Start crop Point End crop Point

1 MSA length = 358 1

--ER------ GCTATGGTIEMGCC-TCAAATTTGTTGGGTGAARCITCTGTGATTGTGGAGAACCAACGCGCTCTGCATARTTTCAAAATARA-CCT- - - - - - - - - - GAAAATAA -« = & & o oo o m e e e e e e e e e e e e e e e e
-------- CAGTBA TCCIBMBGCC- TCAGATCTGTTGGTGTGAACT@TC =« ===« - w o e mcme oo m oo - @TCAAAGTGACABCCT - - - - - - - - - -GAAGCTAABGGAAAAGATCAGARTCTTGAC- - ABAGHAGGAATEATTTTAATECTACBAAGATTBBAAATAACTACEBBGGTCTGCATGE
All- - AcaacaacTATGGTEMGCCTIBAAGTCGTTGGTGTGAACTITCTCGTGATGTAAAGAACCAAIGCGCCTCTGHATERT TBICAAAATGACARICTT - - - - - - - - - - GAAGATAAGGGAAAAGATCAGAANCTIGACAGETARTA- - - - - - - - oo oo oo TTHAANA - - ABTBcBcAGBCcTACATGG
All- - ACAACAACTATGGT GCCTIAAGTCIGTTGGTGTGAACT TCTCGTGAITGTAAAGAACCAAIGCGCCTCTGIATITT CAAAATGACAMCTT---------- GAAGATAAGGGAAAAGATCAGAA CTIGACAG TABTA - < - oo m e e TT AAIA— —AITIC GAGEBCTACATGG
GCC-TCAGGTCTGTTGGTATGAACCHMMC T Cm - - - o oo o oo oo oo o i i et et oo e oo i e i e e e O AAAATAACTATHIGGABCTGCATGG
------------------------- WAAGTCRATT - - - - - AABCTETTB----------------------------CATAGCTTCAAAATRACABCCT----------GAAAATAABGGAAAAGATCAGAATCTTGACAGATCHGH AAARTA -BGGGTCTGCATGG
TABAACAGCTATGGT[EGCC- TCAAATCT - - -[llGTGTGAACCRTCTCGTGATTGT - - AGIRClAARG- - - - - CTGCATAGT TTCAAAATGACECT T T - - - - c - o oo o e e e e eee e ee oo - - ABCTACBAA - - - - - - - - - - - CElGGTCTGCATGG
TA-AAlAGCTEBTGGTERGCTTTRBAG- - - - - - - - - - - - GAACCHITCT Cm m o s oo oo oo oo oo AGCTTCAAAATHACACTCT - - - - - - - - - GAAAATAAGHIGAAARBGATIIAGAAT - - - - - o o oo e oo
TA—AAIAGCTITGGT GCTTTIAG ------------ GAACCHITCT Cm m m s oo o m oo oo AGCTTCAAAATIACACTCT ---------- GAAAATAAGIGAAAIGATIAGAAT ----------------------------------------------------------------------------
TACAATAGCTATGGTGETCH- TCAAGT AT TGATGTGAACT BT TTCn - - - -« oo s oottt o oo GAAAATAAGGGAAAAGATCAGAATCTTGACAGATAGTAIAATCATTI T ABICTACBAAGATTIAAAATAACTACIGGTCTGCATGG ATCA
- - -BGABCTBECC TREGCC- TCAGATCTATTGGTATGAACCETTTCHTGATTGTGGEGAACCAACGCGCTCTGIATAGTTCAAAATGAACCT - - - - - - s s e e et TTAAMAAGATEEMAA - - - - - - - - - - oo o oo oo G
- - ACAACAACTATIHG TIRECHCBEEAAATCRBCTTGCTGTGAACTETCTTGTGARTGTGAAGAACCAACCGCCTCTGCATEIRT TRCAAAABGACACCTT - - - - o m e e ARRCTARBAAGATTRAAAATABE TEICBGGGBCcTGCATGG
TACAACAGCTATGGTEGCT - TRAAGTCEGTTARTGTIAAICRTCTCGTIATTTGGARA- - - - - - GCGCTR- - - ATAGT TTBAAAATGACACCCT = = - = - - - - o f ot ot oot L L ool cTccACTAAGARGG
TAAACAACTATGGTIMGTC- TCAAGTTTGTT- - TGTGAACCIMBTTCGTGATTGTGGAGAACaACGCGCCT TGCATAGTTTCAAAATIACAiICT ------------------------------------------------------------ AlicTAABAAGATT|AAARTAACTACHGGTCTGRARGG
--------------- GGTREBGTC-TCAGGTCTGTTGGTATAAACCHT TTC- = -« -« o s - o s o e o e e e CTCAAAATGAAICCT - - - - - - - o - oot oLl
TACAACAGCTAGHE TGBEGCC- TCAGGT CTOR TG T GTGAMCCI T CTC - - - - - - - - - - - oo o o o o oo Lo
