Start crop Point End crop Point

1 MSA length = 1352

AAG- - - - TTEBABABCAGAATAT THCTE- - - - FATCIGA - - - - - - - - - oo TAAATCCCGATTTAGCATCATGGGCTCCCCTACTATA - == == == oo o= - - ABAAT
TAA- - - - - - AAT AAAAAARRT - CBBITTRTA- - - - - - - AGTAGGGGAGICCAAGGGGGGATTICGGGAGTTACTAAAGCIiGGCAIAT ---------- TAAATCCCGATTTAGCATATGGGCTCCCCTATATA- - TGCAAA - —ACAIAIAIT
TAA- - - -TTAATBABAAARATAT TGTTTATT - AGTAGGGGAGCCCABGGGGGGATTTCGGGAGTTACTAAAGCGGcAGAT - - - - - - - - - - TAAATCCCGATTTAGCATCATGGGCTCCCCTGCTA - = = = = = = m e e e oo e o e o e e e e e o mo e o e o e -
TAAATATABAAT ATGIAAAT AGTAGGGGAGCCCAAGGGJGGATTTCGGGAGTTACTAAAGCGCGGCAGAT - - - - - - - - - - TAAATCCCGATTTAGCATCATGGGCTCCCCTGCTACAAGTACAAAATGAAIARAAA
-------------------------------------------------------------------------------------------------------------- TAAATCCCGATTTAGCATCATGGGCTCCCCTGCTATA - = = = o s oo mmmmmmmm e oo -
----------- AAAATAEA T TACTEA - - - AGTAGGGGAGCCCAAGGGGGJATTTCGGGAGTTACTAAAGCGCGGCAGAT - - - - - - - - - - TAAATCCCGATTTAGCATCATGGGCTCCCCRACTA- -« - - - - oo - -
--------- ATAATAT TATI!ATA— ————————————————————————————————————————————————————————————TAAATCCIGATTTAGCATCATGGGCTCCCCIACTATAT
TAAAAATTTTAARTIRAAAAATGTT-T TATTTATAC

TAAAAATTTTAA
TAAAA - - - TAAT
TAAATTTT.AT

AAAAATGT
CAAAATAT
AIGAATG
AAAAATAC

TATTTATAC
TACTH- - - -
TGITTAIAT

------------------------------------------------------------ TAAATRICCGATTTAGCATCATGGGCTCCCCTACTATAAT == = = = m o mmmmmm e e o -
------------------------------------------------------------ TAAATICCGATTTAGCATCATGGGCTCCCCTACTATAAT——————————————————
AGTAGGGGAGCCCAAGGGGGGATTTCGGGAGTTACTAAAGCGCGGCAGAT - - - == - - - - - TAAATCCCGATTTAGCATRATGGGCTCCCETGCTAR- - - - - CAAATTAAA
AGTAGGGGAGCCCAAGGGGGGATTTCGGGAGTTACTAAAGCGCGGCAGAT - = = = = = = = = = = = - - TCCCGATTTAGCATCATGGGCTCJCCTGCTACAT - TACAA-TTAAA
AGTAGGGGAGCCCAAGGGGGGATTTCGGGAGTTAJTAAAGCGCGGCAGAT - - - - - - - - - - TAAATCCCGATTTAGCATCATGGGCTCCCCTACTA - == - == m e m e mm = -
AGTAGGGGAGCCCAAGGGGGGATTTCGGGAGTACTAAAGCGCGGCAGAT - - - - - - - - - - TAAATCCCGATTTAGCATCAMGGGCTCCCCTACTA- - - - - - oo e oo - -
------- AGTIGGGGIGICCAAGGGGGGATTTCGGGAGTTACTAAAGCGCGGCAGAT——————————TAAATCCCGATTTAGCATCA GGGCTCCCCTACTA————TACIAATTAAA
TATTT- - - - AGTAGGGGAGCCCAAGGGGGGATTTCGGGAGTAJTAAAGCGCGGCAGAT - - - - - - - - - - TAAATCCCGATTTAGCATCABMGGGCTCCCCTACTA- === == s e m e e m = -
-------------------------------------------------------------------------------------------------------------- TAAATIICCGATTTAGCATCATGGGCTCCCCTACTATAAT == = = = m e mmmm e e m e o -
-AGAAAATIAT A.AAAC —A-TAITGTTTATTC ------------------------------------------------------------ TAAATICCGATTTAGCATCATGGICTCCCCTG-—AATTAIAAATT ----------

AAARABAAAAATACH- - - - - - - - - - - - - - - - - AGTAGGGGAGCCCAAGGGGGGATTTCGGGAGTTACTAAAGCGCGGCAGAT - - == - = - - - - TAAATCCCGATTTAGCATCATGGGCTCCCCTACTA
.TAAAA— - -TAATEANCAAAATATH- - C.TTITACTI— - AGTAGGGGAGCCCAAGGGGGGATTTCGGGAGTTACTAAAGCGCGGCAGA - - - - = = - - - - - TAAATCICGATTTAGCATCATGGGCTCCCCTGCT ----------------
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce.

divergence to consensus (%)

size: 1352bp; fragments: 66; full length: 5 (>=1216.8bp)
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.fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs

divergence to consensus (%)

size: 1672bp; fragments: 67; full length: 0 (>=1504.8bp)
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divergence to consensus (%)
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TE: rnd_5 family 7658

size: 410bp; fragments: 478; full length: 53 (>=369bp)
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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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