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MSA length = 1073 1
AAfiAATTCA CATATACATATTATTAAAATATACTTAGCCTAATCCCHAAAAAG- - -------- CCCACAGGGTJAAACAJGTAACAGGAAGTATATTTTGTAATATGTATATG
------ CATJITACATATTATTAAAATATACTTAJTCTAATCCCTAAAAAG- - - - - - - - - - CCCACAGGGTCAAATAGATAACACGAATATATTTTATAATATGTATATG
AAAATTCA CATATHCATATTATTAAAATATACTTAGCCTAATCCCTAAAAAG- - - - - - - - - - CCCACAIGGTCAAATAGGTAACACGAAGTATATTTTATAATATGTATATG
AABMAATTCA CAJJATACATETTATTAAAATATACTTAGCTAATCCCTAAAAAG- - - - - - - - - - CCCACAGGGTCAAATAGGTAACACGAAGTATATTTTATAATATGTATATG - - - - - - -
CATATACATATTATTAAAATATACETAGCCTAATCCCTAAAAAG- - - - - - - - - - CCCACAGGETCAAATAGGTAACAGGAAGTATATTTTATAATATGTATATGIATEAARATEEEA ABABAT - - - AAAABEH T TABMTA- - - - - -
--------------------------- TATATACATATTATTAAAATATACTTAGCCTAATCCCTAAAAAG——————————ICCACAGGITCAAATAGATAACACGAAGTATATTTTATAATATGTATATG
TATATAIATATTAT.AIATATA.TA-AT-TAIAIII ---------- CCCACAGGGTCAAACAGGTAACACGAAGTATATTTTATAATATGTATATG
CATATACATATTATTAAAATATACTTAGCCTAATCCCTAAAANG- - - ------- CCCACAGGGTCEAATAGATAACABGAAGTATATTTTATAATATGTATATGET TBAATCTATEAATARATEGA - - - - - - - - - - - - - - -
CATATACATATTATTAAAATATAC - = = = = = = m == m e e e e e e e e e e e e oo - CCCACAGIGTCAAITAGGTAACACGAAGTATATITIATAATATITAIA -----------------------------------------
----------------- ATATACATAT---------ATACTTAGTCTAATCCCTAAAAAG - - - - - - -~ - - CCCACAGGGTCAAATAGGTAACACGAAGTATATTTTGTAATATGTATATGIA.ATIA-TATAIAT.AIGAA-TTAIATAAGT
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.bed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa aln.fa_:

divergence to consensus (%)

size: 1073bp; fragments: 5166; full length: 188 (>=965.7bp)
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d g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 beln.fa After TEtrimmer Extended plot Blue lines are boundaries
size: 1376bp; fragments: 5139; full length: 0 (>=1238.4bp)
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TE: mnd_3 family 51 Before TEtrimmer 708 bp

size: 708bp; fragments: 3249; full length: 353 (>=637.2bp)
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[E consensus before TEtrimmer (bp)
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