Start crop Point End crop Point

1 MSA length = 566
TAARATAAAAC CGCCGCACAGATGAGTATTTCCGTCTAAAATCCGGTCAAA- - - - ---- - - TGGCCCCGTGCGCCATTTTATTTTTAATGACTTAAAGATGACAAGCATGT

!
-

TAA AACTAAGGTATIT

AATA TAAARMAT A CGA--TT
AA AAARA AA CAT--- -

------ CAIiICACAGAGIIGIATT.IGTCTAAAATCCGGTCAAA— - --------TGGCCCCGTGCGCCATETTATTTTTAATGAC- TAAAGATGACABG- - - - - THA ABTTAAGG- - - - -

-------------- GCGCACAGAGGBGTATTBICGTCTAAAATCIGGT CATRE - - - - - - - - - - - - = - s - s - s ot oo Lol

TATTTT T-C ATAAAACHABICGCCGCACAGATGAGTATTTCCGTCTAAAATCCGGTCAAA - == == - = - - - TGGCCCCGTGCGCCATTTTATTTCTAATGACTTAAAGATGACAAGCATGTEITAABAATAlAACTAAGGTATETRGTAAANAT ABBBcGA--TT
TATTTT T-C ATAAAACHABICGCCGCACAGATGAGTATTTCCITCTAAAATCCGGTCAAA - - - - - - - - - - TGGCCCCGTGCGCCATTTTATTTCTAATGACTTAAAGATGACAAGCATGTEIMTAABAATARAACEAARGGT AGIRGE T ANMGECGT - - AT
TATTTT TAC GRABGABTARETCEBEBCTAAAATCCGGTCAAA- - = - = - - - - - TGGCCCCGTGCGCCATTTATTTTTAATGACTTAAAGAJGACAAGCATG TRIMMTAABAATARAACTAAGAGATITIGTAAAREA TIMEAGEINCAAAAAT
TATTTTETEA- - -------- GEATTTRCGTCTAAAATCGGTCAAA- - - - - - - - - - TGGCCCClTGCGCCATTTTATTTTTAATGACTTAAAATGACAARAGTG TEIE TEA AACTAAGGGATITHEGTAAAGEA TEEEGAGETECAAAAAT
COECGCACAGAGGAGTATTTCCGTCTAAAATCCGGTCAAA - = - = - = - s - o st oot oo oo oo AACTAAGGTATETHGT ATEEEAGIRRECATTAAT

ACCACAC=- - - - - AJTATTTCCGTCTAAAATCCGGTCAAA GT A AT - AAT

CGCCACACAGAGGAGTATTTCCGTCTAAAATCCGGTCAAA TRT----- - e e e
-------------------------------------------------------------------------------------------------------------- ATAAAT

CGICGCACAGAGGAGTATTTCCGTCTAAAATCC.TCAAA ------------ CAT—IGT
CARJCGCACAJAGGAGTATTTCCGTCTAAAATCCGGTCAAA CAT-- - -
----- ACACAGAGGAGTATTTCCGJCTAAAATCCGGTCAAA
ACIGCICAIAGGAGTATTTCCGTCTAAAATCCIGTCAAA
------ CACAGAGIAGTATTTCCGTCTAAAATICGGTCAAA
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.b.bed _uf.bed g 1l.bed fm _1.bed O O bcIn.fa aln.fa _cl.fa_gs.fa ce After TEtrimmer 566 bp

size: 566bp; fragments: 96; full length: 11 (>=509.4bp)
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0.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: 883bp; fragments: 92; full length: 0 (>=794.7bp)
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divergence to consensus (%)
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size: 559bp; fragments: 106; full length: 14 (>=503.1bp)

TE: rnd_5 family 17940
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After TEtrimmer ORF and PFAM domain plot
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