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1 MSA length = 510 1

GGACGCCATCGATGTTATTTCAITGTTATTTTTAAGAAIAACTT—TTAATTTGCACCTT AT---------- GTGC GTCI ACTGTTATATT CTATTATTTTTTITATGTAATCACTGTTG
G

ATTCCCTTA

TG TAA

GA ATTCCCTTA AAABMGGACGCCATCGATGTTATTTCACTGTTATTTTTAAGAACAACTTTTTAATTTGCACCTTIMAT - - - - - - - - - - GTGCHEGTC ACTGTTATATT CTATTATTTTTTGTATGTAATCACTGTTGHGG TG TAA
AcTBGCTTG AA -GACGCCATCGATGTTATTTCACTGTTATTTTTAAGAACAACTTTTTAATTTGCACHTTAT - - -------- TRccTeTCRARGRACTGTTATTT CTGTATTTTTTGAACA- - - - ACTGTTGGA THGTAGAAT
TCTCGITTA 7 TCGCIGTC A ACTGTTATTTT CTGTTITTTIT GTAAIT -----------------------------------------------
X O AGAAACAACTGTTG TRcTAAAAT
GA CTCGCTTANTIEAAABE - - - - - - - - - - - - o oo e ctTiT@ac---------- IAAT.TCGCTITCIGIGIACTITTATTTTIATAICTAT.TTTTTTIGIACT ------- GTTG TGGTAGAAC
AA T TAACGCCBTCGATGTTATTTCACTGTTATTTT - -AGAACAACT TTTTAATTTGCABMT TBAC- - - - - - - - oo m e e ACA----ACTGTTG TGGJJAGAAT
GT T G———GIC!ICGATGTTATTTCACTGTTATTTTTAAGIACAACTTTITAATTTGCACCTT TCCETGTT ACTGTTATTTTATARCTGTTATTT TTGGEAGTAACAACTGTTG TGGTA - AAMC
GT B 1 Y = 5 - TCGTTGTC ACTGTTATTTTRGEARCTGTTATTTTTTGGAAGTBCAARTTT T TAAAATET
AABACH- - - - - - - B (Y 5 1 TClTTGTC ACTGTTAT-TTHGT TRTTATTTTTGGAACT - - - - ACTGTTG TGGTAGAACHT
GA EE - 0 N T
GA ACTCGCHTARTIEAAARME - - - - - - - - - - - - - - o e o e e e e e e e e e e cTTRAC---------- TGCEMTCGCTGTT ACTGTTATTTTIATABCTGTTATTTTTTGGAAGTAACAA-TTET GGTAGAATHT
GA ACTCGCHTABTIEAAARME - - - - - - - - - - - - - - o e o e e e e e e e e e e e e e e CTTHAC- - ----=- - - TGCITCGCTGTT GEGBACTGTTATTTT ATAICTGTTATTTTTTGGAAGTAACAA—TTIT GGTAGAATHT
T —GGTGCCATIGATGTTATTICACTGTTATTTTTGAGAACAACTTTTIAA-CACCTT GRGEACTGTTATTTT ATA——TGTTATTTTTTGGATGIAACAACTGTTG TGGTA—IAC T
ACTCGCTTABBARAAAGE - - - - - = = = = = = = = = = o m o e o e e e e e e e e e e e oo o 1N o AAEIC
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] uf.bed g 1.bed fm 1.bed 0 O bcin.fa_aln.fa_cl.fa_gs.fa ce.fa_se After TEtrimmer 510 bp

size: 510bp; fragments: 46; full length: 0 (>=459bp)
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ly 42 fasta.b.bed uf.bed g 1.bed fm 1.bed 0 0 bcinfa alnfa cli After TEtrimmer Extended plot Blue lines are boundaries
size: 831bp; fragments: 21; full length: 0 (>=747.9bp)
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TE: rnd_5 family 42

size: 1062bp; fragments: 90; full length: 1 (>=955.8bp)
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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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