Start crop Point End crop Point

MSA length = 786 1
AARE T TGH TRRAABET TABTAAA - BT GCTRA AT TECA~AAE-BTAGE TATABTGATGTAACGAATATCAATTTTTAAICATGATAATGIRAAATCTGCC - = - = - - - - - AAATITGCGAATATTTGIGAAIGCGAATGCIAATATTCGTTACATCAITA

-------------------------------------------------------------------------------------------------------------- AAATATGCGAATATTCGIGAATGCGAATA------TTCGTTACATCACTA
------------------------------------------------------------ AAATATGCGAATATTTGCGEATGIGAATGCGAATATTCGTTACHTCACHEA
CA.GTIATGTAACGAATITCAATTTTTAAACATIAT GCA ATCIGC ---------- AAATATGCGAATA - TTGCGAA IIAATGCGAATITTCGTTACATCAC A

THRCTT AAA TATAGTGAIGTAACGAATATCAATTTTTAAACATGATA TGC AATCTGC ---------- AAATITICGARITATTCGCGAAGCGAATGCGAATATTCGTTACATCACT
TTHC TAAA TITAITGATGTAAIGAATITCAATTTTTAAICATGATAATG AAATCTGCC---------=-- ATATGCGAATATTCGCGAATGIIAATGIGAATATTCGTTACAT ACTA
-------------------------------------------------------------------------------------------------------------- AAATATGCGAATATTCGCGAATGGAATA- - - - - - TT|GTTACATACTA
AAAJATGCGAATATTCGCGATGCGAATGCGAATATTCGTTACATCHECTA
-------------------------------------------------------------------------------------------------------------- AAATATGCJAATATTCGCGAATGCJAATA- - - - - - TTCGTTACATCACTA
------------------- AAA-GTI TR T TR T T TAAA AAATATGCGAATATTCGCJAATGCGAATGCGAATATTCGTTACATCAJTA
———IT.C-A- TAAA - TRTTT AAA AIATAT CGAATATTTGCGAATGCGAATA- - - - - - TTCGTTACATCACTA
-------------------------------------------------------------------------------------------------------------- AAATAT GAATATTCICIAATG.AATACGAITATT.TTAIATCACTA
AAATATGCGAJTATTCGCGAATGCGAATJCGAATATTCGTTACATCACTA
-------------------------------------------------------------------------------------------------------------- AAATATGCIAATATTCGCGAATGCGAATGCGAATATTCGTTA-A TA

-------------------------------------------------------------------------------------------------------------- AAATATGCGAATATTCGIGAAIGIGAATGCGAATATTIGTTACATCAI
-------------------------------------------------------------------------------------------------------------- AAATATGCGAATATTCGCGAATGCGAATA------TTCGTTACATCACTA

