Start crop Point End crop Point

1 MSA length = 7287
TTAAAAAAAAATGTTCAAATAGAACATATTTTTTTTACTGATAAAGTTTATAAAATGTTCGCTATTACT

- - -ATGTTAGTTTCATTTATGTTATAATCCCGTCCTCATTTACATTTGTAATAT TAGT TTAGGAAATCC = = = = = = = = = = & o % @ e & m e & m e & f e & @t & @ e & @ e @@ e @ m e @ m e @ f ot @@t @@t @ f ot @ f ot @ ot &t ot &t ot d @t mf e &t ot ff e mm ot mf e mm e mmmmmdmmemmemmemmeemno s
TTTA----TTTATTACAT - - -ATGTTAGTTTCATTTATGTTATAATCCCGTCCTCATTTACATTTGTAATAT TAGT TTAGGAAATCC = = = = = = = = = = = = % @ e & m ot & m e & @ e & @t @@ e & @ e & f e & @t @ f ot & @t & @ e & f ot & m e &t e @ ot &t e @t ot mf ot f ot e ff e f it d i mm e mmeemeam e mn o s
CGTTTGATTTTATTRTAT TTEB- - - ACACCTATTTCAT--ATGTTATAATCCCGTCCTCATTTAAAT TTGTAATAT TAGT TTAGGAAGTCC = = = = = = = = = = = = & @ e & @ e & m e & @t & @ e & @ e & @ e & @ e & @ m & m e @@t @ f ot m @t @@t @ m e & f ot m ot ot @t e @t e @t ot f ot & ot mf ot m i e d it e m e m i e mm e mmdm o e meemno s

CGTTTGATTTTATTITAT TTB@- - - ACACCTATTTCAT--ATGTTATAATCCCGTCCTCATTTAAATTTGTAATATTAGTTTAGGAAGTCC--=-=--- - - TTTAGAAAAAGTGTIRGABATAGAACATTTTTTTTTTAC- <= -« ===~ - cB--------- ATATTCCTEMTHT -BTTEBRCBAT- - - TlcaGC T
---------------------------------------------------------------------------------------------------------------------------------------------------------------- TAB- - - - -BcBcTcT@ART CHTT TC CTAC

C T TT
C T TT

TTGTTAATGAAATTACGT TT ----CATTTATTTAAT---TGTTATAATCCCGTCCTCATTTAAATTTGTAATATTAGTTTAGGAAGTCC
TTGTTAATGAAATTACGT TT ----CATTTATTTAAT---TGTTATAATCCCGTCCTCATTTAAATTTGTAATATTAGTTTAGGAAGTCC

TTTA----TTTATTACAT

CACACATTTATTTCATTTATGTTATAATCCCGTCCTCATTTAAATTTGTAATAT TAGT TTAGGAAGT CC = = = = = = = = = = = & m %t % @ m @ @t @@t & @t @@t @@t @@t @@ d @@t @ ot @ f ot @t it @@t & @t & @t &t ot @t ot @@t & ot & f e f ot e m ot @it m i dmmem i dmmm o e memeem -

CACACATTTATTTCATTTATGTTATAATCCCGTCCTCATTTAAAT TTGTAATAT TAGT TTAGGAAGTCC - - = = & = o oo o o o o e e e e o o f e e e e e e e e e e e e e e e e e e e e e e e e e e i e e e e e e T-
ITAAAA.AAATGTTCAAAI A
TTAAAAAAAAATGTTCAAATAGAAIATATITTTTTTACTGATAAAGTTTATAAAATGTTCGCTATTACT TA

TTAAAAAAAAATGTTCAAATAGAACATATTTTTTTTACTGATAAAGTTTATAAAATGTTCGCTATTACT TA

TTTTTAATTTTATTACGG
TTTTTAATTTTATTACGG

-------------- ATAT T TACATARTI A T CA T T T A - - - c o o o L o i o o o e o o et o e o e e e e e e e e e iiiaaao o
TTTTTAITTTIATGATAG T CACACGTEBTG TTIA-GTGTTATAATCCCGTCCTCATTTAAATTTGTAATATTAGTTTAGGAAGTCC
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size: 7287bp; fragments: 959; full length: 0 (>=6558.3bp)
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y 89 fasta.b.bed uf.bed g 2.bed fm Lbed 0 0 belnfa alnfa clf After TEtrimmer Extended plot Blue lines are boundaries

size: 8188bp; fragments: 978; full length: 0 (>=7369.2bp)
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TE: It 1 family 89 Before TEtrimmer 587 bp

size: 587bp; fragments: 473; full length: 126 (>=528.3bp)
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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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