Start crop Point End crop Point

1 MSA length = 551 1

AGIGAGAGCGCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT —————————— ATAGCGACGITTTGGITAATTTTIGTTCATATTAATTAGGTTTAC ACTGCTAACAAATCTTCATCCTCTGAGGACGACATGTTTACGICACTGCCACAT

AGTGAGAGIGCCCACCAAAITGACGTAGCATCTGACGTGGCACGTIAT —————————— ATAGCGACGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTA AACTGCTAACAAATITTCATCCTCTGAGGACIACATGTTTACGCCACTGCCACAT
AGTGAGAG GCCCACCAAAGTGACITAGCATCTGACGTGGCACGT AT---------- ATAGCGACGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTARAACTGCTAACAAATETTCATCCTCTGAGGACGACATGTTTACGCCACTGCCACAT
AGTGAGAGCGCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT - === === =-=-- ATAGCGACGCTTTGGATAAT - ---- - TCATATTAATTAGGTTTACAACTGCTAACAAATCTTIATCCTCTGAG ACGACATGTTTACGCCACTGCCACAT
AGTGAGAGCGCCCACCAAAGTAACGTA.ATCTGACGTGGCACGTAAT ———————————— IGC.CGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTACAACTGCTAACAAATCTTCATCCTCTGAG!ICGACATGTTTACGCCACTGICACAT
———————————————————— AGTGAGAiIGCCCACCAAAGTGACITAGCATCTGACGTGGCACGTIAT— - - - ---- —ATAGCGACGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTAIAACTGCTAACAAATITTCATCCTCTGAIGACGACATGTTTAECACTGCCACAT

AGTGAGA CGCCCACCAAIGTAACGTAGCATCTGAIGTGGCACGTAAT —————————— ATAG CACTGCCACAT

GACGCTTTGGATATTTTGGJTCATATTAATTAGGTTTACAACTGCTAACAAATCTTATCCTCTGAGGACGACATGTTTA
---------- GARAGCGCCCACCAAAGTIJACTAGJATCTGACGTGGCACGTAAT - - - - - - - - - —ATAG!IACGCTTTGGITAATTTTGGTTCATATTAATTAGGTTTACAACTGCTAACAIATCTTIATCCTCTGAGGACGAIATGTTTACGCCACTGCCACAT
AGTARAGIIGCCCACCAAAGTAACGTAGCATCGACGTGGCACGTAAT - - - - - - - - - - ATAGCGACGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTACAACTJCTAACAAATCTTCATCCTCTGAGJACGACATGTTTACGCCACTGCACAT
AITGAGAGCGCCCACIAAAGTGAIGTAGCAT TGACGTGGC - = = === === == o= == = - ATAICGAC C TTGGATAATTTTGITTCATATTIATTAGGTTTA AACTGCTAAIAAATCTTCITCCTCTGAGGACGACATITTTACGCCACTGCCACIT
AGTGAGAGIGCCCACCAAAGTAACGTAGCITCTJACGTGGCACGTAAT - - - - - - - - - - ATAGCGACGITTTGJATAATTTTGGTTCATATTAATTAGGTTTABAACTGCTAACAAATCTTCATCCTCTGAGGACGACATGTTTAfGCJacTGCCACAT
A GBATH A GEGBCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT - - - - - - - - - - ATAGCGACGCTTTGGATAATTTTGGTTCTATTAATTAGGTTTACAACTGCTAACHAABRT TlATClTCTGAGGACGACATGTTTACGCCACTGCCACAT
AGTGAGAGIIGCCCACCAAAGTAACGTAGCATCTGACGTGGCACGTBAT - - - - - - - - - - ATAGCGACGCTTTGGATAAT T TGGTTJATATTAATTAGGTTTAJAACTGCTAACAAATTTCATCCTTGAGGACGACATGTTTACGCCACTGCCACAT
-GTlAGAGCGCCCACCHAAGTGACGTAGCATCTJACGTGGCACGTAAT - - - - - - - - - - ATAGCJACGCTTTGGATAATTTTGGJTCATATTAATTAGGTTTACAACTJCTAACAAATCTTCATCCTCTGAGGACGACATJTTTACGCCACTGCCACAT
-------------------- AGTGAGAJlIGCCCACCAAAGTGACGTAGCATCTGACGTGGCAJGTAT - - - - -- - - - -ATAGCGACGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTAJAACTGCTAACAAATTTCATCCTCT- - - GACGIJE|TGTTTACGCCACTGCCACAT
---------- AGTGAGAGCGCCCACCAAAGTGACGTIGCATCTGACGTGGCACGTAAT— - —ATAGCIACICTTTGGATAITTTTGGTTCATATTAATTAGGTTT— - —TGCTAACAAATCTTC-CTITGIGGACGACATGTTTACGCCACTGCCACAT
AGTGAGAGCGCCCAJCAAAGTGACGTAGCATCTGACGTGGCACGTAAT - - - - - - - - - - ATAGCGACGCTJTGGATAATTTTGGTTCATATTAATTAGGTTTACAACTGCJAACAAATCTTCATCCTCTGAGGACGACATGTTTACGCCACTGCCACAT

