Start crop Point End crop Point

1 MSA length = 10066 1
T ARG AAABBTTAAAA- - - TTTTARATATIETGEEAA T TEBETTGAGT TACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGAT CTTCCOCGTGA - - - = - = - - - - s oo s oo oL Lo ....__...._._._.._.

------------------------------------------------- Com m et ool TRTARTETEAATRBAAGACAAARA - -
TTTA

-------------------------------------------------------------------------------------------------------------- AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAA ACAAATAAATTTTATACATGCGTAACAAACGAG
ATAAET TA
TTAAMTTAA

—————————— TATHETTTETA- - - AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
A-ATATTTTAAGTAT T AA CRAGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA

————— AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
——————————————————— TTTTARATAT TAA-T AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA

-AIGIA-AITAITIT AGIAT AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA - = = = = = = = = = @ o = o o o e e o o e o f o e e oo m e o m o e e oo m e e e oo - ITTAATITTAA
AGEA ABTART AT

TAAAIAT
TTTTARMATAT

TEAG AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA = = = = = = = = = % o m m e m ot @t @t &t @it @ f e @it m i e mm e e mdm i mmmmeemee o TTAATETTAA
-------------------------------------------------------------------------------------------------------------- AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAARMTTTA
-------------------------------------------------------------------------------------------------------------- AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAA ACAAATAAATTTTATACATGCGTAACAAACGAG
-------------------------------------------------------------------------------------------------------------- AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAA ACAAATAAATTTTATACATGCGTAACAAACGAG

AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA = = = = = = = = = % o m % m @t @t @ f ot @ @t @@t @@ d @@t @@t @@t @@t @@ e @@ m @@t @@t &t ot d ot ot &t ot @t e @@t &t mf ot @ f e @ f e d it e m it m i e d it e meemamamao s
TAAGEA TAA- - AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
------------------------------ AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA ABCAABTEAAT T - - -« - o e e e e e e e
AAATAT AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA = = = = = = = = = % o m % e @t @@ m @@t @ m & f it @@ m @ e @@t @@ a @@ a @@ e @@ m @@t @t ot @@t @t e @@t &t it @ f ot @ f e & @t mf e mf e mm e mmdm i e e i e mmeame e m o amao s
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA = = = = = = = = = % o m m ot @t @@t @t @ m @@t @@t @ m @ ot @ ot @@t @@ e @@ a @@t @@t @ a @t it @@t @t @@t @ f e @t ot @ f e @i e dm ot mm it m i e d i e memamamao s
AAAAA- - - TBTTAAARAT AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA = = = = = = = = = % @ m m o m @t @t @t @ @t @@t @@t @@t @@t @@t @@t @@ e @@t @@t @@t @t ot @ f ot @@ m @t it & f e @t m @t @ ot @it mm e mm it e i e m o e e meamaoa e
-------------------------------------------------------------------------------------------------------------- AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAAMT TTABACAAATAAATTTTATACATGCGTAACAAACGAG
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA = = = = = = = = = = e @t @t @t @ e & ot @t @ f ot @t ot e mamm e e i m o mmmmamee oo AATATHA

--------------------------------------- AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA = - = = = = = = = & o s @ e o e m e @ ot e m o e f e & f o e o oo f e ottt f ot e m e o ff e m ot e m e e m ot e f ot e e oo e me e o ooameaoeoeaaeaam
AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAA ACAAATAAATTTTATACATGCGTAACAAACGAG
AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAAMTTTABACAAATAAATTTTATACATGCGTAACAAACGAG

-------------------------------------------------------------------------------------------------------------- TETRAN~ B~ TTTI

