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MSA length = 1292 1
TGGAACACGATAAATT - - TRTATHT G TIEAAAAA TTAGGATTCAATCGTCCCAGAACCGATCCGGG- - - CCAAGAAAAGTTTGT === ---=--- GGTTAATGAAAACCTTTCGGGATTIICATICCTABCIE - - - - - - - - - - - - - - - - - e oo i TTCTT s m s e mmmm e mem e e e e -
TGGAACACGATAAATT - —TITATIT-G.T.AAAAA-TTAGGATTCAATCGTCCCAGAACCGATCCGGG— - -CCAAGAAAAGTTTGT--=-=--=---- GGTTAATGAAAACCTTTCGGGATTICATICCTA ------------------------------------ TTCTT - mmmmmmmmmemee e e -
-------------------------------------------------------------------------------------------------------------- GGTTAATGAAAACHTTTCGGGATTGACATCCCTA TAACAATIJCT-ATATARTAGT
-------------------------------------------------------------------------------------------------------------- BcTTAATGAAAACCTTTCGGGATGACATCCCTA - - -TAAACTTT- - TAACAATTCTIAAITAITAGT

TGGA-=----===--- TATHRAATH GG A - - - ----------- TAGGATTCAATCGTCCCAGAACCGATCCGGGATCCCAAGGAAAG-TTGT == -=-=«---- GGTTAATGAAAACCT TTGGGATTGACATCCCTAR- - - - - - - - - - - - - - - CA- mm s e m e et e e e e a e

TIGAAAATAATAAA——TAT TTAGGATTCAATCGTCCCAGAACCGATCCGGGATCCCAAGGAAAGTTTGT == === === =~ GGTTAATGAAAACCTTTCGGGATTGACATCCCTA ATATAAA----A

THRGAAAATAATAAA--TAT TTAGGATTCAATCGTCCCAGAACCGATCCGGGATCCCAAGGAAAGTTTGT == === ===~ - GGTTAATGAAAACCTTTCGGGATTGACATCCCTA ATATAAA----A

> > > > > > >
—H > > » > 4 4 > > >

------------------------------- BBBCCCAAGGAAAGTTTGT - ---------GGTTAATGAAAACTTTIIGGGATTGACATCCCTA
TTAGGATTCAATCGTCCCAGAACCGATCCJGGATCJCAAGGAAAGTTTGT - - - - - - - - - - GGTTAATGAAAACCTTTCGGGATTGACATCCCTARTINEEA - - - - - - - - - - - IR ABARE TARETE A BBECA - - - - -- - - -
ATCCGGGATCCCAAGGAAAGTTTGT - ---=----- GGTTAATGAAAACCTTTCGGGARTGARATCCCTARTATEABATAAACTTTACREACAGER- - - - - - - - - - - -
TTACTAATCATATAAACAACRAAAGAAAATETATT - - - - - - = - = = = = = & = &= & = f e o e f e o e o e f e ot o oo oo oo oo GGTTAATGAAAACCTTTCGEGATTGACATCCCTAR---------------TTAAGE,ACGAAGT AETGA - - - -------------

TAA---CTGTT
TAACAG- - - - -

TGIEAAATAARAA

TGGAA——TAATAA!I BCBACCHATCCGGGATCCCAAGGAAAGTTTGT - - = - = - = - - - GGTTAATGAAAACCTTTCGGGATTGACATCCCTA
------------------------------------------------------------------------------------------------------- BGTTAATGAAAACCTTTCGJGATTGACATCCCTA
-------------------------------------------------------------------------------------------------------------- GGTTAATGAAAABCTTTCGGGAJJTGACATCCCTA
ITAT TTAGGATTCAATCGTCCCAGAACHGATCCGGG - - - CCAGAAAAGTTTGT - - - - - - - - - - GGTTAATGAAAACCTTTCGGGATTljcATfccTA

TATTTHTTAGACATT TATTA - - - ATBIRATG - - - - - - =« = = & & = & m s o f e ot e o o e o ot e e f o oot f i o i f oo i e i e oo GGTTAATGAAAACCTTTCGGGATTGACATCCCTA
LT | - - L L B e GGTTAATGAAAACCTTTCGGGATTGACATCCCTA
GGTTIATGAAAACCTTTCGGGATTGACATCCCTA
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2.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_aln.fa

divergence to consensus (%)
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)ed g 2.bed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 1685bp; fragments: 240; full length: 0 (>=1516.5bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5 family 3790

size: 875bp; fragments: 194; full length: 9 (>=787.5bp)
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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)

800

700

600

500

400

300

200

100

Dotplot

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

I I
500 1000

TE consensus after TEtrimmer (bp)




