Start crop Point End crop Point

1 MSA length = 809 1

------------------------------------------------------------------- ATCBAGCGTCACGACCCAGCAGTGTTOMCAGAA - = - = - < -« o x s o s o s oo oot -GAC---G CC@CHcC- -BTCGCTCOCTCG- - - - - - - - - - -

------------------ TTERAATG s AT - - L GABCAAATGCGMBCHCCCTACHTGTGAATAGCATATAGAAAT TGACATCGC TcGlcTGCC-@TCcTTACTECGCTAGATGAGAAT

GEGCABC- TBTG ATAG TGTABCG G TG T T T - - - - - - - - - s o s oo CTGC TCGECCGCC-QTCGCTCGCTRCGRCTAGATGAAAT

AcGCANC - TREABGECcA BT TTTRGACGHA GETHGATTTCGEAMACGTGCTTTGAAAACTGAAATCJAGCGTCACGACCCAcAGTT|cCcCcAGAA - - - - - - - - - TCTCTGAACAAATGCGCCTBGC - = -« - v s e o e o e e e oo GfjcaTTGT | [

------- AGAAATGAC TTTEEAAT R . L e e e R yelch) TCGccGCl-PrcoclcceTcGlTTAGATRAGAATR
TCTGCTGAACAAATGCGCCTCGCCCTAGGTGTGAATAR - -« - -« o oo BT - - - - - - - oo oo oo
TCTGCTAACAAATGCACCTCGC - = = = = = & o oo o o o o b b b bbb e et e e e oo

CTGCTIAA AAGBGCGCCTCGTHCTAGGTGTGAATABCATATARAAAT TIRECCE TG TRTT ARG

TG CTGAABAAATIICGC - - - - - - c oo e e e e e e e e e e e iee e

TCTGCTGAARAAAT(IGCClC GAficccGcicclfrc
ABCBEGB TRGATCTCCBARBATGTGRTTTGAAAACTGAAATCGAGCGTCATIACCCAGIAGTGT TGCCAGAA - = = = = = = - & s s - s sttt ot ot TTH TTAAATARAAT
TIRNABC TERATTRTCEAGAT TcTljcTaacaaaTceceeTceecCTRGGTGTGAATAGCATAAGAAATTGARARBCGCllcGCliTCGliTCGC TTAGATGAGAAT
----------------- AlAC TCTGCTGEACAABTGCGCCTCOTC - v v v e e e e e oo - - - - GATT TEBcBCGCBTCCccGeC -BTRGCTCGCTRCCET TABATGAGAAT
------ AT TG - - - - - - v e e e e e ... TCTGCTGAACAAATGRGCCTEGCC -~ - ----a-a-a-a-a-o - - -lACATTGC CETCHBCCG- - - - - - - - oo oo
THGABC- - - - ABACGTGCTTHAAAARTGAAATCGAGCGTCACGACCCABMCAGTORTGCIAGAA - - - - - - - - - o - e o e Lo
THGATCTTGIABAC - - - - - - - - - o oo oo ACCCABCAGIIT TGCCAGAA - - - - - o o o o e GATccGTRCRCRET c@ACCTCR8 T cocTTRCTRCCET TAGATGAGAAT
TG T CTCOBA - - - - - e e e e e e AGII AGT G T TGO CAGAA - - - & - o o o o o o o b o e o e e e e e e e e e TClCTCGlTRCGRTIAGATGAG - AT
---------- A GCTTTGAAAACTGAAATCGAGCGTCACGACCCEGCAGTGTTGCCARAA - - - - - - s e e e G T T e e e e e e e e e e ARGEBRAAT

