Start crop Point End crop Point

1 MSA length = 472
--------------- AGTCTAGICGAGA- - - - - - - - - - - CAAAAA AR TCEIG TCTCCTAAAAATATGATTATAGCT - - - - - - - - - -ATCACAATTTTT- - - -ATTATTTAATTGTTARTTAARTTTTRTlCGGGTTA TTTAAATAATTERTRTAT
TAGTETAGTCGAGAAGTTTATTTCTCAAAAATATTCCGTCTCCTAAAAATATGATTGATAGCT - === - === - - ATRACAGE T TTTAAAAATTATTTAATTRTTAATTA - - o comoma ot TTTAAATAA TERAGTATTTTTAT
TAATCEAGTCGAGBAGT TRATTCTCAAAAATET TCTBGTCTCCTAAAAATATGABTGATAGC - - - - - - o m e TEE- - ---- - -
TAAT - TABTCGARA- - - -------- CAAAAATAiICC GTCTCCTAAAAA- -TGATTHATAGCT - - - -------- TCACAATTTTTAAAAATTATTTAATTTTAATTAACTTTfTTGCGGT - TTTEAATAATT TATHATTTTTHT
TABMTCTAGTCGAGA - - == == - - - - - - AABAATART CCCECTCCTAAAAATATGABTIATAGCT - - - - - o oo m o m Lol THAA - TAAT TATETTTT
TAITCIAGTCGIGAAGTTTATTTTTCAAAAATATT C G!ITCCTAAAAA— - -FTTRATTEATT---------- AfcACAATTTTTARAAATATTAATTGTTATTAA- - TRTTTGCfGGTT TTTAAATARTT TAT A.TI
TAGTCTAGTCGAGAAGTET - TTTCECAAAAATATTRTRGTCTCTAAAAATEEGAT TGBEGGCT - - - - - = - = - = = s oo oo oo oo oo oo oo oo oot
TAATCTARTCARA -GTTTATTTCTCAAAAARATTICEGTITCCTAAAAATATGATTATAGCT - - - - - - - - - - ATCABAATTET TBAAAATTATTTAABTGTTAATTA - - o cmmom et THAA - - - - - - -
TAATEBARGECAT - - - - - - - TTTCRCAAAAATATTCCHGTCHCCTAAAAATATIATTGATAGRT- - - - - - - - - - ATCACAATTTTTAAAAATTATTJAATTGTTAATTRACTTTTTTG- - - - - - TTTRAATAAT
TAGTCTARNTCBAGAABTTTATTTCTCAAAAATATTRTEGT CACCTAAAAABATGAT TIATEECT - - - - - - - oo oo e TTAAATARTT TAT-TTTTTTTT
TAGTHTAGECGAGA - - - - - - oo oo TTcTEGTClccTAAAAATATGITGATAGCT - - - - - - - - - - - THACAATTTTTAAAAATTATRTAATTGTTAATTAACTTTTTTIGGYTT TTTAAATAATT TAT-ATTTTTTT
------------------------------- TAGTIRTAJGEGA - - - TTATTTCTCRAAAATATTICHGCTCTAAAAATATGRTTGATAGCT - - - - - - - - - - ATCARAARTTTTAAAAATTARTTAATTGTAATTAARTT T T TGCGGGTT TTTAAATAATT TATHTTTTTTTT
------------------------------------------------------------------------------------------ AT AT AGCT - - o - m e el TTTRAARAART
------------------------------------------------- Moo - BRTERTCTRCTAAAAATATRATTGATAGET - - - - - - - - - —ATCACAATTTTTAAAAATTITTTAATTGITAATTAL TTTEAATAATT
-------------------------------------------------------------------------------------------------------------- ATCACAATTTTTAAAAR-ATTTAATTGTTAATTA TTRAAA - AATT
--------------------------------- TAGTCTAGTCGAGE- -------- - IBATAAATATTCCBGTCTCCTAAAAATATGAT TIATAGET - - - - - - - oo oo e e TTTAAATAATT
B AAATCT AARATT - TARTTTT TAGTCTAGTCGAG - = = = = = = = = = == = m o @ m o o e o e e e e e e e e e e e e e e e oo ATCACAATTTTTAAAAATATTTAATTGTTAATTAACTTTTTH TTTAAATAATT