-------------------------- AAATATHCEA TATTTGCGAATiIGAITGCGAATATTCGT.CA.ACIA
-------------------------------------------------------------------------------------------------------------- AA- - - - - ATATTCGCIIAATIICGAATGCGAATATTCGTTACATCACTA
A-TAIT-AA-TAITAAAT———— TTRTTT C-TAGTEB TAACGAATATCAATTTTTAAACAT -ATATIAAATCTGljC- - - - - - - - - - AAATATHC AATATTCGCIAATGCGAATG GAATATTClTTACBTCACTA
---------------------- TTHCTT TATAJJTGATGTAACGAATATCAATTTTTAAACATGATAATGC- - - = -« -------------AAAJJATGCGAATATTTGCGAATGCAATGIIGAATAT ATRAETA
------------------------ TATAGTGATGTAACGAATATCAATTTJBBAACATGATAATGIAAATCTIC- - - - - - - - - -AAATATGCGAATATTCGCGAATGCGAAJACGAATATTCGTTACATCACTA
-------------------------------------------------------------------------------------------------------------- AAAJI TGCGAATATTCGCGAATGCGAATA- - - - - - TJJCGTTACATCACTA
CABAGTGATTAACGAATEBTCAATTTTTAAACA - -ATAATGCAA- - CGIC- - - ---- - - -BAATGRCHE- - - - - - - - - - - e e e
TATAGTGATGTAAMGAATATCABTTTTIIAAACATG - - - - - oo oo AAATATIICGAATATTCGCGAATGCGAATIICGAATATTCGTTACAT - -CTA THEHAGHETTT
TATAGTGATGTAAIGAATATCAITTTTIAAACATG -------------------------- AAATATGCGAATATTCGCGAATGCGAATICGAATATTCGTTACAT——CTA TREHAGHETTT
-------------------------------------------------------------------------------------------------------------- AAATATGCGAATATTCGCGAATGCGAATGCGAATATTCGTTACATART
ATAGTGATGTAACGAATATCAATTTTIAAACATG - -« - v o v mmie i AAATATGCGAATATTCGCGAATGCGAATGCIAATATTIGI IIITCAI --------------------------
TATAGTGATGTAACGAATATCAATTTTTAAACATJATAATGCAAATCTGCC- - - - -~ - - - - AAATATGCAATATTCGCGAATGCGBATGCGAATATTCCGTARATCACTANTEAARTACAAGEETECETGAAAT TTTA TGTAGA - - - - - -----------
CETAGTATGTAACGAATATAATTTTTAJACATGATAATGCAAATCTGCC- - - - - - - - - - AAATATGI!AATATTIGCGAATGIGAATGCIAATATTCGTTACATCACTA ----------------------------------
-------------------------------------------------------------------------------------------------------------- AAATATGCGAATATTTGGA - -----CGAATATTCGTTACATC
-------------------------------------------------------------------------------------------------------------- AAATATG.AAIATTCGCGAIIGIGAA GCGAAT TCL IATC!I
-------------------------------------------------------------------------------------------------------------- AAATATGCGAATATTTGCGAATGCGAN TG AAAIIC ATlACTA
-------------------------------------------------------------------------------------------------------------- AAATATGCJAATATTCGCIAATGCGAATGCGAATATTCGTTACATCACTA
AABETER T TET T AGEGE T TETACTTATETT Tl T AT TAGAR- BT ABETABAGTGATGTAACHAATATBAAT TTTTAAACAT - -« - c o m o mm e m e AAATATGCGAATATTCGCIAATICGAATGCGAATATICITIA.TCA
-------------------------------------------------------------------------------------------------------------- AAATATGCGAATATIJCGCGAATGCGAJTGCGAATATTCGTTACATCACTA
-------------------------------------------------------------------------------------------------------------- AAAITGCGAATATTCGCGAATCGAARICAATATTRGIARA TCACTA
-------------------------------------------------------------------------------------------------------------- AAATATGCGAATATTCGCGATGCGABTACGAATATTCGIIACATCACTA
-------------------------------------------------------------------------------------------------------------- ABATATGIGAATATTTGCGAA- - - - - - TGCGAATATTCTTACATACTA

