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1 MSA length = 4137

------------------------------------------------------------ GAAABCTATTGAACTTTTTTARTATAABGTTTTATTATCTAABAGAGAAATTTTTTARAR TR TCcCCAAATTTTTGCTTTAATCTTTCTTAA- - - -
------------------------------------------------------------ AGAAAAATTAAACTTTTTTAAATAAAGTTTTATTTATETAAAAAAAAAATITATTAAAACAATTCJAAATCTTTGTTTTACTCTATTACTTAATTRT
TGTGAGTTTCGATGTTCATTAAATTTTAAT TATAAGAGAAG T TAATAAAA -« = = = & & & & m oo o e o e o o ot o o e f e o f ot e ot e f e o e m e oo o e m et f f e e ottt o m f et fm e m o f i e o f e o e e i e o e meeocmaoeoaaaa
------------------------------------------------------------ GAAAACTACAAACTCTTTTAATIAAARTET T T TTATCTEAA - - - - -ATTTTTTAAAATAAATCCClAARTTTAGTTT AR T TARTATTTAAT]CT
GGTGGATTCTAATGGTCAATAAAT T TTAT T TAAAAGAGAAGT TGGTAAAT - = = = = = = & & s s m o o e f e @ ot e o o e f e o m f e m o m ot e m e o m f e f bt e m o e m e o ff e m ot e m et m f e oo m e m e e oo oo memmeoameaoaaao
------------------------------------------------------------ GAAAACAACTAAACCTTCTA -« s s mmmemmmcme oo o - ATTTTATAAAATAATTCCAA-TTTTTATTTTAAT TGTBT T TE@AATTCT
TGTAAAATTTGATATTCCATAAACTATAT TTATAAGAGAAGCTAAT TAAA -« = - = & & & & m oo o e o et o ot o o e m e o f f e m o et e e e f et oo e f e o m f et bt e f ot m f et ff e m i f e m e oo e ot e e i e me e ommiaoeoaaaa o
------------------------------------------------------------------------------------------------------------------------------------- CTTAATTTTACTTTATTTTT----CT
TGTGAATTTTGGTGTTCAATAAGT TTTATTCT TAAAATG TG T CAACAGAA - = - = = = & = = & oo e o e & o ot o o e f e o m e m ot e m e o m f e oo o e o e o e m ot o bt e f ot f f e o fm e m ot e m e oo m o e m i moa o eocoaoeoaa e
-------------------------------------------------------------- AAACTATTA---------AATATAAAGTTTTATTTATCTAAAAAAAAAGTTT - - - - AAATAATTCCCAAATTATTGTTTTAATTTATATTTT--TTCT
------------------------------------------------------------ GAAAITATTGGACTTTTTTAATATIBAGTTTTARTTAJCrAAlAAAAAA - - - - - - - AAACAAACCAATTTITGCTTATTTATTTTTT- - TT- -

TGTGAATATTGAGGTGCAACACATTTCTTTTATAAGTGAAGTTAATAACA-------=----- AAACTATTA--------- AATATAAAGTTTTATTTATCTAAAAAAAAAGTTT----AAATAATTCCCAAATTATTGTTTTAATTTATATTTT--TTCT
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size: 4137bp; fragments: 4; full length: 0 (>=3723.3bp)
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TE: CONS_200 17833 5 1 4624 446

size: 4624bp; fragments: 25; full length: 0 (>=4161.6bp)
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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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Before TEtrimmer sequence

Dotplot

(windowsize = 25, threshold = 50.00 01/08/24)
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