Start crop Point End crop Point

1 MSA length = 274 1

AT- - -ATBTAGAAABGATACAGCHTATGGTTTAAAACGTCCGCAAGATATAC - - - - - - - - - CCAATGCTATTGTRGTRGCGTCRMTGTATCTTTTAGTATATTTAATRTAATTCRCAT AGG T TAT T ATATT A TRATAR - - - - - - ----- -
ATTAAATA AGAAAAGATACAICATATGGITTAAAACGTCCGCAAGATATAC ---------- CCAATGCl.TITGGT Gommmmmmmmmmmm e e e oo oo - S TTTTANACG TITTEGCAGE AAL - - - - - - - - - - - - - m o oo e e e e -
ATTAATATAGAAAAGATACAGTATATGGTTTAAAACATCCGCAARJATATAC - - - - - - - - - CCAATGCTIBTGTGGTGGCGIGCTGTATCTTIITAGTATATTTAATCTAATIREE- - - - TR TR T TRAARTE-B- - -----------------------.
ATTAAATA - AGAAAAITACAGCATATGGTTTAAAACATCCGCAAGATATAC - - - - - - - - - CCAATGITATTGTGGT.CA!ICTGTAT TTTRAGTATATTTAATCTAA-TTT - - - - TIARAAAA TTAAMARERAA - - - - - - - - - - o oo oo
TTAAATATAGAAAAGATACAGCAIATGGTTTAAAAIGTCCICIAGIT TAN---------- CCAITGCTATTGT GTGGCGTGCTGTIT TITT TAT A - & - = o o 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 oo e
----- ATAGAAAAGATAIAICATATGGTTTAIAACGTCCGCAAGATA Covmmmmmm - - CCAATGITATTGT GTGICGTGCTGTATCTTTTAGTATATTTAATITAAT-AT e e
AAAAGATA—AGCATA-TTTAAAACGTICGCAAGATATAC ---------- ICAATGCTATTGT GTGGCGTGCTITATCTTTTAGIATATTTAATCTAA --------
ATATAC---------- CCAITGCTA TGTGGTGICGTGITGTATCTTTIAGTATATTTAATCTAAT
.\ ATBCAGCATATEGTTTAABARETCCCAAGATATAC - - - - - - - - - TCAATGERTATHGT TGGCGTGCTGTATCITTTA TATATTTAATTAAT
ATTAAATAAGAAABGATABAGCATATGGTTTAARARGTCIIGCAAGATATAC - - - - - - - - - CCAATHCTATT T TGG GT TGTATCTTTTARTABATTTAATCTAG- - - - - ---coee e o
A.AAATATAGAAAAGATACAGTATATGGTTTAAAACGICCGIA GATAIAC ------------ AATGCTATTETGGTG TGTATC TTIAGTATATTTAATC -
ATTABTATAGAAAAGATACAGATATGGTTTAAAAATCCGCAAATATAC - - - - - - - - - CCAATGCTATTGTGGTIGCGTGCTGTATCTI T TAGTATATTTAATCTAA
--------------------------------------------------------- AGAAAAGATACAGCATATGGTTTAAAACGTCCJCAAGATATAC - - ------- ATG e e e e e
------------------------------------------------------------ I!ATG TATTGTGGTGG ATGCTGTAICT.TAITATAITTAAT— S
ATTAAATATAGAAAAGATARJAG - - TATGGTTTAAAARIGIICCGCAAGATATAC - - - - - - - - - CCAATGCTATT THGTGORGTGCTGTATCT T TTAGTATAT TTAATE- =« - - - - - o oo e s e m oo ool
ATTAAA ATAGIAAAIATACAGCATATGGTITAAAACGICCGCAAGATATAI ---------- CAATGITATT GG GGIATGITGTATCTT AGTATATTTAAII— -
ATTAA ATIGAAAAGATACAGTAIATGGTTTAAAACGTC.CAAGATATAC ---------- AAIGCT.TGTGGT GCGTGCTGTAICTT TAGTATATTTAATCTAAT
B--AATATAGAAAAGARIA - -GCATATGGTTTAAAACGTCCGCAAGATATAC- - - - - - - - - - CCAATGCTATTRTCEECECGTGCT TATCTTTTAGTATATTIAATC————
AAAAIAIACAGCATATGGTIT—AAACGTCIGCAAGATATA ----------- CIA .CIATTGTGGTGGCGTGC TATCTITTAGTATATTTAATCTAAT

