Start crop Point End crop Point

1 MSA length = 1903 1
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT - - === ----- AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

CATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT - -=-=-=-=-=---- AATTTACATGIGATTTCCTATGTCCCGTCCGACGATGCAACACCIGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGIAAATCCCATGTAAATT —————————— AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
CATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT - -=-=-=-=-=---- AATTTACATGIGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATICCATGTAAATT —————————— AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGIAACACCCGGTATA
TATACCGGGT.TICATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT —————————— AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTAT

TATACCGGITGTTGCATCGTCGAGCGGGACATAGGAAATICCATGTAAATT ---------- AATTTACATGGGATTTCCTATGTCJCGTCCGACGATGCAACACCCGGTATA

CATACCGGTGTTGCATCGTCGAGCGGJACATAGGAAATCCCATGTAAATT -« -« - - - - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

T CATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - - = = m = = = - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATJJCAACACCCGGTATA

C CATACHGGGTGTTGCATCGTCGAGCGGME T AGGAAATCCCATGTAAATT -« - - - - - - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACIATGCAACACICGGTATA

TEERTECEE T T THA - - -BTTABA-- - - -- ATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - == mmm = = = - AATTTACATGGGATTTICTATGTCCCGTCCGACGAT|BABECEC

T TATACCGGGTGTTGCATCGTCJAGCGGGACATAJJGAAATCCCATGTAAATT - - - - - - - - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAAMACCCGGTAT

T TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T == - == - = - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTAT cliTAE - —_AGIA1T.AIAIAA

T - - - - -- - THA-AATTTAAATIIE- - - - ------- - - TIA TCGTCGAGCGGGACATAGGAAATCCCATGTAAATT - -« -« - - - - - AATTTACATGGGATTTCCTATGJCCGTCCGACGATGCAACACCCGGTATA -F TGN - -

T CATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCATGTAAATT - - - - oo - AATTTACATGGEATTTCCTATGTCCCGTCCGACGATGRAACATCEGGTATAR TIMABE T TRETG TR TATT - - - - - - - - - - oo

C 0 AATTTABATGGGATTTCCIATGTCCCGTCCGACGATGCAACACCCGGTATARNE - TTTTIRRENEY T - -BEE - - - - - - - - - ------------

CAACATTAGA A TATIAT - - - - - - - - S BGAT T T - - - = = = = = = o e o o e o e e e e o e e e e e e e e e e e e e AATTTAIATGGGATTTCCIATGTCCCGTCCGACGATGCAACACCCGGTATA ---------------------

C TATACJJGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT - - - - - - - - - - AATTTACATGGGATTTCCTATGTCCCGTCCJACGATGCAACACCCGGTAT
TATACCGGGTGTTGCITCGTCGGICGGGACITAGGAAATCCIATGTAAATT ---------- AATTTACATGGGATTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
CATACCGGGTGTTGCATCGTCGEBMCGGGACATAGGAAATCCCATGTAAAT T - - - = m = = = - - AATTTACATGGGATTTCETATGTCCCGTCCGACGATGCAACACCCGGTATAR - - < -« o v e e m e e oo A
TATACCGGGTGJGCTCGTCGAGCGGGACATAGGAAATCCCATGTAAATT -« -« -« - - - - AATTTACAlGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATEMTIA T T T/ EIETE T B - - - - - - - - A
CATACCGGGTGTTGC!ICGTCGAGCGGIACATAGIAAATCCCATGTAAATT ---------- AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA A
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATTAAATT - - - - AATTTACATGGGATTTCCBATGTCCCGTCCGACGATGCAACACCCGGTATAG = -« == = w = w - mmm oo mmmm oo oo o A
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGEBAR- - - - - - - - ATBT - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACHCGGTATA- - - - - - - T/RINAR TTRGAT - - - - - - - - - A

