Start crop Point End crop Point

1 MSA length = 5847 1

AATATATTTTTTAAART TTCAAAGTIAAATATCTCGGTTATTTTGGACTAATTTGAAAAACGGCAAAGAGAAAATATGTTTCT T TTATCGAGATCTACAA - - - - - - - - oo oo oo oL oL
AATATATTTTTTAAARTTTCAAAGTGAAATATCTCIGTTATTTTGGACTTATTTGAAAAACGGCAAAGAGAAAATATGT TTCT TTTATCGAGATCTACAA - - = - = - = - oo oo oot oooooooo.oo.o.o.......
AA--CATTTTTTAAARTTTCAAAGTGAAATATCTCGGTTATTTTGGACTAATTTGAAAAACGGCAAAGAGAAAATATGT TTCT TTTATCGAGATCTBOAA - - - - - - - - o oo - e oo oL oooooooo.o.o.o.......
AATATATTTTTTAAABTTTCAAAGTGAAATATCTCGGTTATTTTGRACTTATTTGAAAAACGGCAAAGAGAAAATATGT TTCT TTTATCGAGATCTACAA - - = - = - = - oo - oo oo Lo ooooooooo.o.o.o.o.....
AATATATTTTTTAAARTTTCAAAGTGAAATATCTCGGTTATTTTGGACTAATTTGAAAAACGGCAAAGAGAAAATATGT TTCTTTCATCGAGATCTACAA = = = = = = = % & m m o m m ot &t @t ot &t it @t @@t @@ m &t @@t @t @@t @@t @@t @@t @@t &t ot @t ot @@t m ot ot &t ot @ f e @ f e mf e m i e m it mmdmmemmeameamamea s

- - - -TATTTTJTAAART TTCAAAGTGAAATATCTCGGTTATTTTGGACTAATTTGAAAAACGGCAAAGAGAAAATATGTTTCTTTTATCGAGATCTACAA - - - - - - - - - - AATATAAGCCCGT = = = = = = = = = = = m m o m @ e e e e m e m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o s
AATATATTTTTTAAART TTCAAAGTGAAATATCTCGGTTATTTTGGACTAATTTGAAAAACGGCAAAGAGAAAATATGTTTCTTTCATCGAGATCTACAA - - - = = = = - - - AATATARIGCCIIGTGTTATAAAAATTAGTTCCCACGTTTCTTGAAATTGATCGTATTTGTTTTATTATTGTGCAAAATAGCGCTAACCAATCAAGATTGAG
TAAACITTTTrAIA TTTRRATGCEGABAT TT T TR T TG T T TG - - - oo AATATAAGCCCGTGTTATAAAAATTAGTTCCCACGTTTCTTGAAATTGATCGTGTTTGTTTTATTATTGTGTAAAATAGCGCTAACCAATCAAGATTGAG
- - -TATTTTETAAAMT TTCAAAGTGAAATATCTCGGTTATTTTGGACTAATTTGAAAAACGGCAAAGAGAAAATATGTTTCTTTTATCGAGATCTACAA - - - = = = = = - - AATATAAGCCCGTGTTATAAAAATTAGTTCCCACGTTTCTTGAAATTGATCGTGTTTGTTTTATTATTGTGTAAAATAGCGCTAACCAATCAAGATTGAG
AATATATTTTTTAAABTTTCAAAGTGAAATATCTCGGTTATTTTG TTATTTGAAAAACGGCAAAGAGAAAATATGTTTCTTTTATCGAGATCTACAA - - - - - = - - - - AATATAAGCCCGTGTTATAAAAATTTAGCTATAAATTTTATAAAACGGGCTTTGTTTATCGTATTATTTTGTAAAATGGCACGAATCAATCAAGGTCAAA
————TATTITTTA AATEEC- - - - - ATTTTBCGGET G!. ----------------------------------------------------------------------------------------------------------------------------------------------------------------
TAAACITTTT.AIA !.AIGIGA ATTTTT EIG --------------------------------------------------------------------------------------------------------------------------------------------------------------------






ed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_aln.fa_cl.
size: 5847bp; fragments: 21449; full length: 1 (>=5262.3bp)
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ed ufbed g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0. After TEtrimmer Extended plot Blue lines are boundaries

size: 6152bp; fragments: 18978; full length: 1 (>=5536.8bp)
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TE: rnd_5 family 15568

size: 1878bp; fragments: 6632; full length: 1 (>=1690.2bp)
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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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consensus before TEtrimmer (bp)
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