Start crop Point End crop Point

1 MSA length = 1612
A----CAGGGCCGAGCCGTGCCGGGGGTGCAAGGGGTGCATGGCACCCGGGC-----=- - - - CTTGCACCCGGGCGGCAGATACCCTAGGCTCGGCCCTGHMMCAA - - - - - - - T AT TTTATGAARTARTA - - - - - - - - - - - - - - - - ATAATT
AATACCAGGGCCGAGCCGTGCCGGGGGTGCAAGGGGTGCATGGCACCCGGGC - -~ -~ = - - - - CTTGCACCCGGGCGGCAGATACCCTAGGCTCGGCCCTGITAAAAATTAAT ClTT TTT A ATT C--TATTHT
AA- - -CAGGGCCGAGCCGTGCCGGGGGTGCAAGGGGTGCATGGCACCCGGGC - -~ -~ = - - - - CTTGCAICCGGGCGGCAGATACCCTAGGCTCGGCCCTG - - - - - - ATTAA THT THEGA ATT - - T
------------------ CAGGGCCGAGCCGTGCCGGGGGTGCAAGGGGTGCATGGCACCCGGGC----------CTTGCACCCGGGCGGCAGATACCCTAGGCTCGGCCCTG e e T
----------- CAGGGCCGAGCCGTGCCGGGGGTGCAAGGGGTGCATGGCACCCGGGH- -+ -+~ - - -CTTGRACCCGGGCGGCAGATACCCTAGGCTCGGCCCTCETBBAGACTAR- - - - - - - - - - - - - o c oo oo ATAATET
GTTACCAGGGCCGAGCCGTGCCGGGGGTGCAAIGGGTGCATGGCACCCGGGC ---------- CTTGCACCCGGGCGGCAGATACCCTAGGCTCGGCCCTG TAAAAATIAATI r ‘TTTIA-ATC TATTHT
GATABMCAGGGCCGAGCCGTGCCGGGGGTGCAAGGGGTGCATGGCACCCGGGC - - - - - - - - CTTGCACCCGGGCGGCAGATACCCTAGGCTCGGCCCTGHMTA - - - - - TAA TTTEEAA A-C ABAACET
AATI!CAGGGCCGAGCCGTGCCGGGGGIGCAAGGGGTGCATGGCACICGGGC ---------- CTTGCACCCGGGRGGCAGATACCCAGGCTCGGCCCTORITA - - <« -« s s x o m o e o e e oo ABATCHT
CAATAATTAA-BTcliTTERE@TTcTiiAAIBER - - - - - -- - - - - - - - - - - - - T

TTTT--ccmmmme -

TIT T.G C-

------------------------------------------------------------- CTTGCACCCGGGCGGCAGATAJCCTAGGCTCGGCCCTG ATAATTAA-JITCRBTT TTCT
AATACCAGGGCCGAGCCGTGCCGGGGGTGCAAGGGGTGCATGGCACCCGGGC - = - = = = - = - - CTTGCACCCGGGCGGCAGARACCCTAGGCTCGGCCCTG ===« === = - = - - TTCA ATCRAT TGAATEG TEGGRATAA- - - - - -
THTC






1.bed fm_1.bed 0 O n.bed g 1.bed fm_ 2.bed 0 O bcIn.fa_aln.fa_
size: 1612bp; fragments: 4477; full length: 152 (>=1450.8bp)
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ed g 1.bed fm 1.bed 0 O n.bed g 1l.bed fm 2.bed 0O O bcin.fa_
size: 1912bp; fragments: 4478; full length: 0 (>=1720.8bp)

divergence to consensus (%)
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TE: rnd_1 family 417
size: 434bp; fragments: 2195; full length: 969 (>=390.6bp)
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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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