AATTTACATGGGATTICCTATGTCCCGTCCGACGATGCAACACCCGGTATA
AATTTACATGGGATTTCCTATGICCCITCCGACGATGCAACACCCGGTATA
AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATES - - - ----------------

AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTITA ——————
AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGITAT

> > > > >
B

C TATACCGGGTGT TG TCGTCGElICGGGACATAGGAAATCCCATGTAAATT -« -« -« - - - - AATTTACATGGGATTTCHTATGTCCCGTCCGACGATGCAACACCCGGTATGE- TRITTT TRTRACK T TG - - GACAAAAT 1€GEE G- - - - - - - - - - - - -

T TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATJCCATGTAAATT - - - - - - AATTTACATGiIATTTCCTATGTCCCG.CGACGATGCAACACCCGGTATA

TAATA - - - - - - - - TTBAT - - - oo e e oo - ACCGGGTGTTJCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT -« -« - - - - - AATTTACATGEGATTTCCTATGTCCCGTCCGACGATGCAACACIIIGG - - « -« - = - oo oo e oot

T THTACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT - - - - - - - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATEGENG 16T 7 /M BlATE- - ------ - - T -

T TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAART - --------- AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA - = = = = = mm e e e e e e e e e e e e T

C TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - - - == - = - - - AATTTICATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATARTIETETT CIA€A[EE - - T

T TATACCGGGTGTTGCATCGTCGAGCGGGACATGGAAATCICATGTAAATT - - - oo AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA TETITT.TETI———— T

T TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - - - = m = = = - - AATTTACATIRGGATTTECTATGTCCCGTCCGACGATGCAACACIMCGGTATAR - - - - oo oo T

C T TACCRGGTGTTGCATCGTCAGIGGGACATAGGAAATCCCATGTAAATT - - - - - - - - - - AATTTACATGGGATTTCCTATGTCCCGJCCGACGATGCAACACCCGGTAT T

C GTAATTRAAT TATACCGGGTGTElICATCGTCGAGCGGGACATAGJAAATCCCATGTAAATT - - - - - - - - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATMCAACACRCGGTATANMGARGHE TRAGTE TR TARGTT- - - - - - - - T

T TATACCGGGTGTTGCATHGTCGAGCGGGACATAGGAAATCCCATGTAAATT -« - - - -« - - - AATTTACATGG-ATTTCCTATGTCCGTIGACGATJCAACACCCGGTATA T

T CATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCJCATGTAAATT - - - - - - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATARGGE T TT TINECEEG T AT - - BEETERCENEENNG . - - - - - -

-------------------------------------------------------------------------------------------------------------- AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACAccGGTATA

TATACCGGGTGTTGCATCGTCGAGCJGGACATAGGAAATCCCATGTAAATT - - - - - - - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - - - == - = - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

TATACCGGGTGTTGCATCGTCGAGCGGGACATAGAAATCCCATGTAAAT T - - - - = - = - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

TATACCGGGTGTTGCATCGTCG CGGGACATA!IAAATCCCATGTAAATT ---------- AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATAIRE T TT TERMGHECE - - - - - -
TATACCGGGTGTTGCATCGTCI!!CGGGACATAGGAAATCCCATGTAAATT ---------- AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGTATART -ATTTT@-----------
TATACCGGGTGTTGCATCJTCGAGCGGGACATAGGAAATCCCATGTAAATT -« -« -« - - - - AATTTACATIRGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATAR - < -« cmmm e e e o e oo
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T == - == - = - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
TATHCCGGGT T TGCATCGTCGAGCGGGACATAGJAAATCCCATGTAAATT - - - - - - - - - - AATTTAJJATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - - - = m = = = - - AATTTACATGIGATTTCCTATGTCCCGTCCGACGATGCAAIAICCGITATA -----------------------------------
TATACCGGGTGTTJCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT -« - - - -« - - - AATTTACATGEGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTA
TATACCGGGTGTTGCATGTCGAGCGGGACATAGGAAATCCCATGTAAATT -« -« -« - - - - AATTTACATGGGATTTCCIATGTCCCGTCCGACGATGCAACACCCGGTATA
TABCCGGGTGTTGCATCGTCGAJCGGGACATAGGAAATCCCATGTAAATT - - - - - - - - - - AATTTACATGGGATTTCI!ATGTCCCGTCCGACGATGCAACAICIGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - - = = m = = = - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTABA < -« - - v oo - - TATGRT - - - - - - - - - - -

