Start crop Point End crop Point

TAGTCCAGTAAATAAGATCCAAACTCGHCHITAATTCGTCGACCATGACTT - =-=-=-==-=-=--- CCCAAAAGGTACATAATCCGCCTGAAAAGTCGGTCGACGAATTAGCCG-=-=-=--T=-=-==-=-=-=----

------------ TATEAATE TBEFT- - ------------- C et ACGGTAATTCGTCGACBGGGACT T - - - - x - s - e o s ettt
TBRCcTRTTEAA- - - - - - oo AA TAGTCCAGTAAATIAlATTGAAARACGGCTAATTI§GTCGACCGGGACTT - - - - - - - - - - cccaArAGiiiacacaaTlicccTAAAAARTCGGTCGARjGA|TTAGCCGAG
CATTAT AATAAmAT -------------------------------------- G A T AT T e e e B --------
------------- Bca T AA- - - AAAAA - - - - - f e e e e oo eiei-i-2-------CCCAAAAGGTACACAATCCGCCTAAAAAGTCGGTCGACGAATTAGCCGAG
CBTTTTBAA----- - - -AAAEABA- - TAGTCCAGTAAATAARATCCAAACTCGJClTAATTCGTCGACCATGACT T - - - - - - - - - - CCCAAAAGGTACATAATCCGCCTGAAAAGTCGGTCGACGAATTAGCCG - === -T-mmmmmon--
.- - CICITTIAATAAIAA.T.— -B~ TAGTCCAGTAAATAAGGTTGIAACACGGCITAATTCGTCGACCGGGAITT ---------- COBAAA - - < - - m s m el

1 MSA length = 1146 1
CEA-BcRE~TcEEAGTE TARABG- - -GATEBGEEEEGE - - - - - - - - - - - - - - - - - TR TBGACTHAGGACTI- - - -« - e e e e A/ CCGGCCAG AC/ CAAAAAAC---------
------------ TGARAART T e e TTT C e e e e e e e e e e e e e e e e e e e e e b e e e e oo T e
------------ TGARAARET ABABAAAA- - - - - - - TAGTCCAGTAAATAAGGTTGAAACACGGCIITAAT TCGTCGACCGGGACT T = = = = = = = = = @ m m e m e m e e m e e e m et ot e e e e o e i e mameacameaoeaam o T e
-------------------------------------------------------------- IAAGGTTGAAACACGG‘TAATTCITCGAIiGGGACTT———————————————————————————————————————————————————————————— A A
---------------------------------------- ACAGHA CT - - - e - e e T G
TAGTECAGTAAATAAGGTTGAAA - AGGCITAAT TCOTCGACT - = = = = = = - =« @« s - s m s o s oo Lo T T G
TAGTCCAGTAAATAAGGTTGAAARBCGGCHTAATTCOTCGABCGGGACT T - - - = - = - s x s m s m s ot i T A G
TAGTCCAGTAAATAAGGTTGAAABACGGCITAAT TCGTCGACCGGGACT T = = = = = = = = = = s m e m e m e e e et e ot f bt e e e i e o e i e mameaoemeaaaaam o T T G
TAGTCCAGTAAATAAGGTTGAAACACGClTAATTCGTCGACCGGGACTT - -« - - - - - - - CllCAAAAGGTACACAATCCGCCTAAAAAGTIGGTCGACGAATTAGCCGAG T T TAGACTACA- - - - - - - - -------
------------------------------------------------------------ C!IAAAAGGTACACAATCCGCITAAAAAGTCGGTIGACGAATTAGC.AG T T TIAA A
ARBAGAAA - -TTT TAJJTCCAGTAAATAAGGTTGAAACACGGCIITAATTCGTCGACCGGGACTT - - - - - -« - - - CCCAAAAGGTACACAATCCGCCTGAAAAGTCGGTCGACGAATTAGCCGAG T T GG/CT/TTTAGACA- - - - - -
TABAAGAAAARRTT TAGTCCAGTAAATAAGARCCAABCT CGGCETAATTCGTCGACCGTGART T - - - - - = - - - s m s m et e T T  GC/AT/CAGAGAAA- - - - - -
- AAAIAIAAA - AATTT TAGTCCAGTAAATAAGGTTGAAACACIIGCITAATTCGTCGACCGGACTT - - - - - - - - - cccaaralcTacacaaTccl- calAAAR TG TCGABGAATTAGCCGAG T T GG/ CT/GATTAGCT-- - - - -
------------ TTT et GG T A AR T G B A I TG A T T - - s - T GGAA
------------------------------------------------------------------------ T T TEEA R A
-------------------------------------------------------------------------------------------------------------- A TAAACAA Cee -
-------------------- TAGTCCAGTAAATAAGGTTGAAACACGGCITAATTCGTCJAC|GGGACTT- - - - - - - - - -CCCAAAAGGTACACAATCCGCCTAAAAAGTCGGTCGACGAATTAGCCGAG T TIEE AR A -
- - - TCCAGTAAATAABARTCAABCTCGGIGTAATTCGTCGACCATGACT T - -« -« - - - - - CCCABAAGGTAACAATCCGCCTGAAAARBTCGGTCGACGAATTACTEG - - TCH- - - - - - - - - - - T TEEA R A
-------------------- TAGTCCAGTAAATAAGGTTGAAACACGGCETAATTCGTCJAClGGGACTT- - - - - - - - - -CCCAAAAGGTACACAATCCGCCTAAAAAGTCGGTCGACGAATTAGCCGAG T TEE AR A -
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------------------------------------------------------------ ccarfjaclftacaTaATCC Y
------------------------------------------------------------ CCAAAAGGTACATAATCC AAAABE- - - - - e

