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1 MSA length = 7110 1
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AATTTAT CTTGTAAGEBTTTTTTATTGTTAATGTATGTAACCCAATATACAACTACAAAC - = = = = = = = 2 %t m ot @t f e &t &t &t m e f ot e e f e e it d i e d i e i e mame oo
AATTTAT CTTGTAAGEBTTTTTTATTGTTAATGTATGTAACCCAATATACAACTACAAAC - -« = - == - = - TATTAA-TTTTTATTTATATTCATTTGATTAGTAATTAAAATTTAACATT
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---------------- CTTGAAAAIT TGATAAGTGTTAATGTATGTAACCCAATATACAACTACAAAC----------TATTAAGTTTTTCTTTATGTGTACTTGATTGGTGATTAAGAAATGATATT

--------------------------------------------------- TGTTAATGTATGTAACCCAATATACAACTACAAAC- - - - - - - - - - TAJJTAAATTATTATGTATATTTATTTGATTAATAGATAAAATTCAATATT
AATTTATTCACCATTTAARTEGETBAT - - - -AAAABITTTTCTATTGTTAATGTATGTAACCCAATATACAACTACAAAC - = = = = = = = = - TATTAAAT T = = - m m s s mm e e e e e f it df e d i e i e e e
AATTTATTCACCATTTAARTEGEMTEAT AR - - - - AAAAITTTTCTATTGTTAATGTATGTAACCCAATATACAACTACAAAC = = = = = = = % @ m m ot m ot m ot @t @t &t &t @t & it mf e mm e m i e o e m i e e e a o s

AGAGATT - -- - - - TGTTAATGTATGTAACCCAATATACAACTACAAAC - = = = = = = = = - .TTAAATTTTCATTAATATTTATTTAAATAGTAATCAAACTTTAATATA
TTTTAATTTTCCTAATA.TIG-TITAAAAC-AIT.AIA.CTTG AAA TTTTTTITTGTTAATGTATGTAACCCAATATACAACTACAAAC ---------- TATTAAATTTTTATTTATATTTATGTGTTTAGTAATTAGAATTTAATATT
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size: 7110bp; fragments: 89; full length: 0 (>=6399bp)
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| g Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 bclnfa al After TEtrimmer Extended plot Blue lines are boundaries

size: 7495bp; fragments: 89; full length: 0 (>=6745.5bp)
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TE: 1t 1 famiy 6 Before TEtrimmer 205 bp

size: 205bp; fragments: 28; full length: 16 (>=184.5bp)
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After TEtrimmer ORF and PFAM domain plot
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