TACAACAGCTATGGTEMMTCT - - - - - TCTGTTAGTGTGAAMTTTT- TGATTGTGGAGAACCAACIIGCCTCTGRATAGTTTCAAAATGAARECT - ------- - - GAAACTAAG - = = = = = = s oo e e e e e e e e TRACEBAAATTRAAAATAACTATIERATRTGCATGGRAATGHM- - - A
C-TCAGGTCTGTTAGTGTBAACCHTCTCGTGATTGTGGAGAACCBACGCGCCTCTGCATAGT TTCAAABTGACACCCT - = - = - = - = - s - s st e e oo i et oo oo AR TAIAAGAT TRAAAIABCBA GGG TERIIGCATGGEAATGTRATCA
GTT-TCAGATCTGTT-GTGTGAACCIHT TTCm = = = = = s & & o s m e e e e e o e e e e e e e e e et e e i e e e e e e oo GAAACTAABGGAAAAGAT CABABTIT TGACAGATAGTAGGAA - - - = - = - s - s - e m e oo el
- - - -ACAACAGCTATGGTGEGCT - TCAGGTCTGTTGGTGTBAACCTRCTCGTGARTGTGGAGAACCAACGCGCCTCTCATART TTCAAAARBGACACTCT - - - - o c e ARMCTAARAARATTIAAATAACTATGHGTCTRCAT- - - - - - - -
ABETACAACAGCTATGT CC-THAAGTCTGTTGABGTGAACCHTCTCG -« -« -« -« - - - - GCAACGCH-------- TRGTRTCAAAABGACACTCT - -« -« - - - - - GAAGATAAGGAAAAGATCAGAATCTTGACAGARN- - - - - - - - - oo - - - ARRTTACHBAGET TRAARATAACTACEGAARCTARAIABAETAC
ABGTACAACAGETATGGTEEGCC- TCAAGTCRATTGGTGTGAAMTEIMCTC- - - - - - - oo e e GAAAATEIIGIA A A~ TcAAATCT T ACAGEIG TAGGAATCATTTTAARBMCTACBAAGAT TRAAAATAACIICIGAGTCTGCATGGEAATGT
- - - -ACAACAGCTATGGTIMBACC - TCAAGTT@ATTGGTGTAAACCET CTI- - - - - - - - - c oo o oo oo CTAARAAGAITRAARA TAARTATIGG AR TGCA ABGT
BB~ CAACAGCTATG GCT-TCAGATCTITTGGTATGAACCHT TTC- === c s s e o s e mm e o - - CGCCTCTGCATART T TBAAAABGACACCCT -« - - - v - e m e ot Y
- - - -ACAACAGCTATGGTIRBACC- TCAAGT TBAT TAGTGTAAACCET CT - - - - - - o oo oo ool
----------------------------------------------------------------------------------- TTTCAAAABGACACCCT - - - e m e m e e A AABT TRAAAATAACTITIE- - - - - - - -----------
----- GARCCRTTTCA - e e e e - TTCABAATGACACCHET - - - - - - - - - -GAAATAAGGGAAAAGATAGAATCTTGACAGATABTAGGRAT - - - - - - - A AAGATTIAAAATAACTICEGAT TGCATGABBATGC
GGTGTGAACCHT CT Cm = = s = o s s oo e e e e e e e e e e e e e e cBcccr---------- GAAACTAAGGAAAAATCAGAATCTTJATAGATAGTAGGAATCATTTTAA AA- - o oo e e GAGTRTGCATARAATAT
AACAGCTATGHTIMGCC - TRAAGTCTGTTGGTGTAACRTCTCGTATTGTGGAGAACCAAC cGeeTCTGCATETETEAAAARACACCTT ABABTT- - - e e
TACAACAACTATGHET cc-TcAfjaffcTeTTeeTATGAACCHTRTC AAGATTBAAARTA- - - - - - - GGTCTGATGG
----------------------------------- GlTcTGAACCHTCTT S CR RSN RE INEelE
TACAACAARTATGGRGEGTCTTEBERGTETGTTARTRETAACCRTCTTGTRATTGTGGAGAATRTAARGCHECCTCRBGCA- - - TTTCAAARTGACACET - - - - - - - - - - - o m e m e GATTEAAAATAfCTATIMGGTCTGRETHG
TACAACAGRTATGGTEGTCT - CHAGTCTGT TGl TGAAICliTCTC BAAcl TIBGGGAAAAGATCARATCTTGRICAGA - - - - - - - AGIATTTTAARMCTACHAAGET TRAAAATAACTAC GTCTGCATG
------------------------- CAGGcT - - -GG TGcljacclllclc GAAACTAAJGIAAAAGATCAGAATCTJGACAGATAGTAGGAARCATTTTIJARIC TECBAAGATTRAAAATAICTACHGGGTC TG TIA
----------- CTATI TN T 7- TRAATCTAT-GGTGTAAACHTC