--------- TT ABATTA---TTTTT TAGTCTAGTTGAGAAGEBTTATTTCTHAAAARTATTCTGTCCCTAAAAATATGAT TGABAGCT - - - - - e e
----------------------------------------- GGIBCBAcA------------AaaaATATTCCEGEETCCTAAARATATRATTATARCT - - - - - - - - - - ATCARAAT TR T AABAATTATTTAATTGTTAATTAAC-TTTTTRCGGHTT e e
-------------------------------------------------------------------------------------------------------------- ABCACAATTTTT- - -ATTATTTAATTGTTAATTRACT - -« --c----T - - - AAAATIE T AAATAAT TR TR AR T TTT T Tl
-------------------------------------------------------------------------------------------------------------- ABCACAATTTTTAAAAATTATTTAATTHITHAATTA- - - TTTTTGClGGTT e
GEAT TAGAT------------ - TARTTTTE- - AT TG T GG T TATT - - - - - - - oo oo A CACAATTTTTAAAAATTATTTAATTITIAATTA— - -TTTTTGCHGGTTHABMAAAAA -BTA- - - - - - o oo oo
------------------------------------- AGTCRBAGTCGAGA- - --------TCAAAAATART T T CCTAAAAATATGAT TGATAGCT = = - = - = s s e et e et oo ool - TAARARTT
------------------------------- BBl AATCTAGTTARE- - - - - - -[TETBAAAAATATTCCRGTCTCCTAAAAATABGATTGATARICT - - - - - - - - - - ATCAC-ATTTTJAAAAATTATTTAATTGTTAATTAACTTTTTTGCGGGTTHARAABE -BTATAAAA T T TTRTTTT
-------------------------------------------------------------------------------------------------------------- ATCACAATTTTIAAATTATTTARTTGTTAATTAACTTTTTGlGGGTTRARAAAAA - —TFTAA TAT-TETTTTET
---------------------------------------------------------------------------------------------------------------------------------------------------------------- AAAAA-JITBTATAA TAT-ATTTTETT
---------------------------- TAGTCTAGTCGAGA=- - - - - ------CAAAAATATTCTGTCTRCEAAAAATRTGATTGRTAGCT - - - - - - - - - - ATACEATTTTT - - - -ATTATTTRATBGT TAGTTAACT - - - - - - - - - - - AlAAAT - - - -ATAA TATRTTTTRTTE- - - - -
TRAE G- --CTGETACE BA- - - - - -- TEARBTARTCE----------- BCTCAAAAATATTCCEGTCTCCTAAAATATGAT TG = - = - = = s s s s e oo oo oo AAA -IITATAAAABTTEBAAATERTIRET - - - - - ARTTTTTT
------------------------------- AGTCTAGTBGAGA- === -=-w-cmeeeee oo - GTRTCCTAAAAATATATTHATABCT - - - - - - - - - - ATCARRATTTTTAAABAGBTATTTAATTGTTAATTAACT T - v - c e - - - AAAART
COARAC G- T TTABEACCTA- - - -------- - - - GTCTAGTCGARA- - - - TATTTTCAAAAABATTCCRBGTCTCCTAAAAATARGAT TGATAGCT - = - = - & - o - e s et e b oo
-------------------------------- TAGTCTAGTTGAGA=- - - ------ -BEAAAAATABTIBCEBGTCTCCTAAAAATATGAT TGATAGCT = = - = - @ - o e m e oot e L oo
----------------------------------- CCARB- - -------------AATATTCTEGECTCCTAAATATATIRATTGABAGHET - - - - - - oo o cBAC - - - - oo oo ABTAA- - - - -o oo