AAAAGATAC-GCATATGGTTTAAAACATCCG

GATAIAC ____________________________________________________________
—————————————— ATACAGCATATIGTTTAAIACGTCIG

A
II!GATATAC ---------- CCAATGCTITT TGITGGCGTGCTGTATCTTT—A TETATTTAATCTAA-
TIAITGCTATT GGT.CATGCTGTAICTITTAG ATATTTAAT - - - - -
CCAATGITATTGTGGTGGCGTGCTITATCTTTTAGTATAITIAA.— -

------------------------------------------------------------ CCAITICTATTGT.TGGCGTGCIGTATCTTTTAITATATTTAAT“AA

---------------- ACAGTATATGGTTTAAACATCCGCHAGATATAC- - - - - - - - - -[JcAATGCTATTGTGGTGCATGCTGTATTTTTARTIREA TTTAATIGAA -

---------------- AIAGTATATETTTAAA.GTCCliAAIATATAC e —!IAAT.TATTGTGIT‘CGTGCTGTAT!ITTTAGTATATTTAATCTAAT
ATTAAATATAGAAAAGATARAGIATATEIITTTAAAA - - - CCGAARATARAC- - - - - - - - - - CCAATG = = = = = = = == m e mmm e e e e

-------------------------------------------- ATATAC--=-=-----TCAATGCTATTGTRGTGGCGTGHTCITEH T TTTABTATATTTAA- - - - - -
AT-BAATATAGAAAGATAlAGCATAGGTTTAAAACGTCCliCAAATATC- - - - - - - - - - CCAATGCTATTGTIGTO- - - - - - - c o e
A TAAATATAGAAA ATACAPICATATGGTTTAAAACATCCGCAABATATEM- - - - - - - - - - TCAATGCTATT TGGCGTG TGTAT TTTTAGTAATTTAATCTAR- - - - - - - - oo oo oo oo
AITAAATATAGAAA ATACABICATATGGTTTAAAACATCCGCAABATATEN- - - -- - - - - - TCAATGCTATTI TGGCGTGHTGTAT TTTTAITAIATTTAATCTAI ---------------------------------------------------

ATTAAATATAIAAAAGATACA TA—ATGGTTTAAAAIG
TAAATATAGAAAAGATAIAGCATATGGTTTIAIACG

TATTGTGETGGCGTGTGTATCTTTIAGTATATTTAATRTAAT
TG TCTEATECCGTGCTGTATCTTTHA- - -« - a e e -
ABTGTGGTGGCATGCTGTATCTTTTIMMTATATTTAAT

CCGCAAGATATAC-=----=--- CCAA
CECAAGATA- - - e ccaAllTGc

------- AGIAA GATACAICATATGGTITAAAACGTCCGCAAGATATAC——————————CIAAT CT TAAT
TAAA TTARRT------TTEBRCTTABAT - - - - - - - - - - - - !IATACAGTAIATGGTTTAAAACGTCCGCAAGATAIAC ---------- TCAATG TATTITiITGGCGTGCTGTATCT—TTA TATATTTAAT!IA— -
----------------- GAAA AT = - s e e e e e e e e e e e e e e e eeeeeeaeaeaaeeaaeaeaaeaaae----CCAATGIATTGTIGTGG GTGCTITATCTTTTA TATATTTAATCTAA
----------------------- TTA A.AAATATAGAAAAGATACAGCATAIGGTTTAAAACGT CGCAAGATATAC-=---------CCAATGC AITGTGGTG CATGCTGTATITTTT GTATEITIA
N TTTAAAICGI .CAAGATATAC ---------- CCAATGCEARTGTG GCGTGCTGTATCTTTTABMTATH- - ---------

T——AITATAGIAAAGATICIGCAIATGGTTTAAAACGTCCGCAAGATATAC ---------- ccaATBcTATTGTHG

GCATG.TGTATCITTTAGTITATITA .............