CTAC

GGGTCTGCAT
TlcAACAGCTATGGTIMGCC- TRAGGTCTGTTAGTGTGAACCIITCTTGTGATTGTGGAGAAANCccccTliTocaacTTTCcAAAATABARCCT CTAC AAAATAACTACIEGGEBRI TGCATGA
TECAATAARTATRGTETATTTTCAGATRBATTAGTABTAARCIB T TT--- - - oo AAATGACACTCT TTAC AAATAACTACHGIIGE TG CAlGG
-------- TATGGT--- - - -BCB@ATCTGTTGCRGTGAACCHTCTC -« -« -« - - oo oo - - - - ACGCGCCTCTGCATART TTCAAAATGACACCCT = = = = = - = & = &= & s f ot ot ottt oo oo - ------GGTCTEWATGG
------------------------------- GCRABAAACTERTTT- - v veaeae e TRAAAARGACARCTT - - - - - - - - - -GAAAATAABGBAAAAGATCAGAATCTTGACAGABAGTABGAATCATTT@AA GGGTCTGCATGA
----------------------------------------------------------------------------------- TTTCAAAATGACACCCR----------GAAATAIRIGAAAAATCAGAAJCTTGACAGATAGTAGGIGTCATTTT GGTCTGfTGG
TIARA A CC- TCAAGTCTATTGGTATIAACEIT C- - - - - - - s e e e BAAAATAA - - -« o e GACRARREA TRATTTTAA AAAATAACTATIEMGGTCTGCATGA
---------------------------------------------------------------------------------------------------------------------------------------------------------------- AA ACGE-----------------
................................................................................................................................................................ Wi
ABBTACAACAACTETHG TBGCCTTRAACECT - - - - - - - - L R e e AAAATAACTACHG ctccalca
AIT-ACAGCT TGGTERAATC- TCAAARTTCETEATGTGAACCTRBTRC- - - - - - - - - - - - m oo TGCATAGCTTCAAAATGACACCET - --------- AAAATAAGIIGAAAAGAT CAGBAT - - -« - - - c o m e AAATE- - - - - - - &CA!IG
-------- CEARE ARcC TREABCTTCAARTCTGTRGGTGTGAACCHTCTCGTGATTGTAAAGAACCAACGCGCITCTGCATAGTTTCAAAATGACARTCT - - - - - - - - - -lAAACTAA-GJAAAAGAICBGAATCTTGATAGATAGTAGGAATCATTTTAA AAAATAACTAC|GGGTCTGCATGG
------------ TATGGTGEGTT-TCAAGTCTATTGABGTGAACCHETCRC - - - - - - - - o e e e L CTTCAAAATIIACACCCT - - - - - - - o - e oot oLl
ATAACTATRGTEEGCC- TRAAGTCTTTGGTGTGAARTETCTCGTGATTGTGGAGABCCAACGCCETCTGCATBGT TBCAAAATGACAIICTT - - - - - - - o - o o oo GGTCTACAT|G
ABBTACAACAGCTATGTEMARBC - TCAAGTCJATTGATGTGAACCRITCTCGTGATTGTGGAGAACCAACGHG- - -cTGCAaGCTTCAATACcccT AAGAT TRARAARAARTACIlA Gl CATGG