ARACGTRCTTTHAAAACTGAAATCGAGCGTCACGACCCAGCAGTGTTGCCAGAA - = - = - = - = - s - s -ttt e b b CCGC@CGC@TCCBTCG-----------

C.CGITIAGATGAGAAT

THGARCTCG
T CTCG

ABACGTGCTTTGAAAACTGAAAT CGABICGTCACGACCCAGCAT GTTGCCA - - - - - - - o -t oo ool
-------------------------------------------------------------- CTGAAATCGI!CITCACGACCCAGIAGTGTTGCCAGAA———————————————————————————————————————————————————————————————————————————————————IA G~ c TR cGliclAGATRAGHA
LS (e T R T e G CG Gce-MAC CACTGCRT TEGG GAA
GCGCA ATCT.C‘AIATGTGCTTTGAAAACTIAAATCGAiIGTCACG CCCAGIAGTITTGCCAGAA TTGI— - —A:iA
GCGCAMC - TRRGHGECAART T TTRGACGEAR - - - - - - - - - - - - - o oo e e e e oo e o s ATCGACGTCACIACCCAGCAGTGT TGCCAGAA - = = = = = = o o o e 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 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

TCTCRTGAACAAATGCGCCTCH- CCTAGRTGTGAATABCATATARA- - - -GACGCCG- - - - - - - - - - - - AGA TccTTA
TCTGCTGAAIAAATGCGICICG -----------------------------------------------------------
---------------------------------------------------------------------------------------------------------------------------------------------------------------- WACACTHCE- - TG TTBEC TR C----------- -
GCGCAJIE - A
GCGCA AA
GCGCA

GATCTCGEABATGTGCTTTGAAAARTGAAATCGARCGTIRETIACTIBAGCAGTGT TICIIAG - - - - - - - - - o - e e oo oo oo

GCGCAMC - AA THGATCTCGE- - - - - - - CTTTIAAAACTGAAATCG GCGTCACGACCCAIiAGTGTTGCCAGAI --------------------------------------------------------------------------------------------------------------
cJelclor [off AA TRGATTTCGEBAEC ACGTCACIIBCCCAGIAGTGT TGCCAGAA - - = - & o o o e o e o o e e e e e e e GACGTCGCRBcGTRTCGllccGec-[TcceTCcGCTRCEMTIAGATGAGAAT
GCGCAMC - CAA THGATCTCG AECITGCTTTIAAIACTGAAATCGA CGTCACG CCAGCAGTGTTICCAGAA ---------- TCTGCTGAACAAATICGCCTCICCCTAGGTGTIAATAGIATATAGAAATTGACGTCGTLGCITCGICCGCC—ITCICTCGCTICITTAIATGAGAATI
L R e e e i T
-------------------- CG e e e e e e e e e e e e -GCAGTGTTGCCAGAA---------o--e------MABATIE- -WTclcBcTAGHTGTGAATAGCATATAGABATTGACGTCGCBcGTTCcGlccaec-BTcceTCcGCTCGMCTAGATGAGAAT
-------------------- CGIABIC- - - - - - - - o o eiaiaaae - -GCAGTGTTGCCAGAA - - = mmm e e e - —IAIATI— ATC CICTAGITGTGAATAGCATATAGAIATTGACGTCGCICGTITCGICCGCC—ITCGCTCGCTICGICTAGATGAGAATI
c-TH- - -- - ARTTTTRAACGRABCIIBGE TliGATCTCGEARACGTGlTTTGAAAACHG- - - - - An CACGACMICAGCAGTGTTGCCAMAA - - - - - - - - - - TCTGCTAACAAATG G - - - - - - - - - - - - s oo oo oo Lo
CA GECAARTITT- AACGHABCEGR TIGATCTCGEARACGTIRCTTTGAAAJCTGAAATCGAGCG CATGAI!CAGCAGIGTTICCAIAA ----------------------------------------------------------------- CGTHCGTH-------- T- - TEACA TR TTARA A ABTACTATE

