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TAACAA - - - - - - m s - e m e et e e e e e m e e e e m ettt e et e e e st st e e s s mee e TCTACACAGGCAATATGACCTTAGATGTCGAAGCCTTAAAAAAAAAAAAAACTA

TARAATTTTATTTATTTTTATTTGAGAATTTTTGTGTTAAATGATTGTTTATCTAAAA---------- TCTACACAGGCGATATGACCTTAGATGTTGAAGCCTTAAAAAAAAAAAAATTTT
GTA I ————— TATTGATCTATATTTGCTAATTTATGTGATAAATAAATATTTATCACAAA------=-=--- TCTACACAGGCGATATGACCTTAGATGTCGAAGCCTTAAAAAAAAIAAAATTT
GTAIMBCCACAATCTATTTATTTATATTTGCGAATTTTTGTGTTAAATAATTGTTTATCTAAAA---------- TCTACACAGGCGGTATGACCTTAGATGTCGAAGCCTTGATAAAAAAAAAAATTT TAA ACATCAATT
GTAIMBCCACAATCTATTTATTTATATTTGCGAATTTTTGTGTTAAATAATTGTTTATCTAAAA----=------ TCTACACAGGCGGTATGACCTTAGATGTCGAAGCCTTGATAAAAAAAAAAATTT ACATCAATT

TAAT---A
TTCHT----TAA
TAATCTGA
TAATC- -A
TAATC- -A
T----TAA

CAICAATT
ACATCAATT

------------------------------------------------------------------------- TCTACACAGGCGATATGACCTTAGATATCGAAGCCTTAAAAAAAAAAAAAATTT
------------------------------------------------------------------------- TCTACACAGGCGATATGACCTTAGATGTCGAAGCCTTAAAAAAAAIR- - -ACTT

------------------------------------------------------------------------- TCTACACANEBRAAGATETCETTAGATATTGEEGC

------------- TTTT
------------------------------------------------------------------------- TCTACACAGGCGATATGACCTTAGATGTCGAAG C!I!AAAAAAAAAAA.ATTA

TAA CATCAATT AGERITCHET - --CTA THEENA
AITCAAT ABRTTERRTACAAGAAEBETERAA

TGA
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size: 3196bp; fragments: 212; full length: 2 (>=2876.4bp)
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tastab.bed ufbed g 4.bed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 3802bp; fragments: 211; full length: 0 (>=3421.8bp)
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TE: rnd_5 family 3495
size: 3377bp; fragments: 197; full length: 9 (>=3039.3bp)
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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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