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MSA length = 6054 1

IATA.AIATATITAATAIA-ATIA-AIATEAIAI— ATATTGTCAAGAAAAATGGCGCATCCGCCAGAAATTAAAAATGTATTACTGGT T --------- - AGTATTTTATCGTGAG- TTTAAATAGTGGACCCACGGAATCCGTAACAATAATI- - -------- - oo AT T - - - - - - - -
AGAEEAR- - - - - - - TTA-------- AA ABTTHABAR - ATATTGTCAAGAAAAATGGCGCATCCGCCAGAAATTAAAAATGTATTACTGGT T ------- - - - AGTATTTTATCGTGAG-TTTAAATAGTGGACCCACGGAATCCGTAACAATATTIRR- - - ------------=--=-----ANATIBACHEET - - - - - - - -
---------------------------------------------- ATATTGTCAAGAAAAATGGCGCAJJCCGCCAGAAATTAAAAATGTATTACTGGTT----------AGTATTTTATCGTGAGTTTAAATTAGTGGACCCACGGAATCCGTAACAATAT TAATAAATGTTAATA -ACAACGGT

ATA AATATTGTCAAGAAAAATGGCGCATCCGCCAGAAATTAAAAATGTATTACTGGT T --------- - AGTATTTTATCGTGAGTTTAAA-TAGTGGACCCACGGAATCCGTAACAATAT - - -TATTAAATATTAATAA -ACAATTCT

ATAITGTCAAGAAAAATGGCGCATCCGCCAGAAATTAAAAATGTATTACTGGTT —————————— AGTATTTTATCGTGAGTTTTAATTAGTGGACCCACGGAATCCGTAACAATAIT
AATATTGTCAAGAAAAATGGCGCATCCGCCAGAAATTAAAAATGTATTACTGGTT--=-=-=-=-=---- AGTATTTTATCGTGAGTTTAAA-TAGTGGACCCACGGAATCCGTAACAATATT
————————— AATAITGTCAAGAAAAATGGCITATCCGCCAGAAATTAAAAATGTATTACTGGTT——————————AGTATTTTATCGTGAGTTTAAATTAGTGGACCCACGGAATCCGTAACAATAIT

GGACAAAGACCCACAAQT
TAATTAATATTAATAART

-GCCACTCT
TACAACTCG

AATABTGTCAAGAAAAATGGCGCATCCGCCAGAAATTAAAAATGTATTACTGGT T - - --- === - AGTATTTTATCGTGAGTTTAAATTAGTGGACCCACGGAATCCGTAACAATAAT
AATATTGTCAAGAAAAATGGCGTATCCGCCAGAAATTAAAAITGTATTACTGGTT ---------- AGTATTTTATCGTGAG-TTTAAATAGTGGACCCACGGAATCCGTAACAATATT
.TA-AIAGATITT— - -GGCCAALCTGAAGATECA - - - - - - - - - - - ATATTGTCAAGAAAAATGGCGCATCCGCCAGAAATTAAAAATGTATTACTGGT T---------- AGTATTTTATCGTGAGTTTAAATTAGTGGACCCACGGAATCCGTAACAATATT

-ATAACTCT
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2d_uf.bed g 4.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa After TEtrimmer 6054 b P

size: 6054bp; fragments: 20671; full length: 1 (>=5448.6bp)
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/ 1353.fasta.b.bed _uf.bed g 4.bed fm _1.bed O O bcIn.fa_aln.fa cl
size: 6354bp; fragments: 21022; full length: 1 (>=5718.6bp)
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divergence to consensus (%)

TE: nd_5. family 1353 Before TEtrimmer 948 bp

size: 948bp; fragments: 10200; full length: 222 (>=853.2bp)
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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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1sensus before TEtrimmer (bp)

WS JI0)~I00©
ooooeeeoe
QOO0 O0O0O0O0O0O

Dotplot

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

o

I I I I
1000 2000 3000 4000 5000

TE consensus after TEtrimmer (bp)