------------------------ TGGTTAAAACGTCCGCAAGATATAC- - ------ - -CCAATITIITTGTGGTGGC - TGCTTATCTTTAGTATATTTAATIAAT
TTAAATATAGIAAAGATACIGCATAT TTTAAAACGTICGCAAGATATAC ---------- CCAA GCTATEITGGT T
--------------------------------------------------------------------------- TTAAAACGTCCGCAAGATATAC- - ------ - - TCAlTGiTlTc TG
TTAAATATAIAAAAGATACAGCATITGGTTTAAAAIGTCCGCAAGATATAI ---------- CCAATCTATTGTGGT

------------------ AGCATATGGTTTAAAACAICCGCAAIAT1AC e

.AATG TATT TGITGICGTGCTGTATCTTTTAGTATATTTAATCTAA
ATTAAATATAIAAAAIATACAGCATATGGTTIAAAAIGTCCGCAAGATA AC- - cmm e e o - TCAATGETAT

GGTGGCGTGCTGTATCTTTTAGTATATTTAA.TAAT

CCAATGETATTGTGTGGCGTGCTGTATRTT TARATATTAB
TCAATGBTATTGTGGTGGRGTGCTITATCTTTTAGTAIATTTAATCTAAT
CllAATGlTATTGTGTGG ATICTLATCTTTTAGTI!ATTTAATC - -
CCAATIICTATTGTGGTGGlGTGCTGTATCTTTTAGTATATTTAATCTAAT
ATTAAATATAGEAAAGATACAGCATATGIBT TAAAACGTCCGCAAGABATAC - - - - o m e
ATTAAATATAI!AAAGATACAGCATATGGTTTAAAAIAT - - -CAAGATATAC-=----=--- CIAATiITATTIT.TGIiGTGCIGTATITTTTAGTATAITTAA ------
-------------------------------------------------------------------------------------------------------------- CCAATJCTATTGTGGTGGGTGCTGJATCTTTTAGTATATTTAATCTAAT
TACATIBG T 7 A TRETATA - - BAEC T 1ABATTABT TATAGAAAAGATACAGEBATATGGTTTAAAABATCCGCAAGATATAC - - - - - - - - - COAATGC - - = = - s o e o e e o e e oo

-------------------------------------------------------------------------------------------------------------- CRGATGCTARTCBBGTCRCGT - - - - - - v e m e

----------------------------------------------------------------------------------- ACGTIICGCAAGATATAC - < - - = - o - s CC A = = = - = o s s e o e o e o e o e e e e oo
ATTAAITATAGAAAAGATACAGCATATGGTTTAAAAIGTICGCAAGATATAC --------------------------------------------------------------------------------------------------------------
N CCAATGCTBTTGTMGEGGCGTGCTTAT - TT T TARATAT TTAATCTAA - - - - - - c e e e oo
------------------------------------------------- @rArATABGEAAAAGATACAGCATATGGTTTAAAACATICICAAGATATAC < -« -« -« - - TCAARBIGC - - - - c o e e
ATTAAATABAGEAAAGATACAGCATATG T TTAAAAIGTCCGCAAGATATAC- - - - - - - - - - C A AT G T AT TG - - - c e e
TAGARTAAATAREIIAAAAGATACAGTATATGGTTTAAAACAT AAGATATAC - = = = = = = = & o o o 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 oo
------------------------------------------------------------------------------------ CCECCCMAAGATATAC- - - - - - - - - - THAABGBTATTH- - - -BecGTRCTGTABCTTTTAGTATAT - TAATCTAATETTTCRA TH TR T8 B TH-------- -
TTTEAAACGECCBCAAGATATAR- - - - ------ CCAATCETATTGTORTGRCGT - - - - - - - - - e m e m e Lo
---------------------------------------------------------------------------------------------- ABATAC----------CCAATGCTATTG---TGGCGTGCTGTATETTTTARTATATEBAAT