-------------------------------------------------------------------------------------------------------------- AAATATGCGAATATTCGCGAATGGAATA- - - - - -TTCGTTACATCBCTA
--------------------------- BT BB BT T AA - TG C- - - - - - - - - - - - - - AAATATGCGAATATTTGCGAATCGAATGCGAATATTCGTTACATRACEA
-------------------------------------------------------------------------------------------------------------- AAATABGCGIATATTCGCGAATCGAATACGAATAJTC|TTACATCACTA
-------------------------------------------------------------------------------------------------------------- AAATATIMIGAATATTCGCGAATGCJAlITGCGAATATTCGTTACATRACTA
-------- ATAGTGATGTAACGAATATCAATTTTTAAACAT - - - - - TGCAAATETGCC- - - - - - - - - - AAATAT CGAATATITGIGAATGCGAITGCGAATATTCGTT.ATIACIA
ITA-ATAGTGATGTAACGAATATCAATTTTTIAAIATGATAATGCAAJ -------------- AAATATGCGAATATTTGCGAATGCGAATGCGAATATT-GTTACATCACTA
-------------------------------------------------------------------------------------------------------------- AAATA-GEGAATATTCGCGAATIICGAATA - - - - - - oo m o oot oLl
-------------------------------------------------------------------------------------------------------------- AAATATGCGAATAT T = - o s o s oo e o e o e o e e e e e e e e oo
----------------------- THGT /AT T TACTATRATAAR- Y V-V S VS K€ (T ATTCGCGAAT - - - ---CGAATATTCGTTACATCATH
------------------------------------------- THTABEMTATAGTGATGTAACGAATATIAATTTTTAAACATGATEBATGCAAA CTGCC——————————AAA ATGEGAAT AATG GAATGCGAATATTCGTTAMcCACTA
TA TATAGTGATGTAACGAATATIAATTTTTAAACATGATIATGCAAAICTGCC ---------- AAA ATGMGAAT AATG GAATGCGAATATTCGTTA.CACTAI I
-------------------------------------------------------------------------------------------------------------- AAATATGCGAATATTCGCGAATGCGAATGIGA.ATTCGTTACATCACTA— - e
-------------------------------------------------------------------------------------------------------------- AAATATGCGEBATATTCGCJAATGCGAATGCGAATATTCGTTACATCACTA
-------------------------------------------------------------------------------------------------------------- AAATATGCIATATTCGCGAAJIGAATGIJAATATTCGTTACATCACTA e
-------------------------------------------------------------------------------------------------------------- AABITATGCJAATATTCGCGAATGCGAATA- - - - - - TTCGTTACATCACTA Ce - e
-------------------------------------------------------------------------------------------------------------- AAATATGCGAATATTTGCAATGCGAATGCGAATATTCGTTACATIACTA - - -« - - o vmm e oo e
-------------------------------------------------------------------------------------------------------------- AAATATGCJAATATTTGCGAATGCJAABGCGAATATTCGTTACATCACTA
-------------------------------------------------------------------------------------------------------------- AAAJJATGCGAATATTCGCGAATGCGAATGCGAATATTCTTACTCACTA
-------------------------------------------------------------------------------------------------------------- AAATATGCAATATTCRICGAA- - - - - —TGCGAATATTIITTACATCAITA
TAAC TATAGTJATGTAACGAATATCAATTTTTAACAT -ATAATGC- -ATCTGCC- - - - - - - - - - AAAIATGCIAATATTCGCGAITGIiAATl-AATATTCG.ACATCACTA
TAAAT TATAGTGATGTAACGAATATCAATTTTTAAACA- -ATAATGCAAATCTGCC--=----- - - AAATATGCGAATATTTGCGAATGCIAATARMIAATATTCGTTACATCACTA
-------------------------- ATAGTGABGTAACGAATATCAATTTTTAAACATG- - AATGCAAATCTGCC- === - =« - - - AAATATGCGAATIT TCGCGAAT = =« == s s o s o e me e
-------------------------- TATAGTGATGTACGAATATCAATTTTTAAACATG- - - ATGCAAATCTGCC- - - - - - - - - -AAATATGCGAATATTTGCGAATGCGAATACGAATATTCGTTCATCHCTA
--------------------------------- C-TAGTGATGTAACGAATATCAATTIIETEAARAN-ATAATGIBAATCTGCC- - - - - - - - - - AAATATGCJAATATTCRCG- - - - - - AATACGAATATTCGTTACATCACTA
T----- ABGTRABETATATCAATTTTTAAACABGATAATGCAAATCTBC - - - - - - - - - - - ATATGCGAATATTCORAATIC -« -« v e
CATAGTGITGTAACGAATATAATTTTTAAACATGATAATJCAAATCTGCC- - - - - - - - - - - - AJATGCGAATATTCGCGAATGCJAATGCGAATATTCGTTACHTCACTA

AAATATGCGAAIATTCGIGAATGCGAAT —————— ATTCGTTACATCACTA
AAATATGIGAATATTTGCG —————— AATGCGAATATTCGTTACETCACTA

AAATATGEIGAATATTTGCG- - - - - - AATGCGAATATTCGTTACBTCACTA
AAATATGCGAATARTCGCIAATGIIGAATGCGABTATTCGTTABTCACTA
AAATATICGAATATTCGCIAATI!GAATGIGAATATTCITTACATCACT

AAATATGCGAATABTCGCG- - - - - - AATGCGAATATTCGTTACATCACTA
AAATATGCGAATATTCGCGAA - = = = = = m e e e e e e e e e e e e o
AA- - ------ ATATTCGCGAATGCGAATGCGAATATTCGJTACATCACTA
AAATATGCIAATATTC;IAATGCGAATGCGAATATTCGTTACATIAC
AAATATGCGAATATTCIGAATGC - - - - - - o e e oo e e
AAATATGCGJATATTCGCGAATGCJAATGCGAATATTCGTTACATCACTA