ATTTTABABATGTCTTTGAAAAITGBAATCGAGCGTCACGACCCAGCAGTGTTGCAGAA - - - - - - - - oo o o oo - - GAACAAATGCGCCTlGTCcCcTANG G.AATAGCATATAGAAATTGACGTCGCICGCITCGICCGCC— TCGCTCGCTICGMTTAGATGGAAT
----- TCA TITG.GAACEATGCGCITC CCCTAG TGTGAATAGCATATAGAAAT—————Ci.————————————————IT.CITGCT CGETTAGATGANAAT
----------------------------------------------------------------------------------------------------------------------- 8 BcBcccTcGTCCTAGGTGTJAATAGCATATAGAAATTGACATIGCECGCETCGllcCGC- - - - - - CTCGCTECGMCTAGATGAGAT
GATCTTABABACGTGCTTTGAAAACTGAAATCGAMICGTCACGACCCAGCAGTGTTGCCAGAA - - = - - == - = - - - CREcEGCcArATHECAC GCCCTAGGTGTGAATAGCATATAGAAATTGACGTCGCEBBGCHMTCcGBcccec-lTccecTcGCTRCGMCTAGATGAAAT
GATCTCG ACGTGCTTTGAAIACTGAAAT G GTIATGArCAGCAGTGTTGCCAGAA ---------- TCIGCTGAACAAA GCACCT CCITAGGTGTGAATAGCATATAGAAATTIACGCCGC CGTETC CCICC—ITCGCTCGCT CGlTTAAATGIGAAT
GABcTCG ACGTGCTTTGAAAACTGAAATIRGAGCGTCACGAMCCAGCAGTGTTGCCAGAA
GAICTCG AIGTGCTTTGAAAACTGAAATCGAGCGTCACIACCCAGIAITGTTICCAG -------------------------------------------------------------------

TTTIAACGABCBBGE TBcATCTCGRA ACITGCTTTGAAAACTGAAA ------------- CAGTGTTGCCAGAA - = = = = = = = o o o o oo e o o e o o e e e e e e e e e e e e e o e oo GACGTCGC CGCITCGICIGCC— TcGlillcccllicG T- --------
TRAACGEABCHREGE TRGATCTCABA CHlCEBGCAGTGTTGCCAGAA - = = = = =« oo e e me e e e o o CAAAIGCG.TCGCCCTAGGTGTGIATAGCATATAGAAATTGAIGTCGC -------- ccoecc-MTclcTcaecTHC CTAGATGAGAATI

TTT ACGTGCTTTGAAAACTGAAATCGAGCGTCATGA

A.CA ATIEG cAATTT GIT C TRGETCcTCcG@A ACGTGCTITGAAAAITGAAATCGAGCGTCACGACC GCAGTGTTGCCAGAA- - = = = = = = - - TCTGCIGAA ----------------------------------------- IA ACTG- - - mmmmmmmmmmmm s A-TTG TTA TIAIAAT
GCGCAMC - TIRANGEE A Al T T TEHGACGRABCRECE TRGANCTTGEA ACGTGCTTTIAAAACTGAAATCGA.GTCATGAICCA CAGTGTTGCCAGAA - - = = = = = = - - TCTGCTGAACAAATGCACCTCGCI -------------------------- 7 | (cli c-BrcoecTcoCTMGET TABATGAGAAT
--------------------------------------------------------------------------------------------------------------- .iCTGAAIAAATGCGCCTCGCCCTAGGTGTIAATAGCATATAIAAAIT CGTCGC-------------JTcGCTCGCTHCGHMT TAGATGAGAAT
-------------------------------------------------------------------------------------------------------------- TCT CTGAACAAATGIGCCTCGCCCTAGGTGTGA——AGCATATAGA

______________________________________________________________________________________________________________ IC__________________________________________________________