T TAAATEEBTAT - ------ - --
T TAAATEEBTAT - ------ - --

ACAAATAAATTTTATACATGCGTAACAAACGAG

4 4 00 00 - <4 44 -4 -0

---------- AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA - - - = = = = = = = = = & & m m & & o o o o o f @ oo o oo o o et e o e e oo e e e L
---------- A AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA TTTIBGCABH TAART TRTAT TR TENCHATEARABTAC
TTT ARANEEATTEEATTCEIMC- - - - ---- - - --
TAAGEA AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA - - - = = = = = = = = = & m m & & m oo o o f @ oo o e ot o e o et e e o e e e oL
------------------------------ AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA ABCAABTRAATT - - -
T
---------- TAT AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA - - - = = = = = = = = = & m s & & o o o o o o @ o e o oo b e o e o et e o oo e e oL
TTRAAATAT AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA TAARATEBATAARTT
TT TAARATEEATAARTTRTARTC- - - - - - - oo oo - -
------ TAAATA AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA AR CHAATAAATTEEATTCRTHCET AAGRA
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA AR CIAATAAATTIBATTCETHECET AAGAA
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA - = - = = = = = = = = =& & @ mm o & o e o @ o e o e o e oo oo oo oo oo TTTA
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA - - - = = = = = = = = m & = mm f e o o e oo e e o e oo o oo oo oo oo TTAA
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA ABATHA TS CERE il T TTTA
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA ABATHA THNGE CEE TIA T TTTA- - - - - - - oo oo m oo -
AAAAA- - -TRTTAAARIAT AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA - = = = = = = = = = & & @ = mmm oo oo o o o e e e o d oo oo oo TETAATATEGEAGT T THRABRABG TAAABT TTRTACHTRRT TA---------
-------------------------------------------------------------------------------------------------------------- AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAARTTTABACAAATAAATTTTATACATGCGTAACAAACGAG
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA - = - = = = = = = = = =& & @ m m o & e m o e o o e oo e oo oo oo oo oo AREA A
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA - - = = = = = = = = = = & @ mm o @ m o @ @ e e o oo oo oo oo oo o oo oo TTIAATAT A
TT

4 4 0 0O 34 4 < < -

---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- TTT

THEARA AAAABATTTIITBAAG TT AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA = = = = = = = = = % s m m ot @t @t @t @t &t @t @t ot @t e @it mf ot e i e m o e e mam o ame e e o s TAA - - - -AATAAATTTTATTRAR- - - - - - A A

T AIA AAAAIATTTITIAAG TT AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA = = = = = = = = = % m m ot @t @t @t @t &t @t e &t @t e @i e @it e i e mme e mammeme e e oo TAA - - - -AATAAATTTTATTRAN- - - - - - IA.AI
THRHAAAABRAAAAAATTTTTTAAA TTT AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA = = = = = = = = = % m m ot m ot @t @t &t &t &t d ot e @it @ f e m i e m o e m o e o e o e no s TAATATTAA AGAACBGAAT TEETG- ------------ -
TREAAAABEAAAAAATTTTTTAAA TTT AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA = = = = = = = = = % m m ot m ot @t @t &t &t @t e @ f ot m it mf e mm e e i e m o e o e o e mao s TAATATTAA AGAAREA A TIT -------------------
T ARG AAA- = = ==« === TTT AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA = = = = = = = = = % m @t @t @t @t &t &t &t f ot @t e mm e m i e e i e mmaemameama oo AATATTA AT TH-BTTTTABAR- ---------------
T ARG AAA- = = ==« === TTT AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA = = = = = = = = = % m @t m ot @t @t & e &t &t @t @ f e mm e m i e e i m i e memama oo AATATTA AT TH-BTTTTABAR- - - -------------
TERAARABABAAAAAA - - - - - - - - - TTT AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA = = = = = = = = = % o m %t @t @ e @t @@ m @@t @@ m @@ m @@t @@t @t ot @@ e @@ m @@t @@t @t m @t it &t ot @@t @ f ot @t df ot @ f ot mf e mm e mf ot m i dmm it mmemma o e mao s
TERAARABABMAAAAAA - - - - - - - - - TTT AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGAT CTTCCCGTGA = = = = = = = = = % o m m ot @t @t @t @@ m @@t @@t @@t @@t @@t @@ m @@ m @@ m @@t @@t & @t @ f it @@t @t e f @t &t df ot mf e d it m it mf e m i e e mdameemamamao s