- - -MGAGA TRG8:CATCCTCCAGCCEGACATAGGAAATCCIRATGTAAATT - -« - - - - - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTAT--TINTTT- - B ARl il - - ---------
------------------------------ TAGGAAATCCCATGTAAATT--=--------AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGAC - - AGGAAATCCCATGTAAAT T == = = = = = - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTAT

> > > > >

> > > > > > > >

------------------------------------------------------------ AATTTACATGGGATTTCCTATGTCCCG CGACGATGIAACACCCGGTATA e A
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGJAAATCCCRTGTAAATT - - - oo - - AATTTACATGGGATTTCCTATGTCCCG!ICGACGATGCAACACCCGGTATA A i
------------------------------------------------------------ AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA A ARG A A
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - == === - - - AATTTACABGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTAT A - -
TITAC-TITTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT ---------- AAITTACAIGIGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTAT A AA
A

TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - ===« === - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCABCACCCGGTATA
------------------------------------------------------------ AATTTACATGGGATTTCCTATGTCCCGTJCGACGATGCAACACCGGTATA
CATACCGGGTGTTGCATCGTGAGCGGGACATAGGAAJTCCCATGTAAATT -« - - - - - - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATAN-BANTE T ANl TT--------
CATACCGGGTGTTGCATCITCGAGCGGGACATAGGAAATCCCATGTAAATT -« -« -« - - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACITGCAACACCCGGTATA
D CCATGTAAATT === === ===~ AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTRTRG- - - - - - -------------

> > > > >

> 2>

==l
= S

TATACCGGGTITIGCATCGTCGAGCGGIACATAGGAAATCCCATGTAAATT —————————— AATTTACATGGGATTTCCTATGTCCCGTCCGAlMGATGCAACACCCGGTATAEB------------=-=------ A
TATACCGGGTGTTGCATIGTCGAGCGGGACATAGGAAATICCATGTAAATT —————————— AATTTACATGGGATTTCCTATGTCCCGTCCGACHATGCAACACCCGGTATA A
TATACCGGGTGTTGCATCGTCGAGCGGGACATIGGAAATCCCATGTAAATT —————————— AITTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCIATGTAAATT —————————— AATTTACATGIGATTTCCTATGTCCCG.CGACGATGCAACACCCGGTAT
TATACCGGGTGTTGCATCGTCGAICGGGACATAGGAAATCCCATGTAAATT —————————— AATTTACATGGGATTTCITATGTCCCGTCCGACGATGCAACACCCGGTATA

> > > > D>
— — — — . ]

> > > > > > D>
> >

ATICCGGGTGTTGCATCGTCGAGCGGGACATAGGAAA - CCCATGTAAAIT —————————— AATTTACATGGGATTTCCTAIGTCCCGTCCGACGATGCAACACCCG -TATA
T TACCGGGTGTTGCATCGTCGAGIGGGACATAGGAAATCCCATGTAAATT —————————— AATTTACATGGGATTT CTATGTCCCGTCCGACIATGCAACACCCGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAI—CCCATGTAAATT —————————— AATTTACATGGGATTT CTATITCCCGTCCGACGATGCAACACCCGGTA

>
>
>

----------------------------------------------------------------- AATTTACATGGGATTTCCTATGTCCCGlICGACGATGCAACACHCGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGAC|TAGGAAATCCCATGTAAATT - - -« - -~ - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCC-------THATTHTHECE Tl THl- - - - -----------
TATACCGGGTGTTJCATCGTCGAGCGGGACATAGJAAATCCCATGTAAATT - - - - - - - - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATANGE AT Bl AR TT--------

