Start crop Point End crop Point

1 MSA length = 1904 1
------ TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT----------ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

---------- ATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT -~ --------ATTTACATGJGATTTCCTATGTCCCGTCCGACGATGCAACACCHGGTATA
ATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - = = = = = = = = = 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 o
-------------- TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAART----------ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
---------- ATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT -~ --------ATTTACATGJGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
TATACCGGGTGTTGCATGTCGAGCGGGACATAGGAAATCCCATGTAAATT - - - - - - - - - ATTTACATGGGATTTCCTATGTCCGTCCGACGATGCABCACCCGGTATA
TRTACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - - - - === - - - ATTTACATGGGAJJTTCCTATGTCCCGTCCGACGATGCAACACCCG-TATA
ATACIGGGTGTTGCATCGTCGAGCGG-TAGGAAATCCCATGTAAATT ---------- ATTTACATGGIATTTCCTATGTCCCGTCCGACIATGCAACACICGGTATA
--------------------- ATACCGGGTGTTGCATCGTCGAGCH- - - - - TAGGAAATCCCATGTAAAT T =« - - - o c sttt f L oo
---------------------------------------- ATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT - - --------ATTTACATGGGATTTICTATGTCCCGTCCGACGATIAcACElCETATA
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - == === - - - ATTTAIATGGGATIT!ITAT-GIC-C ------------------
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - === -~ - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATTAAATT - - - - - - - ATTTACATGGGATTTCCATGTCCCGTCCGACGATGCAACACCCGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - === -~ - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGJAACACCCGGTA- - - - - - -
--------------- TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGIAAATI— - -------ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTAT TTAATIA'TTIA-—
---------------------------- TATACCGGGTGTTGCATCGTCJJAGCGGGACATAGGAAATCCCATGTAAATT----------ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA A CcTEHA T
TATACCGGGTTJCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCHCATTAAATT
---------------------------- TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT
---------- TATACCGGJJTGTTGCATCGTCGAGCGGGACATAGGAAATICCATGTAAATT

----------------------- TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT

> > > > > > > >

> > > > > > >

CCGGGTGTTGCATCGTCGECGGGAATAGGAAATC- CATGTAAATT -« -« - - - - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
----- IGIT.T.AICGTCGAGCGGGACAT AIATCCCATGTAAATT— - —ATTTACAIGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
ATACCGGGTGTTGCARCGTCGAGCGGJACATAGHAAATCCCATGTAAATT - -« -« -« - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

TATACCGGGTGTlICATCGTCGAGCGGGACATAGAAATCCCATGTAAATT - - - - - - - - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATJCAACACIICGGTATA

TATACCIGGTGTTGCATCITCGAGCGGGACATAGGAAATCCCATGTAAATT ------------------------------------------------------------
TATACCGGGTGTTGCATCGTCGAGCGGGAC - - AGGAAATCCCATGTAAAT T - = = === = = = - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTAT
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - === - == - - - ATTTACATGGGATTTCCTATGTCCCGTCCG.— —-AACACCCGGTATA

