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1 MSA length = 6215 1
---TA-TRAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGLCGGCEG--=-===-="=~-"- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT

AABTA - TRAAGCACGTAACCCATTATGAACGGCCGGCTCGGTCGGCACGGCGCGGCG- - - - - - - - - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
GAATA - TBIAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG - = = = = = = - - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
--------------- THAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG- - - - - - - - - - CGCCGCGCCTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
A--T--THAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG- = = = = = - - - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
C--AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG - = = = = = = - - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
I!TT AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG- - - = = = = = = - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT -ATTRAAABA
------------------------------------------------ AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG- - - - - -~ - --CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT - -ATTAGGTA
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG- - - = = = = = - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT TA--------
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG- - - = = = = = = - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTTIRACHGHEM - ATTA- - - - - - -
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG- - - = = = = = = - CGCCGCGJCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTTIA- - - - - - - A----AGTAA-

AGA

A--T-TTBAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG- === - = - - - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT -ACBAAAATA- - - - - -
- --TlC- -AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG--=- === - - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT TATTAAAATAA -
A--BA-TIAAGCACGTAACCCATTATGAACGGCCGGCCGGCTCGGCACGGCGCGGCG- - - - - - - - - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT - -CTA-GACAAA

A--TAT--AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT TATTA-GATAAA
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT TA----AACAAA
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
---------------------------------- TC.CIC-GCGG.— ~--------CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGC G- = = = = = = = = = = = = m m o m m o 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 o
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCCGGCG---------- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
-------------------------------------------------------------------------------------------------------------- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
-------------------------------------------------------------------------------------------------------------- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTAIG.CIT
-------------------------------------------------------------------------------------------------------------- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAA-A-TJAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG- - - - - - - - - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG------ -~ - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
-------------------------------------------------------------------------------------------------------------- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
-------------------------------------------------------------------------------------------------------------- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT -
-------------------------------------------------------------------------------------------------------------- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT A---A----AA
-------------------------------------------------------------------------------------------------------------- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT -A---B----A
-------------------------------------------------------------------------------------------------------------- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT TATTAA- - - - AA
-------------------------------------------------------------------------------------------------------------- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT -BGTAA----A
-------------------------------------------------------------------------------------------------------------- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT - -CTA-GACAAA
-------------------------------------------------------------------------------------------------------------- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
-------------------------------------------------------------------------------------------------------------- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
-------------------------------------------------------------------------------------------------------------- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
-------------------------------------------------------------------------------------------------------------- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGC = = = = = = = = = = = = = = m m e e e m e e e e e e e e e e e e e e e e e o
-------------------------------------------------------------------------------------------------------------- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTTIA
-------- AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG - = = = = = = = = = = = = @ = & o & & e ot o e o d o e oot ottt ottt ottt ettt ottt et et e e e e e e oo
TBAAGCACGTAARCCATTATGAACGGCCGGCTCGGCTCGGECACGGLGLGGEG - = = = = = = =« =« =« =« =& oo s oo oo oo oL L L Lt LLooooooooooo.
AAATATTEAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG-- -~ - - - - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
A--TH- TBAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG- - - - - - - - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAA - - - TlIAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG- -~ - - - - - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
TBMAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG-----= - - - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
TBAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG-----= - - - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
------------------- IA-T T_A-AAI— - - TBAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG----------CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
------------------------------------------------ TMAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG----------CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AJATATTAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG- - - - - - - - - - CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGG T TACGT TG = = = = = = = = = = m o m e m e m e e e e e o e m e o e e o e eoimaoeoaoooo
------ TBAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG----------CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
----------------------- A--TATTBAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG----------CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
-------------------------- AAAEI—T AGIBCl T AACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGEG- - - - - - - - - - CGCCGCGC|GTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
A

4 4 4 4 4 40 44044 40

> > > > > >

A- - TTWAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGLCGCGGCG--=-=-=====- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAATATTEAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGLCGGCEG---===-="=-"~-"- CGCCGCGCCGIGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
AAA - - -TBBAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGLEGGCEG--=-===-==-~-"- CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
CGCCGCGCIGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT

----- AAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGC G - = = = = = = = = = = = = = & @& & e & m @ e m o f e f e o m m e m o m ot e m e o m m e m ot e m o e m e o f ot e f o f ot e m et et e e e e e e e e e iaeeaoaooo
GABA - TBAAGCACGTAACCCATTATGAACGGCCGOMTCGGCTCGGCACGGLGLGGEG - - = = = = = = = = = = & =& s s e e f oL Lo L L L L L L L Lo ool
--------------- TBAAGCACGTAACCCATTATGAACGGCCGGCTCGGCTCGGCACGGCGCGGCG----------CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
CGCCGCGCCGTGCCGAGCCJAGCCGGCCGTTCATAATGGGTTACGTGCTT

CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
CGCCGCGCIGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
CGCCGCGCCGTGCCGAGCCIAGCCGGCCGTTCATAATGGGTTACGTGCTT
CGCCGCGCCGTGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
CGCCGCGCCGIGCCGAGCCGAGCCGGCCGTTCATAATGGGTTACGTGCTT
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce.

divergence to consensus (%)

size: 6215bp; fragments: 62402; full length: 0 (>=5593.5bp)
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tastab.bed ufbed g Lbed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries
size: 6515bp; fragments: 62385; full length: 0 (>=5863.5bp)
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divergence to consensus (%)

TE: rnd_5 family 7246

size: 5839bp; fragments: 54927; full length: 37 (>=5255.1bp)
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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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