T AAAAA—ITATAAAA

------------------------------------------------------------ AARRART - - - - - - - -
________________________________________________________________________________________________________________________________________________________________ A

AAT - -ATAAAA

----------------------------------------- TARTTEABRA- - ---- - - - TECAAARATATTCCRGTCTCRTAAAAATATGAT TGATACT - - - - oo oo e Lo AAAATHTARAAAA
----------------- ARATE-BAA-- - - - BTG T AATCTAGTCGAGRAGTTTATTTCTAAAAATATTCTGECTIRCTAAAAATATGATGATAGCT - - - - - - oo oo oo AAAAATIEAT AlA A
-------------------------------------------------------------------------------------------------------------- ATCACAATTTTAAAAATTTTTAATTGTTEET TAA- - - -« - - oo oo AAAAA - GlATEABA

---------------------------------------- CTAGTCGAGA--TTIATTTTICAAAAATATTCC GTITCCTAAAAATAT————GATA—————————----------------------________________________________ AAAAA -BTATAAAA
------------------------------- BEE G cTAGTGAGA- - - - - - AAAAATETTCTITC T TAAA - - TATGATTGATAGCT - - - - - oo e e e e e e e oo WTTATA
TATAAAA

———————————————————————————————————————————————— BF-----------FTArAATATTCCTBTCT CTAAAAATATGATTGAT!I!---------------------———————————————————————————————————————AAAAAAT TAfAAA AT TBAAARAA S M N IR N oo

------------------------------- TAGTCTAGTCGAGAAGTTIATTTCTCAAAAAIATTCT GTC CCTAAAAATAIGATTGATA———————————------------------------------------_________------- A AIAA TATIREAABT TEREBAATAATT TATATAATAT TTHT

----- ATAG- - ETETRACHA TEABAATTTTT TAATCT AT COBGA - - - - - - - - - e oLl

---------------------------------------------------------------------------------------------------------------------------------------------------------------- ARARAIETATATAARTTTAAATART TR - - - - -BART B T Tl Tl

------------------------------- ITAATIT.TTGAIE------------------------------------------------------——————ATIACAATTTTTAAAA———————————————————————---------- AAA - TTTAAAIAATT TITAA TTTTTTTRRTTHT
G

TATAAAA
_______________________________________________ A

TAGTCTAGTBGAGA - - = - - - o - o m oo ool ATCACAATTTTTRAAAATIATTTAATTGTTAATTART - - - - - - - - - - - -
TAGTCTAGTCGAGE- - === - - mmmme e e o TC@CTCTRCBAAAAATATCATTGABABCT - - - - - o -
------------------------------------------------------------ TCAfAAAaTTCTGTCTCCTAAAARTATGATTJATAG

---------------------------------------------------------------------------- T TTRAAAAAATATGATTGATAGCT - - - - o oo m o m s ottt
--------------------------------------------------------------- AAAGTATTCCRGTCTCCTAAAAATATGATTATAGCT - - - - oo m e e oo

AAAAA - - TRTAAAA
AIAAAT————AAA

---------------------------------------------------------------------------------------------------------------------------------------------------------------- AAAAA -BITATRAAA
----------------------------------------------------------------------------------------------------------------------------------------------------------------- AAAAA -RTRTAA
-------------------------- TTTTTETTCEEAATH T AR TGAGA - - - - - o c e e A AATTTTTAARAABTATETAATTCTAATTAACTTTTTTGCCRGT TRAGAAAAA - TTTAAATAATT
----------------------------------------------------------------------------------------------------------------------------------------------------------------------- TTR@AATRATT
--------------------------------------------------------------------------------------------------------------- TRG----777T----ABRTARTTAATTRTBAATTAA- - TTTREGCCHGTTEA TTTAAATAATT

-------------------------------------------------------------------------- GTCTCCTAAAAATATGAT TGATAGCI- - - - - - - o m e THTARATART
TAGTCTAGTCGAGAAGTTTATTTCTAAAAATATTCCRCHECTH- - - AAAATATAT - - - - GCT - - - o m e AAARAART
TBGTCTCCTAAAAATATGBT TOATBGCT - = - - - o c o e e e - TATAAAAAT - - - - - - THTAAA- - - - oo oo o - TTTTHTTT

CTCCTAAAAATATGATTGATAGCT - - ------ - - ATCACAATTTTTAAAAATTATTTAARTGT TIATTAAC-TTTT - mmma oo TTTAAARAATT TTTTTTTT

GTCTCCRAAAARTATGATTIRATAGCT - - - - - - - - - - ATCACAATTTTT- - - - TATTTAAT T T TAARTAACTTTTTTGCGGIENANAAAAA -BTATAAAABTTTAAATAATT ARTTTTTT

TAGTCTAGTTGAGAAGTTTABTTCTCAAAAATAT TCTCCTAAAAATATGABT GATAGCT - - - - - - et ABAA------ ATAA ARBTTTT
AATCTAGTCGAGAAGTITATTTCTCAAAAATATTCCAGTIRTCCTAAAAATATIATTGATAGCT - -« - v o v e e e TTCETE T BT AT TERT - T TB T TGCGOB- - - -
ATCTAGTCGAGA - = === - - w o c o e e e TTCCGMTCTCCTBAAAATATGAT TIATAGIIE- - - - - - - - - - - - - oo oot oot oL
TAGTCjacTcAcGA GHlcT CTAAAAATATGAITLTAf ---------------------------------------------------------------------------------------------------------
TCTMCHAAAAATATGAT TGATARIT - - -« -« - e e e e e TREAAATACRRACARGT BATTTETT -

TAAT - AGTCGAIA --------------------------- CCTAAAAATATGAT TGATAGCT = = = = = = & & o o o o o o o o o o o e o d f f f il TTTHRAATAA - - - - - - o - - TT