TTTIMATTAAATATIGAAAJGATACAGCATATGGTTTAAAACGTClIGCAARATATEC- - - - - - - - - - CCAATGTATTTGGTGGCTGCTGTRTC- - TTAGTATATTTAATC
CTRTTT T---- - - o oo oot GTTTAAAABGTCCGRAAGATATEC - - - - - - - - - ABTATHGTGGCETGCTGTATT TT - e e e
clTA

TCAAT.TATTG G TGICAIGCTGTATCTTTTAGTATATTTIA

CCAATGCTATT GTGGCGTGCTITATCITTTAGTATATTTAA.

CIAATGCTATTGTG TGGCGTGCTGTAICTTTTAGTATATTTAATCTAAT

CCAATGCTEMTG TG TGGCGTGCTGTATCTTTTAGTATAT T TAATCTAATRTEEE - - - - - - - - - - -« — « & & o oo oo e oo o e f o ffd i e el
ICAATGCT&GTGGTGGCG --------------------------------------------------------------------------------

L e T e e e

ATTAAATATAGEAAAGATABAGCATATGCHETTAAAACGECCGCAAGATATAC = - = - = - s - s m et et
THAAATATAGAAAAGATACAGCATATGITTTAAAR- - - CCGCAAGATATAC

.G.TAAAACGTICGCAAGATATAC
ATAIAICATATGGTTTAAAACAT———CAAGATATAC
C.ATGITATT?TGGCGT CTGTATCITTTAGTATAITTAATCTAAT

TCAATGCTATT TGGTIGCG GCTGTATCTTTTAGIATATTTAATCTAAT

CIAATGITATTGTGGTGGCGT —TGTATCITTTIGTATATTTAATCTIAT

AITGCTATTGTG T GIATGCTGTATCTTTTAGTATATTTAATCTAAT

CCAATGCTATTGT GTIGCGTGCTGTATCTTTTIGTITATTTAATITAAT

PiaaTceTATTGTRGTGGG GCTGTATCTTTTAGTAT;ITIATC c- -
-------------------------------------------------------------------------------------------------------------- CCAATGCTATTGTIGTGGCATICTGTATCTTTTAGHT
-------------------------------------------------------------------------------------------------------------- TCAATTATTGTGGTGGRAT
--------------------------------------------------------------------------------------------------------------- IAATGCTAITGTGGTGGI

-------------------------------------------------------------------------------------------------------------- BcArTcCT@TTGTGGTHCHEG

-------------------------------------------------------------------------------------------------------------- TCAATGCTATTITHGTGGCGTGCTGATCTTTTAGTATATTTAANCHAAT ceee e s TRAA - - o
-------------------------------------------------------------------------------------------------------------- TCAATGCTATTTRGTGGCGTGCTGMATCTTTTAGTATATTTAANCHAAT e
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1.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa _aln.fa

divergence to consensus (%)
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size: 274bp; fragments: 84; full length: 7 (>=246.6bp)
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After TEtrimmer 274 bp
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)ed g 1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 587bp; fragments: 75; full length: 0 (>=528.3bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4 family 2157
size: 399bp; fragments: 137; full length: 1 (>=359.1bp)
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Before TEtrimmer 399 bp
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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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[E consensus before TEtrimmer (bp)

Dotplot

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