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1 MSA length = 5551 1

AATTATCCTTCGCTGTTGTCCTTCATGATTATTACACTATGTAGTAAGCAT ---=-=---=--- CTTCGTTACAGGTAAGTCGATCAATCTAGTAATTAANN - ---------------
AATTATCCTTCGCTGTTGTCCTTCATGATTATTACACTATGTAGTAAGCAT --=-=-=------ CTTCGTTACAGGTAAGTCGATCAATCTAGTAATTAT ATTIA ————————
——————————— ATTATCCTTCGCTGTTGTCCTTCATGATTATTACACTATGTAGTAAGCAT ATTAAAATACTGIT
AATTATCCTTCGCTGTTGTCCTTCATGATTATTACACTATGTAGTAAGCAT----------CTTCGTTACAGGTAAGTCGATCAATCTAGTAATTAT - --------- TGTT
AATTATCCTTCGCTGTTGTCCTTCATGATTATTACACTATGTAGTAAGCAT----------CTTCGTTACAGGTAAGTCGATCAATCTAGTAAT TA - - - - - - - s s s e e e e e e e e o e oo - - -
ATTATCCTTCGCTGTTGTCCTTCATGATTATTACACTATGTAGTAAGCAT----------CTTCGTTACAGGTAAGTCGATCAATCTAGTAATTA---=-=--=-=-=---=---- TT
AATTATCCTTCGCTGTTGTCCTTCATGATTATTACACTATGTAGTAAGCAT ATTAAAAGAATGTT
AATTATCCTTCGCTGTTGTCCTTCATGATTATTACACTATGTAGTAAGCAT ATTAAAATAATITT
AATTATCCTTCGCTGTTGTCCTTCATGATTATTICACTATGTAGTAAGCAT ATTAIAA ————————————————————————————————————————————
AATTATCCTTCGCTGTTGTCCTTCATGATTATTACACTATGTAGTAAGCAT----------CTTCGTTACAGGTAAGTCGATCAATCTAGTAAT TA - - - - - - - s s s e e e e e e e e o e oo - - -
AATTATCCTTCGCTGTTGTCCTTCATGATTATTACACTATGTAGTAAGCAT --=-=-=------ CTTCGTTACAGGTAAGTCGATCAATCTAGTAATTAT---------- TGTTHTTC

ATTATCCTTCGCTGTTGTCCTTCATGATTATTACACTATGTAGTAAGCAT ---=-=-=----- CTTCGTTACAGGTAAGTCGATCAATCTAGTAATTATlCTAAIATCATGITETIC
ATTATCCTTCGCTGTTGTCCTTCATGATTATTACACTATGTAGTAAGCAT ---=-=-=----- CTTCGTTACAGGTAAGTCGATCAATCTAGTAAT - --=-=-=-=----=---==---=---- TTT
AATTATCCTTCGCTGTTGTCCTTCATGATTATTACACTATGTAGTAAGCAT --=-=-=------ CTTCGTTACAGGTAAGTCGATCAATCTAGTAATTATI— - CTAAAATAAIGTT.TTT

AATEA ATTATITIAAATAAA

>
_|
_|
_|
_|

AAT TTITTIAG———IAA
AABTAGEAT T - - - - - - - - - AAA
AATHT ATTAITTAAAA—AAT

TGETRATTCET T TARAATRAGE- - - - - - TAAAA - - AA
TGATGTAT TMAAGTGA ———ATTIAA————A

=4 > 4 > 4 4 > 34 3




| | " | |m

[— —



b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.

size: 5551bp; fragments: 3386; full length: 10 (>=4995.9bp)
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 fasta.b.bed uf.bed g 2.bed fm_ 1.bed 0 O bcin.fa_aln.fa cl.fa gs

size: 5851bp; fragments: 3386; full length: 9 (>=5265.9bp)
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divergence to consensus (%)

TE: rnd_5 family 8462

size: 4146bp; fragments: 1412; full length: 27 (>=3731.4bp)
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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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