> 2>
>

> > > >
- -4 - -

—————————————————————————————————————————————————————————————————————————————————————————————————————————————— AATTTACATGGGATTTCCIATGTCCCGTCCGACGATGCAACACCCGGTATA - -
G TRATAA---- - - TATACCGGGTGTTGCAICGTCGAGCGGGICATAGGAAATCCCATGTAAATT —————————— AATTTACATGGGATTTCCTATGTCCCGTICGACGATGCAACACCCGGTATA - -

GG T TCEA L R i G-TCCCATGTAAATT —————————— AATTTACATGGGAITTCCTATGTCCCGTCCGACGATGCAACACCCIGTATA GA

GGTETTTAA TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT - -=-=-=-=-=---- AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATAEB - -------"-"--"-==---“=---==---=---- A - -

————————— TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAATT - -=-=-=-=-=--- —AATTTACATGGGATTTCCTITGTCCCGTCCGACGATGCAACACCCGGTATA -

| > 2>

----- T A-IE- - TAAAT CATA-JlGGGTGTTGCATCGTCGAGCGGGACHTAGGAAATCCCATGTAAATT - - - - - - - - - -AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA .

--------------------------------------------------- TACCGGGTGTTGCATCGTCGAGIGGGACATAGGAAATCCCATGIAAATT——————————AATTTACATGGGATTTCCTATGTCCCGTCCGAIGATGCAAIACCCGGTA

A-cmmmm - T TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - === == - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATAEAN TR BT Bl----------

GcaA-THAAA - CATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAARICCCATGTAAATT - - - - - - - - - - AATTTACATGGGATTTCCTATGTCCCGlJCGACGATGCAACACCCGGTATA

N - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATBR- - - ------------------|;#0- - - - -

G- A T A AR - - - - - - - -l AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGTATA

ABAA - TTEEA - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

AATTTACATGGGATTTCCTATGTCCCGTCCJACGATGCAACACCCGGTATA
TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGAATT - - - - - -~ - -- AATTTACATGGGATTTCCTATGTCCCGTCCGACGABGCAACACCCGGTA

TATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - === == - - - AATTTACATGJGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

CATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - - ---- - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

CATACCGGGTGTTGCATCGTCGAGCGGGACATAGGAAATCCCATGTAAAT T - ===~ - - - AATTTACATGGGATTTCCTATGTCCCIJTCCGACGATGCAACACCCGGTATA

TATACCGGITGTTGCATCGTCG.iGGGACATAGGAAATCCCATGTAAATT ---------- AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAA- - CClJGGTATA

CATAMCGGGTGTTGCATCGTCGAGIGGGACATAGGAAATCCCATGTAAATT -« - - - - - - - - AATTTACATGGGATTTCCTATGTCCCGTCCGACGATGCAACACCCGGTATA

TATACCGGGTGTTGCATCTCGAGCGGGACATAGGAAATCCCATGTAAATT - - - - - - - - - AATTTACATGGGATTTCCTATGTCCCGlJCGACGATGCAACACCCGGTATA

-4 4 - < -

—







d fm_1.bed 0 0 n.bed g 1.bed fm_2.bed 0 0 bcin.fa_alnfa cl.f After TEtrimmer 1903 bp
size: 1903bp; fragments: 13732; full length: 625 (>=1712.7bp)
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d_uf.bed g 1.bed fm 1.bed 0 O n.bed g 1.bed fm 2.bed 0 O b
size: 2203bp; fragments: 13532; full length: 0 (>=1982.7bp)
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divergence to consensus (%)

TE: rnd_1 family 694

size: 1238bp; fragments: 7629; full length: 856 (>=1114.2bp)
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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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Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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