O AAAATT

ATCTT.GGTCTGITAAIGTGAAIC AAAATAACTAC GTCTGCATGG

ABBTACAACAGCTABGG TIBGTC-TCAGATTTGT TGGTGTGAACCHIMT T - - - - - - - - - - - - - s - s - s e oo AAAATT AAAAIA*IT ATEG.;G
--------------------------- AT TGTEGATATGAACTII T TTC - - - - - - o oo o o o i i i ot ot o e e ot e et e o et e ottt e e oo ABGATATAEA - BGGATIEACABEA
ABTACABCAGC- - - - - T CC—TCAA!I!TG TGGTGTAAACTRTTTCGTGATTRTAAGGAATCAACECGCCTEBGCATAGT TTIAAAATGACACCT T m o s e o s o e e e oo BB BACE - - - - - - - - oo e oo
AITAIA!IAGCTATIGTETC—TCAGGTCIG TGGT@T- - - - - TCTCGTGATTITG‘GAACCAAI!.—CTCTGIA—AGITTCAAAAIGACACCCT --------------------------------------------------------------------------------------------------------------

---------------------------- ATCTGTRGGTATG e - TTGCATAGTTTAAAATGACACCCT AGATTIAAAATAACTA - [AG Tl cEERIGEAA TACAfcA

AAAITAAITACIGGTCTACATGGIAATGCIATCA

------------------ GCC-TCAAATCTGTTAJTG 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 ek e e e e oo oo AGETT
A-ACAACAGITAIGGTIGCT—ICAAGTTTGTTGGTGTA ----------------------------------------------------------------------------------------------------------------------------------------------------------------
---------------------- T-TCAGGTCTGJTGATATGAACC GAR TTA~BA TEA
AITAC ACAABTATIRG TFACCTEAAAT T TATTAATGTAABTIT TTT - - -« o c o m e n e GAAARTAGGAAAAGATClIGAATCTTGACAGIAGTAGGAATCATTRTAACTACAAATTIAAAATAACTACIGGTCTGCATGA
A T* GTC-TCAAGTCTGTTGIITGTAAACCHIT CTC - - - - o o oo oo e e e e e e e ol ATETA------- AGTCTACET
-------- ACCTTCAAGTCTGTTG!I TTTCGTGATTGTGGAGAACCAACGIRGCCTCTGCATBGTTTCAAAATGAACCCH- - - - - - e ABBCT- - - - - - -[BAAAATAACTIICEBGAG

AEE TBRAGTCTGTTGTGTGAA TBCGTGATTGTGGABAACCAACGCGCCTCTCOMATAGT TTIRAAAATIIACACCCT - - - - - - m e n o cTARBAAAATTEAAABTAACTEC GI!CIGCATGG
------------------------- cAAAfcfcTTGGTATGA TRTT - TCAAAABGACACCCT - - - - - - - - - - MAAAATAAGEBGAAAAGARBBAGAATCETACAGATABTAGGA - TCATTTTAABREBT TACGAAGAT THAARAT GGGTCTGCETGG
-------- TAACTBTGGBEEGCCTTCAAGTCTAT TRAGTGAABCET CT T - - - - - - - o oo oo oLl s - -BAAAATARET
A.TACIATAGCTITGG.GCC—TCAIGTCIATTGGTGTGAA 8 0 GAAAATAAGGGAAAAGATCAIAATITTIACAGATAGTAGI ---------- AEIATT AAAAT CTIT
-------------------------------------------------------------------------------------------------------------- GAAACTAAGGEAAAAGITCAGAATET TG - === mc o e e e o AllGAT TRAAAATAACTAC

