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MSA length = 625 1
AAGGAAATGTTAAGHC CRARGAA AT T TTTTAGGGIACGCACACAAAGAAAGIAGGTTAATCAGCGCTTATTTCCGGCGCCGAAA ---------------- GITACCAGCAAGCAGGCAACCIGCTTTCTTIGTATCCGTACCCT A —-ATA-ATAA_TIAA.A.A.TTTT— - - - AAA
--------- TTTAGHC ABANA T T TTBAAGGGTACGCACACAAAGAAAGCAGGTTAATCAGCCTTATTTCCGGCGCCGAAA- - - -« - - - - -GCGCTTGTTACCAGCAAGCAGGCAACCTGCTTTCTTTGTGBCCGTACCCTIMAR - - - - - = - = == o s e e oo e e e e e e oo oo AN
AGGGTACGCACACAAAGAAAGCHGGTTAAJCAGCGCTTATTTCCGGCACCGAAA- - - - - - - - - - GCGCTTGTTACCAGCAAGCAGGCAACCTGCTTTCTTTGTGTCCGTACCC TffTrcceaTAAA
AAGGTACGCACACAAAGAAAGCAGGTTAATCAGEGCTTATTTCCGGCACCGAAA- - - -« - - - - GCGCTTGTTACCAGCAAGCAGGCAACCTGCTTTCTTTGTGTCCfrAcccT - TTTACGAAAA
------------------------------------------------------ CACACAAAGAAAGCAIGTTAATCAGCGCTTATTTCCGGCACCGAAA————————————————GITACCAGCAAGIAGGCAACCIGCTT CTTTGTGTCCGTACCCT TTTC- - - - AAA
AAGGTACGCACICAAAGIAAGCAGGTTAATCAGCGCTTATTTCCGGCGCCGAAA ---------- GCGTTTGTTACCAGCAAGCAGGCAACCTGCTT CTITITA-C.— -----------------
TTAAGGGTACGCACACAAAGAAAGCAGGTTAATCAGCGCTTATTTCCGOMGCCGAAA - - - - - - = - - x s x o s s m ettt oo - - - -ACGTAARET
TT--AGGATACGCACACAAAGAAAGCAGGTTAATCAGCGCTTATTTCClGCcGCCclAAA - - - - - - - - - - GCGCTTRTTACCAGCAAGCAGGCAACCTGCTTTCTTTGTGTCHGTACCCTMAG-BGTAC - GEARBACACACARAGE 1GA TTAATAAG- - - - - ACGT=- - - - -
TTTTAAGTACGCACACAAAGAAAGCAGGTTAATCAGCGTTTATTTCIMGHGClGAAA - - - - - - - - - - GCGCTTGTTACCAGCAAGCAGGCAACCTGCTTCTTTGTGTCCGTACCCT TTT----AA
AAGGAAATGTTTAA TT--AGGATABGCACACAAAGAAAGCAGGTTAATCAGCGTTATTTCCORMMGRC- - - - - - -------- GCITTTGTTACCAGCAAGIAGGCAACCTGCI!TCTTTGTGTCCGTACCCT ----- TTTATGT - -m
----- AATITTTIA TT TAGGATACGIACACAAAGAAAGCAGGTTAATCAGCGCTTATTTCIGGCACCGAAA——————————————————————————————————————————————————————————————————————————————————————————————————————————————
IAGTA————TTTAG TTAGGGTAIGCACACAAAGAAAGCAGGTTAATCAGCITTTATTTCCGGCGCCGAAA ---------- ICGCTTGTTACCAGCAAGCAGGCAACCTGCTTTCTTTGTGTICITACCCT --------

TTTT----AAAGT
TTTT----AAART

A -
-------------------------------------------------------------------------------------------------------------------- GITACCAGCAAGCAGGCAACCIGCTTTCTTIGTATCCGTACCCTIAI—
GCGCTTGTTACCAGCAAGCAGICAACCTGCTTTCTTTGTGTCCGTACCCT———A
GCGTTTGTTACCAGCAAGCIGGCAACCTGCTTTCTTTGTGTCIGIACCCTIAIA
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2.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa After TEtrimmer 625 bp

size: 625bp; fragments: 811; full length: 24 (>=562.5bp)
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)ed g 2.bed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 925bp; fragments: 715; full length: 0 (>=832.5bp)
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size: 453bp; fragments: 134; full length: 45 (>=407.7bp)

TE: rnd_5 family 3505
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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