Start crop Point

MSA length = 4690

AITTICAAIAITGT-T.CAATAC-AITTA ---------- ATAAATACEBIITTTCTTTC

-------------------------------------------------------------------------------------------------------------- ATAAATACEBRTTTCTTTC

THTTEARBAAG - - - - - - - - - - - TTTTTTTAGTA CAATAC TTA---------- ATAAATACEBIRTTTCTTTC
TITTIAr -------------- TTTTTTIAGTCI CAATAC TTA----man-- ATAAATACEBRTTTCTTTC
------------------------------------------------------------ CAATAC TTA----------ATAAATACBMITTTCTTTC
---------------- TTRTTAlT CAATAC TTA----------ATAAATACEBEITTTCTTTC

AA- == mm e e TCTT!ITI!T’ ------------------------------------------------------------ ATAAATACEBIRTTTCTTTC
GAATAGAGTATCTGC=- - - - - TTAAAABTGTTGATATGTAGCAATTTACAATTIRTGT CAATAC TTA---------- ATAAATACITTTCTCTC

TEBETGTCEA
THETATC

TC
TC

-------- TT
TT

GTITAGTGAATCTAATTTTTTAAIAA TGTTGATATGTAGCAATTTACAATT
TGTTGATATGTAGCAATTTACAATT
TGTTGATATGTAGCAATTTACAATT
TGTTGATATGTAGCAATTTACAATT

TGTTGATATGTAGCAATTTACAATT

TGT
TGT
TGT
TGT
TGT
TGT

CAATAC
CAATAC
CAATAC
CAATAC
CAATAC
CAATAC

TTA-=--------- ATAAATACEEITTTCTCTC
TTA-=--------- ATAAATACEEITTTCTCTC
TTA-=--------- ATAAATACEEITTTCTCTC
TTA-=--------- ATAAATACEEITTTCTCTC
TTA-=--------- ATAAATACEEITTTCTTTC
TTA-=--------- ATAAATACEBIRTTTCTTTC

ABIGAATAGAGTATCTGC- - - - - TTAAAA
ABGAATAGAGTATCTGC- - - - - TTAAAA
ABGTA - AGAGTATTTGC - = == = = = = = - -

End crop Point

!

ATTCACTG-AGTTTGACTGTGCCATTCAACAIN - - - - ----------
ATTCACTG-AGTTTGACTGTGCCATTCAACA
ATTCACTG-AGTTTGACTGTGCCATTCAACA TTTIA ATTT
ATTCACTG-AGTTTGACTGTGCCATTCAACA- TTTAAIATTT
ATTCACTG-AGTTTGACTGTGCCATTCAACA
ATTCACTG-AGTTTGACTGTGCCATTCAACA------=---
ATTCACTG-AGTTTGACTGTGCCATTCAACA

-CACTGAAGTTTGACTGTGCCATTCAACAR- -----AARGT TSl - - TARMATHET - - - - - -
-CACTGAAGTTTGACTGTGCCATTCAACA
-CACTGAAGTTTGACTGTGCCATTCAAC
-CACTGAAGTTTGACTGTGCCATTCAACAR- -----AARGT TSl - - TARMATHET - - - - - -
-CACTGAAGTTTGACTGTGCCATTCAACAEERGE T TTAARATT TG T ARMA THET - - - - - -
-CACTGAAGTTTGACTGTGCCATTCAACA
ATTCACTG-AGTTTGACTGTGCCATTCAACA

QO > > > > 0O > > 0
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.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f:

divergence to consensus (%)
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size: 4690bp; fragments: 114; full length: 5 (>=4221bp)
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fasta.b.bed_uf.bed g 1l.bed fm _1.bed O O bcIn.fa_aln.fa cl.fa_gs.f
size: 4993bp; fragments: 81; full length: 5 (>=4493.7bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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divergence to consensus (%)
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size: 3919bp; fragments: 23; full length: 5 (>=3527.1bp)

TE: Itr_1 family 882

|
0 1000

2000
TE consensus (bp)

|
3000

coverage (bp)

10

Before TEtrimmer 3919 bp

I I I
1000 2000 3000
TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

3000

2000

1000

1000 2000 3000
TE consensus self dotplot (bp)

No TE domain detected

1000 2000 3000
TE consensus structure and protein hits (bp)




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 09/10/25)
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