Start crop Point End crop Point

1 MSA length = 2535 1

G ATTATGGAGGGCTTAAAAAAGGAGGTTTATCGGCAATGGGCATATTTGAAAT T T - == === - - - TCTGGGCCCAAAATTTTTGCGTTCGATTCGCCTCCTCCTTTTAGACTCCARAN----- - - -
GET CTATGGAGGGCTTAA - AAAGGAGGTTTATCGGCAATGGGCATATTTGAAAT T T - === - - - TCTGIGCCCAAAATTTTTGCGTTGATTCGCCTCCTCCTTTTAGACTCCATA
ANT CTATGGAGGGCTTAAAAAAGGAGGTTTATCGGCAATGGGCATATTTGAAAT T T - == === - - - TCTGGGCCEAAAATTTTTGCGTTCGATTCGCCTCCTCCTTTTAGACTCCATA
GET ACTATGGAGGGCTTAAAAAAGGAGGTTTATCGGIAATGIGCATATTTGAAATTT ---------- TITGGGCCCAAAATTTTTGCGTTCGATTCGCCTCCTCCTTTTAGACTCCATA A A
ANT ABTATGGAGGGCTTAAAAAAGGAGGTTTATCGGCAATGIGCATATTTGAAATTT -« -« - - - - - - THTGGGCCCAAAATTTTTGCGTTCGATTCGCCTCCTCCTTTTAGACTCCATA A
ART ACTATGGAGGGCTTAAAAAAGGAGGTTTATCGGCAATGGGCATATTTGAAAT T T - == === - - - TCTGGGCCCAAAATTTTTGCGTTCGATTCGCCTCCTCCTTTTAGACTCCATA G
ANT ACTATGGAGGGCTTAAAAAAGGAGGTTTATCGGCAATGGGCATATTTGAARTTT---------- TCTGGGCCCAAJATTTTTGCGTTCGATTCGCCTCCTCCTTTTAGACTCCATA A
GET ATTATGGAGGGCTTAABAAAGGAGGTTTATCGGCAATGGGCATATTTGAAAT T T - == === - - - - TCTGGGCCCAAAATTTTTGCGTTCGATTCGCCTCCTCCTTTTAfJaCTCCATA G
GET ATTATGGAGGGCTTAAIAAAGGAGGTTTATCGGCAATGGGCATATTTGAAATTT ---------- TCTGGGCCCAAAATTTTTGCGTTCGATTCGCCTCCTCCTTTTAGACTCCATA G
e e TCTGGcfcaraaTTTTTGCTTCGATTCGCCTCCTCCTTTTAG]cTCCATA A
ACTATGGAGGGCTTAAAARBIIGEI T TTATCGGCAATGGGCATATTTGAAATTT - - - - - - - - - - TCTGGGCCCAAAATTTTTGCGTTCGATTCGCCTCCTCCTTTTAGACTCCATA A
ACTATGGAGGGCTTAAAAAAGGAGGTTTATCGJCAATGGGCATATTTGAAATTT - -« - - -« - - - TCTGGGCCCAAAATTTTTGCGTTCGATTCGCCTCCTCCTTTTAGACTCCATA A
N o N TCJJGGGCCCAAAATTTTTGCGTTCGATTCGCCTCCTCCTTTTAGACTCCATA A
-------------------------------------------------------------------------------------------------------------- TCTGGGCCCAAAATTTTTGCGTTCGATTCGCCTCCTCCTTTTAGACTCCATA A

ACTATGGAGGGCTTAAAAAGCHIB - GTTTATCGGCAATGGGCATATTTGAAAT TT - = - = -« - & - o - st oo ot oL L L L L L L L Lo ...
ACTATGGAGGGCTTAAAAAAGGAGGTTTATCGGCAATGGGCATATTTGAAATTT -« -« -« - = - - TCTGGGCCCAAAATTTTTGCGTTCGATTCGCCTCCTCCTTTTAGACTCCATA
-------------------------------------------------------------------------------------------------------------- TCTGGGCJCAAAATTTTTGCGTTCGATTCGCCTCCTCCTTTTAGACTCCATA






.bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f:

size: 2535bp; fragments: 3559; full length: 10 (>=2281.5bp)
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fasta.b.bed_uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.f
size: 2836bp; fragments: 3265; full length: 0 (>=2552.4bp)
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TE: Itr_1 family 987

size: 4427bp; fragments: 3511; full length: 0 (>=3984.3bp)
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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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[E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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