CTATTGATA

CTATTA.GEAACC
-TACIACAGITATGGT.ACC—ICIAA GITGATATAAA T
----------------------------------- GlTcTAAflC

AAGETT

G
............................................................ GAAIATAAIGIAAAAIATC1 AA‘TT

AAAATAA.A
AAAATAACTAT

GGATCTGCATGG
------------------------------------------------------------ GAAAATAAGGGAAAAGATCARMA - - - - < o c o e e AAGATT

cTeT@c----------- BCHTCTGCATAGT TTBAAAABGACACCCT - - - - - - - - - s oo oo o ooooo-oooo.-
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------- GGGTCRBCATRCBAATGCRATCA
ABBTACTECAACTARGG TBGCT - TCAAGT TTABT GA TG AR T BT C- - - - - - - - - oo oo oo AAAATAACTACIEIBGGTCTGCATGABA - - - Cll- - - -
ABRATA-BACBGCTATGGT GCTTTCAﬁCTGTTGGTGTAAACC ------------------------------------------------------------ GAAAATAAiIiAAAIGAT -------------------------------- AAAATIIACTA- - -GATCEACATRGHBART - - - - - - -
ATGE- - ------ THT- - - CT-BARABT TATIAGTG- - - - - - - - (B - - - - - - - oo GAAAATAATGIAAAAGATCAGAATCTT- - - - ---------- TRATTTTAA AAAATAACTACIGGGTCTGCATGABAATGTIATCA
A TACIATIA.I ACTT!AAGTTTAT!IATGTGAAC -------------------------------------------------------------------------------------------------------------- AAATIRACHATEIA TClllcAToc A TRA A
-------------------------------------------------------------------------------------------------------------- GAAGATAAGGIJAAAAGATCAGAATCTTGACAGATAlTlGAGTCATTRTA AAARTIA CBEBCBGGGTCTGCATGGEAATGCIATCA
GRTA- - - - - - T A A A T - - - - - - - e e GAAAATAGGGAAARGATCAGARTIIT TGACAGATAGT - - - - - - - - - - - - - AAA AGTCTGC---=--=--=m=--
-------------- GCT-TCAAGTIRTGTTAAATGAACCITCTC - - - - - - - - o m o oo oo oLl GGATCTACATGGAATGTATHEA
ABBTACAACAGCTAT GCCT=-- - - - T T T TGATGTAAACCET TTC - - - - - - - o - oo oo oo oL Lol
IT——IACAGCIATGG GCC - TCAAGT CT = = = = = = = m o m e e m e e e e e e e e e e e e e oo CT---mmmmm- GAAACTAAGGGAAAAGATCAGAATCTTJATAGATAGTAGAATCATTTTAARMTIIACBAAGARRAAATAATRClG---------- AAEIT ATCA
-------------------------------------------------------------------------------------------------------------- GAAABT - - - - e e AABAC C-

TACAATAGCTATGHT TCTTGTATTTAGAGAACCAACGCClTCTGATAGCTTCAAATGACECTCT - - - - - - - - - - GABAATAAGGGAAAAGATCAGAATCTTJATGATAGTAGGAATCATTTTAA GGGTCTACABGGRAATGTIRETCA

AA TTIATTGGTATAAACC

IAA!ICTGTIAATATAAA TCIC GA.i
GCT-TCAGGTCTGTTAGTGTGAACC GGGT
GCC-TCAAGT T TG - - - - - - o - e - e -t e e e GGGTCTGIATHA

AARATHEATCA

A
ABTGTETETGA

AATGTIRATHEA

TA AAIAGCTAT G
THCAATAGCTATGGT

TACAATAACTAET
.

TACAfAGRTA GTT—TIAA.CTGTTGATATGAAIIITT AGTCTGCET -GRAATGTRATHA
-------- CAGCTATGGTEMGE- - TCAAGTCTG- - GGJATGAAC o
---------------------------------------------------------------------------------------------------------------------------------------------------------------- AAATAA[A CllcGGTCTGClITGG
- - - - AAATAGRTATGGTEEGCT - TRAAGETTATTG- - - - - AACEBTTTC AAATAACTAC GGTCTACITGG

-------------------------------------------------------------------------------------------------------------- AAAATAACTACRGGATCTGCATIG

-B8A CBl -BcccTcTcecaTHG AAIG AICA
A.TT-A.ATT AAABTAARTAT GAICTACAT AAATAT

ATCA
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d fm_1.bed 0 0_nbed g 1.bed fm 2.bed 0 0 belnfa alnfa clf: After TEtrimmer 358 bp
size: 358bp; fragments: 18; full length: 1 (>=322.2bp)
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ed g 1bed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries
size: 678bp; fragments: 10; full length: 0 (>=610.2bp)
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TE: md_4 family 416 Before TEtrimmer 447 bp

size: 447bp; fragments: 26; full length: 2 (>=402.3bp)
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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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