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MSA length = 8317 1
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAART
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
AARARA T T - - - - - - - - - ool AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
A AIAAATTITGTTTATAAAATAAATCCTTTTAAGAATTATTTAATCTATAAATATTAAA --------------------------------------------------------------------------------------------------------------
---------- TT--emmem e =T CRBAMEA - - - - - - - - - - oo ool i---..---AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
T ABABBIE- - - - - - - - - - AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
-------------------------------------------------------------------------------------------------------------- AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
-------------------------------------------------------------------------------------------------------------- AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
---------------- TTETTECT - T RAATGARAG 1 TATATT A AAACTE AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
-------------------------------------------------------------------------------------------------------------- AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
-------------------------------------------------------------------------------------------------------------- AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
TTAAATATTTCAA- TTRTTIEBA T
-------- TTCAITITIT AT
______________________ -T
ITTAAATATTTCAA—TTITT AT

------------------------------------------------------------------------------------------------------------ AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT GCTAAITITI— - —ATTA“TIT"TI— -
---------------- CAGH ' [BAT - AAEHBH G ERG A CTETATCE 8- - - ------------ - - - e AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACTIBGCTAARTGTEAATATTA THT THTT
TTCAGTR TR T CETE~ CRTACTEEA T ATE AAA T - - - - - - - - - AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACTIIGCIAAlITBTI- - -ATTA

AACACA

AATATTTIAI ____________ Tl

EAATATTTCAA—TTITT-AT TTGTT

-ATTA

-------------------------------------------------------------------------------------------------------------- AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT

O 4 4 4 0 o 4 - -

TTAARTGTEBClATTT AABTI - - - - - - - - - - m e e e e AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
TT N 1 - AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
TRAATATICAA-TT "AH ------------------------------------------------------------ AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
TTAAATATTTCAAT - == === - - AAATTITGTTTATAAAATAAACCCTTTTTAGAATTATTTAATTTTTTAAAATTAAT - === -« = - - - AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
------------------ AT F e e e e e e e e e e e e e e e e e e e e e aieaiaaaaiaaaaaaaao-----AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT - - -AA-ATT TH---------

-------------------------------------------------------------------------------------------------------------- AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT - - -AA-ATT

—

TTAAATATTTCAA-TT AAATTIITGTTTATAAAATAAATCCTTTTAAGAAT TAT TTAATCTATAAATAT TAAA « = = & o 5 &t ot @t @t &t &t &t &t &t t &t @@t @t t @t it @@ e @@t @@t & @ e @t ot @t e &t ot @t it & @t @t m ot e e it m e dm ot e f ot m i e e it e i eamamamao s

TEATAGABRGTAATHT A ------ -

TTAAATATTTCAA-TT AAATTIITGTTTATAAAATAAATCCTTTTAAGAAT TAT TTAATCTATAAATAT TAAA « = = & 5 ¢t m ot &t &t & & &t & e & @t & ft &t @@t & m @t @t m @@t & ot &t e &t @t it &t ot @t it &t ot @ f e d ot ot f it & it df ot e i dmm e d o e mdammmea e

AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT

--------------------- AT ACRTE T TTEATAA T - oo AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTIACGAAAGAAAA- - - - -
- -AAATATIRGCAGH T TE TTGG~ ART ClACAGAT AGA T - - - - - - - - - o - o oo e AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACTI

AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT

> > > > > > > >

AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACTNG
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACTHG
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
------- TTEART C e e e e e e e e e e e e e e e e e e e e e et e e e e ieieeeoooo------AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
TTCAMT
TTAAATATTTCAA-TT@TT
TTAAATATTTCAA-TT@TT
TTAAATATTTCAA-TT@TT

