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MSA length = 3697 1
------------------------------------------------------------ TGTAGTTATTGTAGTTATTATAGTAGTAATGAAACCTCAGACAAGGATCT
AAACT - - -------- TGTAGTTATTGTAGTTATTATAGTAGTAATGAAACCTCAGACAAGGATCT

------------------------------------------------------------ TGTAGTTATTGTAGTTATTATAGTAGTAATGAAACCTCAGACAAGGATCT
------------------------------------------------------------ TGTAGTTATTGTAGTTATTATAGTAJJTAATGAAACCTCAGACAAGGATCT

AAAATAGAATGTAAAGTCTATGCTCGCCCGTCTGTGTTCGGCTACGTTAAACT --=-=-=-=-=-~--- TGTAGTTATTGTAGTTATTATAGTAGTAATGAAACCTCAGACAAGGATCT

AATCAAGEEICEBAT TAABR TEABEA C TRAAT - - - - - = = = m o o o o o e o o o e o o o o e e o o e o o o o o e o o e o e o o m oo oo - m - - - - - TGTAGTTATTGTAGTTATTATAGTAGTAATGAAACCTCAGACAAGGATCT
————————————————————————————————————————————————————————————————— TTATTGTAGTTATTATAGTAGTAATGAAACCTCAGACAAGGATCT

AATCAAG CIATTAA AATGTAAAATGTAAATTATCTATTTACCCCTTTTTGTTTCCTAGCCTAGAAAT ----=-=----- TGTAGTTATTGTAGTTATTATAGTAGTAATGAAACCTCAGACAAGGATCT
CATCAAGEETAA-TAA AAAATAGAATGTAAAGTCTATGCTCGCCCGTCTGTGTTCGGCTACGTTAAACT --=-=-=-=-=-=--- TGTAGTTATTGTAGTTATTATAGTAGTAATGAAACCTCAGACAAGGATCT
CATCAAGEETAA-TAA AAAATAGAATGTAAAGTCTATGCTCGCCCGTCTGTGTTCGGCTACGTTAAACC--=-=-=-=----- TGTAGTTATTGTAGTTATTATAGTAGTAATGAAACCTCAGACAAGGATCT
CATCAAGESTAA-TAABARATHTT TIMAAAATAGAATGTAAAGTCTATGCTCGCCCGTCTGTGTTCGGCTACGTT-=-==-=-=-===-==---- TGTAGTTATTGTAGTTATTATAGTAGTAATGAAACCTCAGACAAGGATCT

-------------------------------------------------------------------------------------------------------------- TGTAGTTATTGTAGTTATTATAGTAGTAATGAAACCTCAGACAAGGATCT
------------------------------------------------------------------------------------------------------------------- TTATTGTAGTTATTATAGTAGJAATGAAACCTCAGACAAGGATCT
------------------------------------------------------------------------------------------------------------------- B ATTGTAGTTATTATAGTAGTAATGAAACCTCAGACAAGGATCT
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TE: rnd_5 family 10510
size: 1823bp; fragments: 305; full length: 39 (>=1640.7bp)

I I
0 500 1000 1500
TE consensus (bp)

coverage (bp)

150 200

100

Before TEtrimmer 1823 bp

I I I
500 1000 1500
TE consensus genomic coverage plot (bp)

1000 1500

TE consensus self dotplot (bp)
500

500 1000
TE consensus self dotplot (bp)

I
1500

No TE domain detected

500 1000 1500
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 10/10/25)
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