-------------------------------------------------------------------------------------------------------------- TTTIATAATAA TAA-A—————————————————————————
AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAARTTTABACAAATAAATTTTATACATGCGTAACAAACGAG
AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAA ACAAATAAATTTTATACATGCGTAACAAACGAG
--------------- TATHTTTRT- - - - AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA = = = = = = = = = = m m e m e e e m e o 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 e e e e e e e e e e e e e e e e e o s
--------------- TATITTTIT————-AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA——————————————————————————————————————————————————————————————————————————————————————————————————————————————
-------------------------------------------------------------------------------------------------------------- AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAAT TTABACAAATAAATTTTATACATGCGTAACAAACGAG
-------------------------------------------------------------------------------------------------------------- AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAAMT TTABACAAATAAATTTTATACATGCGTAACAAACGAG

AAAA AAAAARTATTTERAAARS T ATAATAA
AAAA AAAAARTATTTERAAARS T ATAATAA
AAIA ABRAAAARAT - TTTTAAATAT

AATAIT ------------------ IAAIAIACGAI

AAITTTA -------------------
-------------------------------------------------------------------------------------------------------------- AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAAT TTABACAAATAAATTTTATACATGCGTAACAAACGAG
-------------------------------------------------------------------------------------------------------------- AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAAMT TTABACAAATAAATTTTATACATGCGTAACAAACGAG
-------------------------------------------------------------------------------------------------------------- AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAA.— S - - - -AT TAAIAAACIAI
-------------------------------------------------------------------------------------------------------------- AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAAMT TTABACAAATAAATTTTATACATGCGTAACAAACGAG
------------------------------------------------------------------------ AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAAMT TTABACAAATAAATTTTATACATGCGTAACAAACGAG
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA - = = = = = = = = = m m e m e e e m e @ e @ e e e @ e @ 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 e e e e e e e e e e o s
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA = = = = = = = = = = m m e m e e e m e @ e e e @ e @ e @ e @ e e e m e @ e m e @ e 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 e e e e e e o s
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA - = = = = = = = = o e o e e e e e e o o e e e e o e e e e e e e e e e e e oo - ITTAATAATA-TTAI ---------------------------------
AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA - = = = = = = = = = m m e m e @ e m e m e e e e e @ e @ e @ e @ e @ e @ e m e @ e m 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 e e e e e o -
-------------------------------------------------------------------------------------------------------------- AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAAT TTABACAAATAAATTTTATACATGCGTAACAAACGAG
-------------------------------------------------------------------------------------------------------------- AAACAGTACGAATCAATATATATATGATATACAATAATTTAGACAGAAACTTTAATAATAAMT TTABACAAATAAATTTTATACATGCGTAACAAACGAG
-------------------------- TA AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA =« - m s s m s o s omom e o oo TRATBATAATE T TAGT TG - - - - - - - - - - - oo
-------------------------------- AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
AAAAA - - -TTTTAAAATRTTTRTA- - - - - AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
AAAAA - - -TTTTAAARATRITTTRITA- - - - - AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
ABAABAATATTTTEAATET AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
A AAIAATATTTT AATET AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
-------- TTITEEATA AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
-------- TTIT ATA AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
ANAAAARIAT - TTTTAAATAT

TT
TT

AGTTACATCAGGCCATTTCCGCAACACCTGCATCCGCAGAGAAGATCTTCCCGTGA
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i fm_1.bed 0 0_n.bed g 1.bed fm 2.bed 0 0 belnfa ainfa clfa After TEtrimmer 10066 bp

size: 10066bp; fragments: 976; full length: 0 (>=9059.4bp)
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f.oed g 1.bed fm 1.bed O O n.bed g 1l.bed fm 2.bed 0O O bcin.

size: 11290bp; fragments: 1552; full length: 0 (>=10161bp)
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divergence to consensus (%)

TE: It 1 famiy_150 Before TEtrimmer 185 bp

size: 185bp; fragments: 314; full length: 305 (>=166.5bp)
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After TEtrimmer ORF and PFAM domain plot
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1sus before TEtrimmer (bp)
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