> > > > > > > >

---------- TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATC CATGTAAATT——————————ATTTACATGGGATTTCCTATITCCCGTCCGACGATGCAACACCCGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCICATGTAAAT T - - = = == = = = - ATTTACATGGGAIT-TATGT-TC.AIGIT ---------------
------ TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT——————————ATTTICATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGAIATAGGAAATCCCATGTAAATT ------------------------------------------------------------
TATACCGGGTGTTGCATCITCGAGCGGGACATAGGAAATCCCATGTAAATT ---------- ATTTACATIGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - - = === = = = - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTAT
TATACCGGGTGTTGCATCGTCG.CGGGACATAGIAAATCCCATGTAAATT ---------- ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
TATACCGGGTGTTGCATCGTCGAGCGIGACATAGGAAATCCCATGTAAATT ------------------------------------------------------------
ATACCGGGTGTTGCATCITCGAGCGGGACATAGGAAATCCCATGTAAATT ---------- ATTTACATGGGATTTCCTATGTCCCGTCCGAC.TGCAACACCCGGTATA
TATACCGGGTGTTICATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT ---------- ATTTACATGIGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTA
ARRATE- - - TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - - - - = oo o - - ATTTICATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGG ---------
A ATTC TGETGTTGA - - - - - - - - - - - ATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCIATGTAAATT ---------- ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
A A ATACCGGGTGTTGCATCGTCGAGCGGGACATAGIAAATCCCATGTAAATT ---------- ATTTACATGGGATTT.TATIT-TICIA-TGC -------------
A A ATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCICATGTAAATT ---------- ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
A A TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - == === = = = - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
A H ACCT TGTAAGTAA - - - - - - - - - - TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - - = === = = = - ATTTICATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCIGGTATA
A A TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - - = === = = = - ATTTACATGGGATTTICTATGTCCCGTCCGACGATGCAACACCCGGTA A
A A ATACCGIGTGTTGCATCGTCG CGGGACATAGGAAATCCCATGTAAAT T - - = === = = = - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTRTA
ATTA A TATACCGGGTGTTGCATCGTCGABMCGGGACATAGGAAATCCCATGTAAAT T - - = === = = = - ATTTACATGGGATTTCCTATGTCCCGTCCMACGATGCAACACCCGGTATA
A ABAG TAT- - - - - - - - - - TATACCGGGTGTTGCATCGTCGAGCGGGAIATAGGAAATCCCATGTAAATT -------------- ACATGGGITTTCCTATGTCCCGTC GACGATGCAACACCCGGTATA
A ACTTTAARAA - - -7-------- TATACCGGGTGTTG.TCGTCG.CGGGACATAGGAAATCCCATGTAAATT ---------- ATTTACATGGGATTTCITATGTCCCGTCCGACGATGCAACACCCGGTAT
A A ATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - == === = = = - ATTTACATIGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
A A TATACCGGGTGTTG ATIGTCGAGCGGGACATAGGAAATCCCATGTAAATT ---------- ATTTACATGGGATTTCITATGTCCCGTCCGACGATGCAACACCCGGTATA
A TATACCGGGTGTTIICATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - - = === = = = - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTAT

----- TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT T - - - - ==~ - - —ATTTACATGGGATTTCCTATGTCCCITICGACGAT-AIAICC.TIT
TAT-GGT.T.ATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT ---------- ATTTACATGGGATTTCCTATG.CCGTCCGACGATGCAACACCCGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T = = - = = = = = 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 o o
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - == === - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

[ > |

> > > > > > > >

AGATAC CCTGGTATACAGAGA T------- /oemn- TATACCGGGTGTTGCATCGTCGAGCGJGACATAGGAAATCBCATGTAAATT - - -« - -~ - - ATTTACATGGGATTTCTATGTCCCGTCCGACGATGCAACACCCGGTATA
A TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - - ---- - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
ACGAR - - - - - - o o oo TATACCGGGTGTTGCATCGTCGAGCJGGACATAGGAAATCCCATGTAAATT -« -« -« -~ - - ATTTACHTGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
A A A TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCIJCATGTAAATT - - - - - - - - - ATTTACATGGGATTTCJTATGCCCGTCCGACGATGCAACACCCGGTAT

A TATACCGGGTGTTGCATCGTCJAGCGGGACATAGGAAATCCCATGTAAATT - - - - - - - - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGTATA
ABGAAAATAAACT TATAAATA - - - - - - - - - - - - - - - - TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T == - == - = - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTARA
/CGGTC/ GTTTAAGAGCA ' CT CCACACTAC------ T TACCGGGTGTTGCATCGTCGAGCGGGACATAGJAAATCCCATGTAAATT - - - - - - - - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
AAATAC/ CTAAAAATTAAGGC CTA------- TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - == === - - - ATTTACATIGGATTTJCTATGTCCCGTCCGACGATGCAACACCGGTATA
A ATICCGGGTGTTGCATCGTCGAGCGGGACA——IGIAAICCCATGTAAAIT ---------- ATTTACATGGGATTTCCTAIGTCCCGTCCGACGATGCAACACCCG—TATA
ARBARTATIE- - --------------------- TATACCGGGTGTTGCATCIRTCOGAGCGGEGACATAGGAAAT CCCATGTAAAT T - - - - o o s e et ottt oo oo

TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - - - - --- - - - ATTTACATGRGATTTCCTATGTCCCGTCCGACGATGCAAJAlicCcGlfraTA
--------- T TACCGGGTGTTGCATCGTCGAGIGGGACATAGGAAATCCCATGTAAATT -« - - - - - - - -ATTTACATGGGATTTCTATGTCCCGTCCGACJATGCAACACCCGGTATA
TATACCGGGTGTTGJATCGTCGAGCGGGACATAGJAAATCCCATGTAAATT - - - - - - - - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
ATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCIATGTAAATT - - - - - - - - - - ATTTACATGGJATTTCCTATGTCCCGTCCGACGATGAACAICEGGTATA
TATACCGGGTGTTGCITCGTCGAICGGGACITAGGAAATCC ATGTAAAT T - - -------- ATTTACATGGGATTICCTATGTCCCGTCCGACGATGCAACACCCGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGACETAGRAAAT CCCATGTAAAT T - - - - o c s ettt oo oo
------------------ TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT----------ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
--------- TATACCGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT -« -« - - - - - -ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

