Start crop Point End crop Point

1 MSA length = 5032 1
TCATAACTCACTTATACAATAATAAGA -AATATTTCTGTTACTTAAATATTTTTTGCATATTTATTGTATATAAAABATAAAT TTTAAAAAAA - - - - - oo oo oot ottt oo oooooooooooo.o..
------------------------------------------------------------------------------------------------------- TTAGGTAACTAGTTTCTTTTTTARATTGTTTTTTACTTRTTAATAAGTTGCTRTETIATTTTTGTAATTAGATARTATTATTT T GAT|cTCACATA
TCGTCACGAACTBABATAATGATGAAATAATATTTCRGTTATTTAAATATATTTATTATATATACTAAATATAAAATATAGAT TTTATAAAAG - - = - = - - o - oo ot ot ottt f oot ooooooooooooooo-o..
------------------------------------------------------------------------------------------------------- TTAATCAAATEIITTTTTTTTTAAATTATTTTCTACTTTTTAGTAAAATTCTTITAATTC G- -ATAGTAGATAABAT AT CTAATTCRCACY- -B
------------------------------------------------------------------------------------------------------- T-AATTAA--AG-----TTTTTAAATTATTTTTTACTTTTTAATAAATTTTTTTTTTATTTTT-TTATATT-----ATATT--TTTTAATT--CACTACA
------------------------------------------------------------------------------------------------------- TTAATTAAATAGTTTTTTTTTAAATTATTTTT - - - - - TTTAATAAATTTTTTTTTTAATTTTGTTATATTRGATAATATTATTTTTGATT - THAJTACA
TTATAACT-ATCTATATTAC-ATAAAATCATATTTTTATTAT - TAAATGAATTTTTTATATATATTATATARAAAATATAAATAT TATTCTCA - - - - - o - oot ottt oo oo oooooooooo.o.o..
-------------------------------------------------------------------------------------------------------- TAAT - AAATAGTTATCTTTTAAAGTATY- - - CAGTTTTJGACAAATTTTTTTTTTAARRTT- TTAJATTAGETEATATR- - TcTTAATTTTCARTTCA
TCATAACTAATTTAT - - AATAATAAAACAATATTCTTATBATTCAAATATATGTTTTATATATATTATABATAAAATABAAAT TTIBTAAAAA - - - - - - oot ooooooo-o.o..
-------------------------------------------------------------------- ATATAAAATATAAGT TTTA = « = AAA - - = - = - = o s o s o e o e o e o e ot o e o e o e ot ottt ot e e e e e e e e e e bbb b e e e e e e
--------------------------------------------------------------------------------------------------------------------------------------------------------- TRT-TTTRATTTTRT TR TGTTAAATA- -AATGTTT------CTCACT--A
------------------------------------------------------------------------------------------------------- TT---TEEATAGTTTTTRTTTTRAR- - - TTTCTTACTTTTT-------- —TITTTITAATTCTGTI!TGTT— - -BTRTT-TTTCT AT T e -
-------- AACTTATAT = ===« -AAAT -~ - TTTTTATTATTTAACTATATTTTTTGTATATATTATITATAAAATATA - = =« = TATAA = - = -« - =& o c oo oo oo Lo oo _.__._.-.. ...
TCATAATTAACCTETAT - - - ATAABAAT - - - - TTCT AT AC - - - - - - - - oot oot oL Lo
-------------------------------------------------------------------------------------------------------------------------------------------------------------- TTAATTTTGTTATART-AATA- - - -TATJCT-AAT-CTCACTACA

TTTT-TBAATTTBCBTATAGTAGAB-ATAAT - - - - - - AATE---------







 uf.bed g 1.bed fm.bed 0 0 nbed g 1.bed fm.bed 0 0 bcin.fa_ After TEtrimmer 5032 bp
size: 5032bp; fragments: 4; full length: 0 (>=4528.8bp)
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TE: CONS_200 17833 5 1 4737 416 Before TEtrimmer 4737 bp

size: 4737bp; fragments: 3; full length: 0 (>=4263.3bp)
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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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Before TEtrimmer sequence
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