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MSA length = 4210
----------- CACAAACTAACTTAAACAGATGCGACACCTTA----------ATTGTTTGTCGCATCTGTTTAGGTTAGTCTGTGGT
ACATAC- - - - - - CACAAACTAACTTAAACAGATGCGACACCTTA---------- ATTGTTTGTCGCATCTGTTTAGGTTAGTCTGTGGT

-------------- CACAAACTAACT TAAACAGATGCGACACCT TA - - - - & & o o o o o o o o 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 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 e e e e e -
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TTTHA AT!I

--------------- CACAAACTAACTTAAACAGATGCGACACCTTA----=------ATTGTTTGTCGCATCTGTTTAGGTTAGTCTGTGGT k0 AAA
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TTTAA ACAT----TTTTA CACAAACTAACTTAAACAGATGCGACACCTTA- - -==-=-- ATTGTTTGTCGCATCTGTTTAGGTTAGTCTGTGGT AA- - - - - ATTTTT T e mmmmmm e e mm e o s
------------------------------------ ATA-----TCTT---A - - -CACAAACTAACTTAAACAGATGCGACACCTTA---=-------ATTGTTTGTCGCATCTGTTTAGGTTAGTCTGTGGT - - - - -BGTTTBTAATAAT
TAG ACAT----TTTT---A T.CACAAACTAACTTAAACAGATGCGACACCTTA ---------- ATTGTTTGTCGCATCTGTTTAGGTTAGTCTGTGGTIRIEEETEAR - - - - - AGTTTTTAARTAG
CTTAA ATATTAGTTTTTAREA T CACAAACTAACTTAAACAGATGCGACACCTTA- - === =~ - ATTGTTTGTCGCATCTGTTTAGGTTAGTCTGTGATNBCEREAA - - - - - ATTTATTA-TTAT

CTTAAEE - - - --------ABRTTATEEET TRGHMABA - - - - - -----=--------------- CACAAACTAACTTAAACAGATGCGACACCTTA--=-=-=-=-=---- ATTGTTTGTCGCATCTGTTTAGGTTAGTCTGTGGT
T---CACAAACTAACTTAAACAGATGCGACACCTTA--=-=-=-=-=-=--- ATTGTTTGTCGCATCTGTTTAGGTTAGTCTGTG

T

---------------------------------------- T CACAAACTAACT TAAACAGATGCGACAC = = = A - = & & o o o o o o o o ot o f f d e o o o ot e f e o e e e e e e e e e e e e e e e e e e e e e meee e
------------------------------------------------------ T CACAAACTAACTTAAACAGATGCGACACCTTA-=-=--------ATTGTTTGTCGCATCTGTTTAGGTTAGTCTGTGGT AATTTGCAGTIITT AAITAITGTGAATTAATG-A.T.AA.TIGA

T.A— - TAGARBAT - - -GATTETAGR T TATHRTEET A - - - - - - - - - - - o o . CACAAACTAACTTAAACAGATGCGACACCTTA- - = - = === - - ATTGTTTGTCGCATCTGTTTAGGTTAGTCTGTGG AA- - - - - ATTEARTAATTAT

C - TTTIA C---CACAAACTAACTTAAACAGATGCGACACCTTA

T---CACAAACTAACTTAAACAGATGCGACACCTTA
T.CACAAACTAACTTAAACAGATGCGACACCTTA

AT---AATTHEAG
TTTAABEAT - - -AATTHERGG

C CACAAACTAACTTAAACAGATGCGACACCTTA




End crnlp Point
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b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.

divergence to consensus (%)
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size: 4210bp; fragments: 50159; full length: 31 (>=3789bp)
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).fasta.b.bed uf.bed g 2.bed fm_ 1.bed O O bcin.fa_aln.fa cl.fa gs
size: 4511bp; fragments: 49278; full length: 10 (>=4059.9bp)
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TE: rnd_4 family 1830

size: 1287bp; fragments: 1272; full length: 38 (>=1158.3bp)
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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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. consensus before TEtrimmer (bp)

Dotplot

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