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1 MSA length = 7975 1
-------------------------------------------------------------------------------------------------------------- AAATAAATCTTTTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGT.T

C - ACAIA --------------------------------------------------------------------------- AAATAAATCTTTTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTCATG
AAIAAA

--------------------------------------------------------------------- AAATAAATCTTTTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTCATG

-------------------------------------------------------------------------------------------------------------- AAATAAATCTTTTTTAAAAACGGG|TGTTTGAATCCAATAAGTTAAGTCATG

TEEAAREAATARA - - - - - - - - - o e e e e e e e e e AAATEBAATCTTTTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTCATG

TIAAEA.A A m m 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 ee e AAATAAATCTTTTTTAAAAARIGGGTTGTTTGAATCCAATAAGTTAAGTCATG
-------------------------------------------------------------------------------------------------------------- AAATAAATCTTTTTTAAAAACGIJGTTGTTTGAATCCAATAAGTTAAGTCATG
---------------- AfJcARBATA C 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 AAATAAATCT-TTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTCATG
GAGGTAACTGACAGATAGAATEBEBAACAAAATA
-------------------- AAITA
GAGGTAACTGACAGATAGAATEBEBAACAAAATA
-------------------------------------------------------------------------------------------------------------- AAATAAATCTTTTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTCTG - -TTAA- -ABARAT AlA
-------------------------------------------------------------------------------------------------------------- AAATAAATCTTTTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTCATG.— AffTAAT —IAIAIAT-AIA

GAGGTAACTGACAGATAGAATEBAACAAAATAMMATAGACCAATTGGGTAGCCCAAAAAGCGAGGCGATGTACCCTTGCCCTTGATCGTCTAGAGCGAGA - - = = = = = = = & & & & o s o e o e o e o e o e o e o et et e f ettt ot ot ottt ot o ot o o o e b e oo e f o f o f o m o m o e o e o oo o imimi oo
-------------------- TL AAATAAATCTTTTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTCATGRNEA - - - - - -

----------------------------- AAATAAATCTTTTTTAAAAACGI|GTTGTTTGAATCCAATAAGTTAAGTCA- - - - - = - -« - - - -
AABTAATIE T TT -« - - e e e e B - TAAATT
GAGGTAACTGACAGATAGAATEEBAACAAAATAMMA TAGACCAATTGGGTAGCCCAAAAAGCGAGGCGATGTACCCTTGCCCTTGATCGTCTAGAGCGAGA - - = - = = = = = & & & s o e o e o e o e m e o e o e o e f et e o et ottt ottt ettt o ot o b o e b f b f ot f o f o m o m o m o e o e oo oo imimio oo
GAGGTAACTGACAGATAGAATEEBAACAAAATAMA TAGACCAATTGGGTAGCCCAAAAAGCGAGGCGATGTACCCTTGCCCTTGATCGTCTAGAGCGAGA - - = = = = = = = & & & o o s o e o e o e m e o e o e o et e o e o ettt et e ottt ottt ot o o o bt b o et b f o f e f e e e e e e oo e mie i mime oo o

AAATAAATCTTTTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTCAIG T
- -Panan -
AIC ABAT
GACABAATARA
GACABAATAREA

AAATAAATCTTTTTTAAAAABGGG|TGTTTGAATCCAATAAGTTAAGTATG
- ATAAAT -
-------------------------------------------------------------------------------------------------------------- AAATAAATCTTTTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTATG AATAAAA -

AAATAAATCTTTTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTCATG
AAATAAATCTTTTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTCAIG
--------------------------------------------------------------------------- AAATAAATCTTTTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTCATG
--------------------------------------------------------------------------- AAATAAATCTTTTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTCAT
--------------------------------------------------------------------------- AAATAAATCTTTTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTCAT

——TAIA—A
_ATAAATA
_ATAAATA

TAATTATCTAGGTGATAGAA
TAATTATCTAGGTGATAGAA

> > > > > > > > > > >
4 4 4 4 4 4 4 -4 < -
4 4 4 4 4 4 4 -4 4 0 -

-------------------------------------------------------------------------------------------------------------- AAATAAATCTTTTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTCATG e
-------------------- GABAAAAT e TR T A - - L AAATAAATCTTTTTTAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTCATG
-------------------- AAIAAAITA oo AAATAAATCTTTT-TAAAAACGGGTTGTTTGAATCCAATAAGTTAAGTGEEG
GAGGTAACTGACAGATAGAATEBBAACAAAATA
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa

divergence to consensus (%)

Lo
N

20

15

10

5

size: 7975bp; fragments: 588; full length: 28 (>=7177.5bp)
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d g 2.bed fm_Lbed 0 0 nbed g 1bed fm 2.bed 0 0 belnfa : After TEtrimmer Extended plot Blue lines are boundaries

size: 9546bp; fragments: 588; full length: 0 (>=8591.4bp)
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size: 6195bp; fragments: 399; full length: 1 (>=5575.5bp)
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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)
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