............................................................ IAIG

-------------------------------------------------------------------------------------------------------------- TCTGITGAEIAAATGCGCITCICCCTAGGTGTGAATAGCATATAGAAATTGACAC——T ciliclA A~ TIA
--------------------------------------------- BBCCAGCAGTGTTGCCAGAA----------TCTGCTGAJCAAATGCGCCTCGTCCTAGGTGTGAATAGCATATAGAAAT TGEIICCGC ceeeeee - -WTHcGRTTAGETGAGAAT
--------------------------------------------------------------------------------------------------- TCBGCTGAACAAATGCACCTCGCCCTABGTGTGAATAGCAT -« -« -« -« -« - - - - CJT - TIEAAREARAAT
BACGECCCAGCAGTGTTICCAGAA=- - -« -« - - - - TCTGCEIAICAAATGCGCCTCGTCCTAGGTGTGAAIAGCAIATAGAAATTGICGTCGT ----------------------------------
---------------------------------------------------------------------------------------- GTGTTGCCAGAA----------TCTGCGAA- - - - - - - - oo i i ... .----GACGTTGC

cTtGec-WTBGCcTTGCTMGHT TAGATGAGAAT
---------------------------------------------------------------------------------------------------------------------------------------------------------------- GACGTCGC ctGeC-WTClcTcGC TG T TAGATGAAAT

GCIC - - -llcBcBcaa TTIT AACGHA GGT GATCTIG A ACITGCITTIAAAACTGAAATCGAGCGTCACGACCIA CAGTGTTGCCAGAA- - - - - = = - - - -G-AACAAATGCACITIGCCCTAIGTGTGAATAGCATATAIAAATTGAIGTCGC TCGITCGCT CTAGATGAGAATI
GCGCANC - THRGHGECAARTTTTRAATGHEA G GATCTTAMABAC - - - - - - - o o oo oo GTCATGEBHCCAMCAGTGTTGCCARBAA - - - - - - c et e THcc TCGCTCGCTACCECAGA TCAGH - - -
---------------------------------------------------------------------------------------------------------------------------------------------------------------- GABGTCGC
------------------------------------------------------------------------------------------- TCTGCTGAICAAATGCGCCTCGTCCTAGGTGTGAATAGCATATAGAAATTGI!GICG—

---------------------------------------------------------------------------------------------------------------------------------------------------------------- GACGTTJC

CTAGATGAGAAT
TTAGATIAGAAT

CCGCC.TCGCTCGCT
----------- T

G
CG

------------------------------------------------------------------------------------------------------- TcTeeTGjacaaaTceGlicTcolccTaca T T AARAGCATATAGAAATTGACGCCC e e e e
CAAITTTTAACGHAR- - - - - THGATCTCARARACGTGCTTTGAAAAlTGAAATCGAGCITCACGACCCAGCAGTGTTGCCAGAA- - - = ===« - = -« - - - GAACAAATGCGIICTCGC - - - -GGTGTGAATAGATATAGAAATTGARGTCG TcGCTCGCTRCGHCTAAATGARART
CAARTTTTRCABTTAGCTBTG TIGATCTCCBABACGTGCTTTGAATACTGAAATBGCHGC THATCABBCAGCAGTGTTGCCAGAA=- - = -« - - - - - TCectcaacaanffccAacCTiiccliTAGGTGTGAATAGCATATAGAAATTJACGCCGC TCGCTCGCTCGETTAAATGIGAAT

----------------------------------------------------------------------------------------------------------------------- CAAATGCGCCTCG-CCTAGGTGTGAATARCATATIGAAA - TGACGCCG TCGCTCGCTCGMCTAGATGAGAAT

A AI ............................................................
A

GEBTHMGATCTCA ACGTGCTTTIAAAACTGAAATCGAGCGTCACGACC.GCAGTI
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.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed O O bcin.fa aln.fa i
size: 809bp; fragments: 142; full length: 4 (>=728.1bp)
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2d g 2.bed fm _1.bed 0 O n.bed g 1l.bed fm_2.bed O O bcIn.fa
size: 1180bp; fragments: 86; full length: 0 (>=1062bp)
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divergence to consensus (%)
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size: 676bp; fragments: 96; full length: 0 (>=608.4bp)

TE: rnd_5 family 82
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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 10/10/25)
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