------- TATACCGGGTGTTGCATCGTCGAGCGGGACATAAAATCCCATGTAAATT -« -« -« - - - -ATTTACATGGGATTTCCTATGTJCCGTCCGACGATGCAACACCCGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - === == - - - ATTTACATGGGATTTCCATGTCCCGTCCGACGATGCAACACCCGGTATA

> > > > > > > >

> > > > >
> > > > >

> >
| > 2> |

>

---------------------------- ATACCGGGTGTTGATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT - --------ATTTACATGGJATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
ATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - -~ ------ - A-cmmmm - !ITTTCCTATGTCCCGTCCGACGATGCAACACCCGGT
TBTACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT -« -« -« - - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTAT CEIMGEMB T ABC- - - - - - - - - - - - o o e o e e e e e e e e e oo e e e o s
TABCGGGTGTTGCATCGTCGAGCGGACITAGGAAATCCCATGTAAATT - - - - - - - - - - ATTTACATGiIATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA A
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - - - -~ - - - ATTTACATGEGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA A
TA.CCGGGTGTTGCATCGTCGAICGGGACATAGGAAATCCCATGTAAATT ---------- ATTTACATGGGATTTCITATGTCCCGTCCGACGATGCAACAICIGGTATA A
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - -~ - -~ - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTAT A
----- TATACCGGGTGTTGATCGTCGAGIGGGACATAGGAAATCCCATGTAAATT -« -« - - - - - -ATTTACATGGGATTTCCTATGTCCCGJlJCGACGATGCAACACCCGGTATA A
---------- TATACCGGTGTTGCATCGTGANCGGGACATAGJAAATCCCATGTAAATT -« - - - - - - - - ATTTACATGJGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA A
------------- ATACCGGGTGTTGCATCGTCGEICGGGACATAGGAAATCCCATGTAAATT - - - -« -----ATTTACATGGGATTTICTATGTCCCGlGACGATGCAACACCCGGTATA A
TATACCGGGTGTTGCATCGTCGAGCGGGAJATAGGAAATCCCATGTAAATT - - - - - - - - - - ATTTAIAT.GATTTICTATGTCCCGTCCGACGATGCAICACCCGGTATA A
ATACCGGGTGTTGCATCGTGAGCGGGACATAGGAATCCCATGTAAATT - -« -« - - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA A

TATACCIGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT —————————— ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
TITACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT —————————— ATTTACATGGGATTTCITATGTCCCGTCCGACGATGCAACACCCGGTATA

TATACCGGGTGTTGCAJCGTCGAGCGGGJCATAGGAAATCCCATGTAAATT - - - - - - - - - - ATTTACATGGGATTTCCTATGTCCCGTCGACGATGCAACACCCGGTATA

- ATACCGGGTGTTGCATCGTCGAGCGGGACATAGAAAT CCIATGTAAAT T - - - & - o c ottt
S TATACJJGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT - - - - - - - - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATJCAACACCCGGTAT

TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCJCATGTAAATT - - - - - - - - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

ATACIIGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT - -« -« -« - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

---------- TATACCGGGTGTTGCATCGTCGCGGGACATGGAAATCCCATGTAAATT -« -« - - - - - -ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGJAACACCCGGTATA

------------------------------- ATICCGGGTITTGCATCGTCGAGCGGGACATAGIAAATCCCATGTAAATT— e —ATTTAC.GGIATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - === == - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

TATACCGGGTGTTGCATCGTCGAGCGGNEIMETAGGAAATCCCATGTAAATT - - - - - - - - - - ATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCIATGTAAATT —————————— ATTTACATGIGATTTCCTATGTCCCG.CGACGATGCAACACCCGGTAT






d uf.bed g 1.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa s After TEtrimmer 1904 bp

size: 1904bp; fragments: 13922; full length: 625 (>=1713.6bp)
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y 184.fastab.bed uftbed g Lbed fm Lbed 0 0 belnfa ainfa cl After TEtrimmer Extended plot Blue lines are boundaries

size: 2204bp; fragments: 13519; full length: 0 (>=1983.6bp)
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divergence to consensus (%)

TE: md_ 1 family 184 Before TEtrimmer 1603 bp

size: 1603bp; fragments: 9025; full length: 734 (>=1442.7bp)
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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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