Start crop Point End crop Point

1 MSA length = 7385 1
--------------------- TCTTTTATTCITACTTT- - - - —ATTTITCAAATCACCTTTCTATTATAATTAAATTCAAAATA.TGTATTTTAACTAA— ---------CTAGAACTAAGGGATACATCCCTCATCAAAACAGT- - - TTATTTAA

-------------------------------------------------------------------------------------------------------------- CTAGAACTAAGGGATACATCCCTCATCAAAACAGT - - - TTATTTAA

AAAATT
AAAATT

GAAACTATTTCAAGAAAAACA - = - = = = - == o o= o - - TGCAA------ - AAATTACTTTHRCH- - - - - - - @rArATTRAAAATEAA - - -BBTTTAATTAA- - - -« -« - - - CTAGAACTAAGGGATACATCCCTCATCA---------ABANTET - - - - - - AAAATI
-------------------------------------------------------------------------------------------------------------- CTAGAACTAAGGGATACATCCCTCATCA----=- - - - Cee - AAAAT

-------------------------------------------------------------------------------------------------------------- CTAGAACTAAGGGATACATCCCTCATCA------TTG TTATTT-A TACATT
----- TABTTCABGAAAAATAATIRT TTATTTAR- - - - o e T T C e e e oL .CTAGAACTAAGGGATACATCCCTCATCA------TTG TTATTT-A TACATT
-------------------------------------------------------------------------------------------------------------- CTAGAACTAAGGGATACATCCCTCATCA------ - - - AAAATT
-------------------------------------------------------------------------------------------------------------- CTAGAACTAAGGGATACATCCCTCATCA------ - - - AAAATT
-------------------------------------------------------------------------------------------------------------- CTAGAACTAAGGGATACATCCCTCAACA---------- - AACGT

AAAAGTATTIICElAAA - - - - - ATTTTTATTTATGATTT- - - - - N CTAGAACTAAGGGATACATCCCTCAACA----------B M- ------- AACGT

-------------------------------------------------------------------------------------------------------------- CTAGAACTAAGGGATACATCCCTCATCAAATCAATTTA TTATTTAA AGAAT

AAAACTATI|TCAAAAAAAATAATTTTTATTTATAATTTTGCAAATTTCTCAAATTACTTTTCTATTATAATTAAATTCAAAATAAATATATTTTAATCAA- - - - - - - - - - CTAGAACTAAGGGATACATCCCTCATCAAATCAATTTA TTATTTAA AGAAT

-------------------------------------------------------------------------------------------------------------- CTAGAACTAAGGGATACATCCCTCAACAGCTCAATTGA TAGTTAA- == == == == - - AARTT
-------------------------------------------------------------------------------------------------------------- CTAGAACTAAGGGATACATCCCTCAACAGCTCAATTGA TAGTTAA AIAITT
-------------------------------------------------------------------------------------------------------------- CTAGAACTAAGGGATACATCCCTCAACA - = = = = = = m s e mmmem e e e o - e TT
AAAACTATTTAAAAGAAATAATTTTTITTCATAAAATTGTGAATTTCTTAGATTCCTfrcTCTTATATT AAABGCATABTAAACATATTTGTTAA - - - - - - - - - CTAGAACTAAGGGATACATCCCTCAACA----------------------ANSE - - _BATTATETTTAARAATECETATARETT----- - - TT
AGA- - TATTTCAAAA-AAATG- - T TETHg----- CACAA------ - AAACTATTTTTTATTATAATTAAAT -C- - - ATAAATATATTTTAATTAA - - - - - - - - - - CTAGAACTAAGGGATACATCCCTCAACA----------AB-------- A TGAATT
-------------------------------------------------------------------------------------------------------------- CTAGAACTAAGGGATACATCCCTCAACA---------- - TGAATT
--------- TCAAAA- ===« -TATBTATAATTT-----CTTHCEC--------TTTCTATTACAATTAARTTCAATATAAATACATTTTA=«-=-=---------CTAGAACTAAGGGATACATCCCTCATCAAATGAAT - - A TTATCTA TAAGTT

TTATCTA TAAGTT






_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 7385 bp

size: 7385bp; fragments: 35; full length: 0 (>=6646.5bp)
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d g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa : After TEtrimmer Extended plot Blue lines are boundaries
size: 8944bp; fragments: 35; full length: 0 (>=8049.6bp)
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TE: It 1 family 182 Before TEtrimmer 302 bp

size: 302bp; fragments: 19; full length: 3 (>=271.8bp)
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)
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