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1 MSA length = 259
TACAAABAGGGAAGGA TACAAATTAAATCCTCAATGAIAAAACAGITCACCTAGGAAAGATACGAAG
AICAIA AGGGAAI TACAAATIAAATCCTCAATIGCAATGCAGGTCACCTIGGA ----- ACGAAG

-------------------------------------- Te-s------------AATGACAAAACAGGTCACCTAGGAAAGATACGGG

GIATCACCATAATTAACGGTAGAATIAAGCTG
GCATCACTATAATJAACGGTAGAATAAAGCTG
GCATC CCGTIATTAACGGTAGAAIAAAGCT
------------------ GCCTI!CCATAATTAACIGTAGIATAAA CTG
AACAABAGGGAAGGA GIATCACCGTAATTAACGGTAGAAIAAA TGEATATGATGATHATERRE - - - ARTTTHEAR- - - - -
AICI LGAAA.A ACCTCACCGIAATTAACGGTAGAATAAAG TG

-------------------------------------------------------------------------------------------------------------- GCATCACCGTAATTAACTAGAATAAAGCTG
AACAIAIAGI ---------------------------------------------------------------------------------------------------- ATCACCGTAATTAACGGTAGAATAAAGCT
CCGTCC GCATCAC- - - - - - TAACGGTAJAATAAAGCTG
GCGITA GCAICACCGTAATTIACGGTAGAATAAAICTG
CCATCA ACCTCAITGTAATTAACIGIAGAATAAAGCTG
CCATCA GCATCATGTAATTAACGGTAJAATAAAGCTG
ACITCACCGTAATTAACGGTAGAIEAAIGCTG
GCATCAICATAATTAACGGTAGAARAAAGCG
GCATCI!CATAATTA GTAGAATAAAGCTGEATATGATHATEATERGRE - AAT - - - - - - - - - - -
AAIAAA A.AIAGGA GCATCACCGTAATTAHGTAGIAEIAAGCTG

AACAAABAGGGAAG - - = = = = - s e e e e e e e s GCATCAMCATAATTAACGGTAGAABAAAGCG AAAATT
AACAAABAGGGAAG - - ACCTCACCGTAATTAACHiGTAJAATAAAGCTG A-AATTT
AACAA AIGAAAGGA GCI—CACTGTAITTAACGGT ---------------------- A—AIATT

AACAAABAGGGAAGGABT
AAIAAA AGGGAAG - -
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ed uf.bed g 1.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa_
size: 259bp; fragments: 32; full length: 2 (>=233.1bp)
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4. fasta.b.bed uf.bed g 1.bed fm_ 1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs« After TEtrimmer Extended plOt Blue lines are boundaries

size: 572bp; fragments: 21; full length: 0 (>=514.8bp)
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size: 209bp; fragments: 36; full length: 1 (>=188.1bp)

TE: rnd_5 family 11424
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