TAGTCCAGTAAATAAGATCCAAACTCGJClITAATTCGTCGACCATGACTT
TAGTCCAGTAAA - AAGGTTGAAACACGGCHMTAATTCGTCGACCGGGACTT
TAGTCCAGTAAATAAGGTTGAAACACGGCHTAATTCGTCGACCGGGACTT
TAGTCCAGTAAATAIGGTTGAAACACGGC TAITTCGTCGICCGGGACTT
TAGTCCAITAAATAAGGTTGIAACACGGC TAATTCGTCGACIG—GACTT
------------------------------------- TIGACCGTGA.T
TAGTCCAGTAAATAAGGTTGAAACACGGCETAATTCGTCGACCGGGACTT
TAGTCCAGTAAATAAGGTTGAAACACGGCIMAAT TCGTCGACCGGGACT T - = = = = = = = = = = = = m o m o oo e o e o o e e o e o e o oo e oo oo o i e e o e oo o

TAGTCCAGTAAATAAGG.CAAICTCGGC TAATTCGTCGACCITIACTT ----------

> > > > >

------------------------------- ACCGGGACTT
-------------------------- ClTAATTCGTCRACCBTGACTT
TAGICCAGTAAATAAGGTTGAAACA#C T.TTCGTC AiI!IiACTT

TAGTCCAGTAAATAAGAICCAAICTCGGC TAATTCGTCGAMCATIACT T- - - - - m oo e et e i e e e e e oo - T - - - o oo o e oo e e

TAGTCCAGTAAATAAGGTTGAAACACGGC TAATTCGICGACCGGGACTT
TAGTCCAGTAAATAAGGTTGAAACACGGC TAATTCGTCIAICGGGACTT

O O > > > > > >

TAGTHCAGTAAATARGGTTGAAACACGGCRTAAT TCOTCGACCGGGACT T - = - - - o x s s s o s st oot oo oo
TAGTCCAGTAAATAAGGTTGAAACACGGCRTAATTCTCGACH- - - - - - 0
------------------- BAAACTCGGCETAATTCOTIMGACIIT GACT T - - - - - - - s m e m e m e m ool
TAGTCAGTIAATAAGGTTGAAACACGGCETAATTCGTCGACHGGGART T - -« o v c e - - R -BGT T T TTG TR TEGAGA T ETACCAGTECTCAARRTAT - - - - - - - - -
------------------------------ TAATBCGTCGACCATGACT T - - - s - e e e e ettt

QO > > > 0O >

[ > |

TAGTCCAGTAAATAAGATCCAAACTIGICITAATTCGTCGACCATGACTT ------------------------------------------------------------------------
GHElC

TAGTCCAGTAAATAAGATCCAAACT TAATTCGTCGACCATGACT T s = m s mm s mm e m e m e m o e m e i e i e i e e memmemmemmemmeemeemee oo -
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d ufbed g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 b After TEtrimmer Extended plot Blue lines are boundaries
size: 1810bp; fragments: 2382; full length: 0 (>=1629bp)
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TE: nd 1 family 557 Before TEtrimmer 281 bp

size: 281bp; fragments: 1364, full length: 565 (>=252.9bp)
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After TEtrimmer ORF and PFAM domain plot
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