GCTA
GCTAA
GCTAA

D AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACTRIGCTAARTRTIR-AT-TTIRRGEARGH BTH---------
AAATTIITGTTTATAAAATAAATCCTTTTAAGAAT TAT TTAATCTATAAATAT TAAA « = = & o 5 &t ot m ot &t & e &t @t &t @ fd &t @t @t m @@t @@ e @@t & ot @t ot &t & f it @t e &t it & @t @t e &t ot mf e mf e df ot e mdm o e mm e mdm o ame e mao s
AAATT
AAATT

> > > > >

TGTTTATAAAATAAATCCTTTTAAGAATTAT TTAATCTATAAATATTAAA - = = - = 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 m e e e e m e 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 o o
TGTTTATAAAATAAATCCTTTTAAGAATTAT TTAATCTATAAATATTAAA - = = - = 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 @ @ m e e e e e e m e e e e e e e e e e m e e e e e e e e e e e e e e e e e e o o
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCIGTCACGAAAGAAAACT

ABAAATT
ARGAGT T
ABATT
---------- TT

------------------------------------------------------------ AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
------------------------------------------------------------ AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
------------------------------------------------------------ AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACTIIGCTAA
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACTIIGCTAA
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACTIGCTA--------- - -TANAGABE THCE- - ---- - - -
AAATTIITGTTTATAAAATAAATCCTTTTAAGAAT TAT TTAATCTATAAATATTAAA - - = = - = & o m o o e o e e 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 m e m e 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
AAATTIRTIRTIITATAAAATAAACCCTTTTTAGAATTATTJAATTTTTTAAAATTAAT AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAAC - - = = = = = = = = = - - ATBT-A
AIATT AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT GCTAA-A
G

ATATTA

AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACTHRGC- -A
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT TAA
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACTHRGCTAA

T
T
T

AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT GCTAAI

T

AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACTIGCTAARTETIAATATTA TR THTT
GCIAA T AITATTA THC T

-------------------------------------------------------------------------------------- AAACTGATCAARTCTC-[IGTTGTTTTTTAAAAAGTAATTGTCClJGGTCACGAAAGAAAACT

TTAGEA TRRAT B8 T TETA L R R e e e
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT c“ThATATTA“T“T.TlTl
AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACTIGC THEATE- - A CGAAA- - - - - - - -
-------------------------------------------------------------------------------------------------------------- .A.GAIAAI

AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCIGGTCACGAAAGAAAACT GCHA T ATATIA A TEC G- -
GCHAA T AATIT—A THT TAACTTT

----------------------------------------------------------------------------------------------- AAACTGATCAAGTCTCTGTGTTGTTTTTTAAAAAGTAATTGTCCCGGTCACGAAAGAAAACT
TTAAATATTTCAA-TTETT AAATTIITGTTTATAAAATAAATCCTTTTAAGAAT TATIIT AAT CT AT AAAT AT TAAA « = 5 & & &t ottt ot ot &t &t @ e &t &t & e @t @t &t & f e @t it &t e &t &t &t &t @t it &t ot m e & @t mf ot mm e mf e mm it m i e dmd e mdammmeamao s
TT
TT

TTAAATATTTCAA-TT AAATTIITGTTTATAAAATAAATCCTTTTAAGAAT TATITAATCTATAAATATT TAAA « = = & o 5 &t ot m ot &t &t &t &t & @t @t &t & @t @t t @ f it @@ e @@ m &t it @@t @t @t it &t ot &t it @t e f ot e m e df e d e d it e it e i e it e memamamao s
TTAAATATTTCAA-TT AAATTETGTTTATAAAATAAATCCTTTTAAGAAT TBTETAATCTATAAATATTAAA - < - = -« -« s - oo oo s et L f L L L L L Lo oo
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size: 8317bp; fragments: 740; full length: 43 (>=7485.3bp)
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size: 9002bp; fragments: 744, full length: 32 (>=8101.8bp)
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TE: It 1 famiy 369 Before TEtrimmer 195 bp

size: 195bp; fragments: 296; full length: 271 (>=175.5bp)
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After TEtrimmer ORF and PFAM domain plot
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