TAGTI!AITCGAGAAGTTTATTTTICAAAAATATTCC GTCTCCTAAAAAIATIATTGITA CT-cccoeaan TCACHBTTTTTAAAAATTATTTAATTGTTAATIAABTTTTTTGClGGT - TTTAAATAATTERT TATITTTT TTT

TAATCTAGTCGAIAIGTITATTTCTCAAAAATATTCC TIT AAAAATATGATTGATEBGCH- - - - ------ ATIACA TTTTTAAAA-ATTTAATTGTTAAT AAC TITTTGCG TTTAAATAATT TA——TTTTTTIT
--------------------------------------------------------------- IAAATATTCC TCTCRTAAAAATATGATTGATAG o

TTTAAATAAT
TTTAAATAAT

- -TRATTTRTTT

ITTT

TTTT

-------------------------------------------------------------- AAAAAIATTCT
-------------------------------------------------------------- AAAAABIATTCT
ATTCC
TGETG- - ----- - - CTCAAIAATATTCC

TCTCHMTAAAAATATGATTGETAGHT
TCTC TAAAAATATGATTGITAG T o TRATTT
TCTICTAAAAATATGATTGATAGC T

GTCTCCTAAAAATATGARTGATAGHT !
------------------------------------- AR TEEARA - - - - TATI T TCAAAAATATTCGTCTCCTAAAAATATA - TIATAGHT
——————————————————————————————— BRE  AJ T CTAGTCGAGA- - ----------aAAAATTTCCRBGTCTCTlAAAATATGATTGAJAGCT

TTREA - TRTAARTHTTET
--------------------------------------------------------------------------------------------------------------- TTREAABART AGGAATETTAT

-TAGTCTAGTTGAGAAGTTTATTTCTCAAAAATAITCCIGTCTCITAAAAATA.ATTIATAGCT ---------------------------- TTTTTTTT

------------------------------------------------------------ TTTAAATAATT TATRTTTTTTT
---------------------------------- AA- - -[IATTGATAGCT TTRAAATAART e e
---------------------- THGTCTClTAAAAA- - -WATTGATAGCT TTRAARTAA - - BT T TAGITTTTTTTT
CTCE@AAATATTCTEGTCTCCTAAAAATATIATTGATAGCT TTEEA -PAATT TABBATTTTTT
TAGTCTAGTCGAIA ------------- AAAAT.TCT GTITCCTAAAAATATGATTGAIAGCT TENACHAAT TR T AA——ITTIT T
TAGT GTCGAGAAG—TTATTTITCAAAAATATTCC GTCTCCTAAAIATITGATTIATAGCT --------------------------------------------------------------------------------------------------------------
TAGT TAGTCGAIAAGTTTATTTCTCAAAAATAT ------ CT.TAAAAATATGATTGATAGCT AAA - - = = - oo oo - TAAAT-TITITATITTIT TTr
-------------------------------------------------------------------------------------------------------------- AAA-BTAT - TABBTTTAAATAATTRTRTAT-ATTTTTTTRTTHT

------------------------------------ TAGTCTAGTAGAAGTTTATTTCTAAAAATATTCClGTCTCHTAAAAAT ABIA
------------------------------- AGTHTARTTGAGE-------------------TTCCEGTRTECT AAAATAI!AT GATAGCT ARAAAA -BTATAAAABTETHA

BTAG G-------------- TTAcAT Tl TAGTCTAGTCGAGAAlTTTATTTTTAAAARTATTIClGTCTRCAAARATAT-ATTATAGCHE ABAAAAA -BBATATA TA

------------------ TGTRA-------- TAATCTAGTCGAGAAGTTTATTTCTAAAAATATTCC- - - - - - CTAAAAATATGTT - - -flccT ABABAAA- - - - - - -AA AAABARTT
------------------------------- AGTCTAGHCGARIE- - - - - - - - v e e e e e AAAAAA - T AEIA ARTETAAATAATT



Start crop Point End crop Point
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1.bed fm_1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcIn.fa_aln.fe
size: 472bp; fragments: 78; full length: 2 (>=424.8bp)

divergence to consensus (%)
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bed g Lbed fm Lbed 0 0 n.bed g Lbed fm 2.bed 0 0 beln.fa After TEtrimmer Extended plot Blue lines are boundaries
size: 813bp; fragments: 62; full length: 0 (>=731.7bp)
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divergence to consensus (%)
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TE: rnd_5 family 12007
size: 718bp; fragments: 69; full length: 1 (>=646.2bp)
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[E consensus before TEtrimmer (bp)

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