896.1bp)
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2d g _l1l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢
size: 4631bp; fragments: 265; full length: 28 (>=4167.9bp)
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TE: Itr_1 family 188

size: 316bp; fragments: 93; full length: 25 (>=284.4bp)
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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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ansus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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