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TA-A.ATAACTT A ACAAATTA-AT— - - ATGTCGTCIGGRACGTGTTAJlICGTCAGAGTTACGCGAGAGATGCGCACG- - - - - - - - - - GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCAGCGCGCCTCAGCCAGCAMAMAGE- - - - - - - - TTTAAT - - -GATAAAAR- - ---------- TTTAAAA
-------- AACTAMA AAAA-T--=----n-- ATGTCGTIIGGGCACGTGTTATGCGTCAGAGTTACGCGAGAGATGCGC ACG——————————GGTIGCCGTATCGATCCTTCTCCTIAGTCAGCGGCGCGCCTCAGCCAGCA AGH- AAAAAAATTIIAATT - - AATAABATGAATABATTTATTTAAAA
TA-A.AT— S-TT AAAAA ATGTCGTCGGGCACGTGTTATGCGTCAGAGT TACGCGAGAGATGCGCIACG - = - = = = = = & o o o o o et e o e o e e e e e et e e e e e e e et et i oo i e e e e e o @A AGTTAGAGTABA - - - -« - v oo - TTAAAA
ATGTCGJCGGGCACGTGTTACGCGTCAGAGTTACGCGAGGATGCGCACG - - - - - - - - - - BcTGeccGaTCGATCCTTCTClTGAGTCAGCGGCGCGCCTCAGCCAGCARTIRAGHT - - - - - - - TTTAARTCABATAGAAR- - - -WCATHTATTETARTA
----------- GTCGTCGGGCACGTGTTACGCGTCAGAATTACGCGAGAGATGCGCACG----------GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCAMA s e - BTTBATC- - AATAA- - - - - oo oo oo - - - AAAA

----------------------------- TTACGCGAGAGATGCGCHACG----------GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCAMAMAGHMCAAACAAATTTAATT - -AGTAAAATTGGTACATTT - - - TTAAAG
----------------------- GrAncCABTABECBIBCAGATGCOCACG - - - - - - - - - s m s m st AGET----- - -TTTAATCAA- - = - - == === == - -
ITICA"AIiCTT A N 1 1 1 Y i 1 5 - (c AGETGAAAGGATTTGTT - - AATAA
TeEcCG ATICRT A TGTCGTCGGGCACGTGTTACGCGTCAGAGT TACGCGAGAGATGCGCIIACG - - - - - - - o o oo ittt ot ot e ettt et oo o ettt e e e e e e e e i e i e i mi e e e et
A A ATGTCGTCGGGJACGTGTTACGCGTCAGATTACGCGAGAGATGCGCIACG- - - - - - - - - - GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCTCAGCCAGCAA AATAAAGTTTAGITAAAATAAATTAGTACGTTATTTRAAAA
A s e e e e e TAACABTATECBBCAGATGCGCRACG- - - -« - - - - - GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCAMTIAGH- - - - - - - - ITTAAIT— - AATBA - - —TAGTACATTTATITLA— -
ATGTCGTCGGGRACGTGTTACGCGTCAGART TACGCGAGAGATGCGCIACG - - = - - = - = -« = = - o - o f oo oo oL Lo Lol
GTGTCGTCGGGCACGTGTTACGCGTCAGAGTTACGCGAGAGATGCGCHACG - - == - = - - - - GGTGGCCGTATGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCAA TACAAAAATTTAATIJAAAGTAAATTAGTACATTTATTTTAAA
------------------------------------------------------------ GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCAMA e S AATBAAAT - - - - - CATTT-TTTTAAAR
TGTCGTGGGCACGTGTTATGCTCAGAGTTACGCGAGAGATGCGC

ATGTCGTCGGGCACGTGTTACGCGTCAGAGTTACGCGAGAGATGCGCIACG = = = = = = = = & & & & = & ot e m e o et e o ottt e o et e f o f ot e oot et e oot e f ot e m et et e m ot e m e e fm e m i d i e e e i m o e i oo e e e e
ATGTJGTCGGGCACGTGTTACGCGTCAGAGTTACGCGAGAGATGCG
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] uf.bed g 3.bed fm 1.bed 0 O bcin.fa_aln.fa_cl.fa gs.fa ce.fa_se
size: 3425bp; fragments: 1470; full length: 0 (>=3082.5bp)
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/ 632.fasta.b.bed uf.bed g 3.bed fm 1.bed 0 O bcin.fa_aln.fa_cl.i
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After TEtrimmer ORF and PFAM domain plot
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Dotplot

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