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1 MSA length = 8083 1
-------------------------------------------------------------------------------------------------------------- TGAATARTATTTTCACGAAAAAACATGTTTTAAGAARATT T TAACTC- - TTAAT
AAITTTIATAATTITTTITTC-TTTAAAAAITTA.TAAAATIAAAITTGAAA.TTTAITTICATT.TAATT-AIAAGTITIAAATGAIAITIC ----------------------------------------------------------------------
N N AATCCAGET - = = = - - = m oo m e ot e e e e e e e e eeeeaaa TAAAAT-TTATTTTCACACHAARBAATATGTTTTAAGAATATTTTTAACTC- - - - - - - - -
N N 5 L R e e
-------------------------------------------------------------------------------------------------------------- TAAAATATTATTTTIATGCAAAAAAATATGTTTTAAGAATATTTTTAACHTGTGGTTAT
AATTTTBATAATTTTTTTRT - - - - - - @rArArATATCCTRAATTAAABCTCBAATTTTT-TTTGC- TTRTTAATTAT - -« - AATATAA - - - - AATTTCx - - - - x o mom o m o m oo
AATTTT--TAATTT-=--ccnmnn-- TAAAAAATGEBCT TBAATCCAARM - - - - - - - v e TAAAATA- - - -«--- TACAA-AAAATATGTTTJAlJGAATATTTTTAACTCTCGGTTAAT
AATTRTT------- TTTTTTTTrITT- - - - TTATCCAAGETTAAARTTGAAATTTTTATTTGCATTTTTATTTATAAAAAATATAAAATGGTGT TTA = - = - = -« - s - sttt o e oL f Lo oo
---------------------------------------------- AAT TGAAATTTTTATTTGCATTTTTATTTATAAAAAATATAAAAT GG T GT TTA - - = & = & o m e m o m e m e e e ot f e e f e o e m e m ot e e et m o e e i d i e i eeo e meaoemaaaa o
AATTTT--TAATTTTTTTTTTTTTTTTAAAAAAT - - - - TAAAATTAAARCTAAAATTCTCATTTGCATTTTTAAT TATAAAAAATAGAAAAT GATG T TTC - = = = = = = & s mm o e m e m o m e f ot e m e e ot e f o e m e e f ot m e i e oo iemaoeoaaaaa
AATTTT--TAATTTTTTTTTTTTTTTTAAAAAAT - - - - TAAAATTAAARCTAAAATTCTCATTTGCATTTTTAAT TATAAAAAATAGAAAAT GATG T TTC - = = = = = = & m s m s m e m e f ot m o f e m e f ottt e e e et mm e e e i e e e immeaoeoaeaao
--------------------- TTTTT--AAAAACTATCTAAGAT TAAGET = - = = - = = = & = & & o & o ottt et e o b et ot et et et e ot et o et e e ot e m e et e e e e e e e e e e e e e e e e e e e e ieeeaoao
-------------------------------------------------------------------------------------------------------------- TAATABET TE T T TCATACAAAAAAAC - - -« - w o e e e
AATTTRT ------- TTRT T T T TTTTT - - AAAAACTATCTAAGAT TAAGIT - - - - - - - - - - o - oot o o f ot Lt oL Loooooooooo..
-------------------------------------------------------------------------------------------------------------- TGATATATTATTTTCATACABBAABATATGTTTTAAGAATATRTTTEART TTTGCEBAAT
---------------------------------------------------------------------------------------------------------------------------------------------------------------- CTTGGTTA- -
AABTTRTATAATTT -« - e e e oo ABBAATTATCTAAAATTAAART TCRAATTTTTAT TEERART T TRAABEA TAAABAGTATAAAATGATCTTC - - - - -« - s e ettt e o
-------------------------------------------------------------------------------------------------------------- BraraTATaTTTRCATACAAAAAARTATITTTTAAGAATIRTTTTAACTCT T[T TAAT



End crcip Point
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa

divergence to consensus (%)
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size: 8083bp; fragments: 116; full length: 0 (>=7274.7bp)
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2d g _l1l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢
size: 10724bp; fragments: 116; full length: 0 (>=9651.6bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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divergence to consensus (%)

TE: Itr_1 family 415

size: 371bp; fragments: 34; full length: 26 (>=333.9bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF1

100 150 200 250 300 350




nsus before TEtrimmer (bp)
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