---------------------------- CATAGTIATGTAARGAATATIAATTTTAAACAT - - - - - oo oo C- - - - - - - - - - AAATATGCGAATATTCGCGAATIJCGJATGCGAATATTCGTTACATCACT
IATITT.AG-TTITAA-TIT TATATGATJTAACGAATATCAATTTTTAAACA - -ATAATR- - - - - Wrfcc---------- AAATATGCGAATATTCGCGAATGMAATGCGAATATTCGTTACATCACTA
--------------------------------------------------------------------------------------- AAATATGCGAATATTJGCGAATGCGAATGCGAATATTCGTTACATCACTA
------------------------------------------------------------------------------------ AAATATGCGAATATTCGCGAAJJGCGAATA- - - - - - TTCTTACATCACTA
---------------------------- TATAGTGATG- - ACGATATCAATTTTTAAACAT - - TAATGCAAATCT|CC- - - - - - - - - - AAATATGCGAATATTTJCGAATGCGAATGCGAATATTCGTTACATCACTA
-------------------------------------------------------------------------------------------------------------- AABTATG- - --------CGAATGCGAATJJCGAATATTCGTTACATCACTA
-------------------------------------------------------------------------------------------------------------- AAATATICIAATATT - - - - - - TGlIGAATGCJAATATTCGTTACATCACTA
-------------------------------------- TT-----------TAGTGATGTAACGAATAJCAATTTTTAJACATGATAATGCAAAT--------------AAATATGCGAATATTC- - - - - -GCGAATGCGAATATTCGTTACATCATA
---------------------------- BE Tl T8 TT--- - T ATAGTGATGTAACAATTCAATTTTTAAACAT - - - - - TGCAAATCTGCC- - - - - - - - - - AAATATGCGAATATTCGJGAATGCGAATGCGAATATTCGTTACATCACTA

-------------------------------------------------------------------------------------------------------------- AAA - - o o e e e e e

------------------------------------------------------------ AAATATGCGAATETTCGCGAATIMCGAATGCGAATAT TCOT TACAT - = = -« s - s s o s e oot

CATRGTGATGTAATGAATATCAATTTTTAAACAR - - - - - - o c e AAATATGCGAATATTCGCGAATGCGAATACG = = = = = = = = = = = = = = = & e & e @ e m e f e e m e ottt ot o e e e e e e oo oooooooo-
TATAGTGATGTAACGAATRTIAATTTTAAARATG - - AATGCAAATCTGCC- - - - - - - - - - BAARATHCGAATATTCGCGAAICGAATGCGAATATTCITTACATCACTA
-------------------------------------------------------------------------------------------------------------- AAATATGCGAATATTCGCGAATGCGAATGCJAATETTCGTTACETRACTA
CATAGTGATGTAACGAATATCAATJTTTAAACATG- - AATGCAAATCTGC---------- AAATATGCGAATB- - == - - m s s o meme e
TATAGTGATGTAACIJAATATCAATTTTTAAACATGATAATGCAAATCTGCC- - - - - - - - - - AAATATIICGAATATTCGCGAATGCGAATGCGAATATTCTTACTCATA
------------------------------------------------------------ AAATABTCGAATATTCCIGHATCTBAATGCBATABTCGTTBC- - - - - - -

TATAGTGATGTAACGAATATCAAITTTTAAACA——ATAATGCIAATCTICC —————————— AAATATGCGAATATTCGCG—ATGCGAATGCGAATATTCGTTACATIACTA



Start crop Point End crop Point
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce. After TEtrimmer 786 bp

size: 786bp; fragments: 574; full length: 16 (>=707.4bp)
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).fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs
size: 1118bp; fragments: 434, full length: 0 (>=1006.2bp)
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divergence to consensus (%)
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TE: rnd_5_ family 5350
size: 317bp; fragments: 459; full length: 55 (>=285.3bp)
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[E consensus before TEtrimmer (bp)
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