AGTGAGAGCGCCCACCAAMGTAACGTAGCATCTGACGTGGCACGTAAT - = - - - -~ - - - ATAGCGACGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTACAACTGlTAACAAACTTCATCCTCTGAGGBCGACATGTTTACGCCACTGCCACAT
AGTGAGAGCGCC—ACCAAIGTAACGTAGCATCTGACGTGGCACGTAAT ---------- ATAGCGACGCTTTGGATAATTTTGGTTCATATTAATTAGGTT-ACAACTG TAACAAAICTTCATCCTCTGAGG CGACATGTTTACGCCACTGCCACAT
AGTGAGAGCGCCCACCAAAGTGACGTAGCATCTGACGTGGCACITAAT ---------- ATAGCGACGCTTTGGATAATTTTGGTTCITATTIATTAGITTTICAACTGCTAACAAATCTTCATCCTCIGAG ACGAIATGTTTA GCCACTGCIACAI
ABBBAGAGCGCCCACCAAABTGACGTAGCATCTGACGTGGCACGTAAT - - - - - - - - - - ATAGCGACGITTTGGATAATTTTGTTCATATTAATTAGGTTTACAACTGCTAACAAATCTTCATCTCTGAGGACGACAT|TTTACjcCACTGCCACAT

TH- GTGAGAGCGCCCACCAAAGTGAC- - - - - - - - TGACGTGGCACGTAAT - - - - - -~ - - - ATAGCJACGCTTTGATAATTTTGGTTATATTAATTAGGTTTACAACTGCTAICAAATCTTCATCCTCTJAJJGACGACATGTTTACGCCACTGCCACAT

--------- THAGTGAGAGCGCCCACIAAAGTGACGTAGCATCTGACGTGGCACGTAAT - - - - - - - - - - ATAGIGACGCTTTGGARA - - - TRl T TRA Tl T TAATTAGGTTTACAACTGCTAACAAATCTTCACCTCTGAGGACGACATGTTTACGCCACTGCCACAT
------------ THAGTGAGAGCJCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT - - - - - - - - - -ATAGCGACGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTACACTGCTAACAAATCTTCATCCTCTGAGGACGACTGTTTACGCCACTGCCACAT
T AIT.GAGCICCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT ---------- ATAGCIACGCTTTGGITAATTTTGGITCATATTAATTAGGTTTAI!ACTGCTAAIAAATCTTCATCCTCTGAGGACGACATGTTTACICCICTGCCACAT
TBMAGTGAGAGCGCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT - - == - - = - - - ATAGCGACGCTTTIGATAATTTTGTTCATATTAATTAJGTTTACAACTGCTAACAAATCTTCATCCTJTGAGGACGACATGTTTACGCCACTGCCACAT
TAAGTEAGAGCGECBACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT - -« - - - - - - - ATAGCGACICTTTGGATAATTTTGGTCATATTATTAGGTTTACAACTGCTAACAAATCTTCATCC- - - - AGGACGACATGTTTACGCCACTGCCACAT
THAGTGAAGCGCCCACCAAARTGACGTAGCATCTGACGTGGCACGTAAT - - - - - - - - - - ATAGCGAJGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTACAACTGCTAACAAATCTTCATCCTCTGAGGECACATGTTTACGCCACTGHCACAT
THAGTGAGAGCGCCCACCAAAGTGACGTAGCATCTGACGTGJCACGTAAT - - - - - - - - - - ATAGCGACGCTTTJATAATTTTGGTTATATTAATTAGGTTTACAACTGCTAACAAATCTCATCCTCTGAGGACGACATGTTTACGCCACTGCCACAT

-------- THAGTGAGAGCGCCCACIAAAGTGACGTAGCTCTGACGTGGCACTAAT - - - - - - - - - -ATAGCGACGCTTTGGATAATTTJGGTTCATATTAATTAGGTTTACAACTGCTAACAAATCTTCATCCTCTGAGGACGACATGTTTACGCC|CTGCCACAT
AGTGIGAGCGCHCACCAAIGTGACGTAGCATCTGACGTGGCACGTAAT - - - - - - - - - - ATAGCGACGCTTTGGATAATTTTGTTCATATTAATTAGGTTTAJAACTGCTAACAAATCTTCATCCTCTGAGGACGACATGTTTACGCACTGCCACHT

AGTGAGAGCGCCCACCAAAGTAACGTAGCATCTGACGTiICACGTAAT —————————— ATAGIGACGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTACAACTGCTAACAAATCTTIATCCTCTGAGGAIGACATGTTTACGCCACTGCIACAT

TR TGAGGATACAAG AT TGTCATT T TATTTET- - - - - - AGTGAGAJIGCCCACCAAAGTGACGTAGCATCTGACGT JGCACGTAAT - - - - - - - - - - ATAGCGACGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTACAACTGCTAACIJAATCTTCATCCTCTGAGGACGACATGTTTACGCCACTGCCACAT
T -GTGAJAGCGCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT - - - - - - - - - - ATAGCGACGCTTTJATAATTTTGGTTCATATTAATTAGGTTTAJAACTGCTAACAAATCTTCATCCTCTGAGGACGACATGTTTACGCCACTGCCACAT
TTEGTGGGATCGGA AT TRAAGA TITT------------ AGJGAGAGCGCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT -« -« -« - - - - BTAGCGACGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTACAACTGCTAACAATCTJCATCCTCTGAGGACGACATGTTTACGCCACTGCCACAT
CTAGCAA - - - - e e e e AGTGAGAGCGCCCACCAAAGTGACGTAGCATCTGACGTIJGCACGTART---------- ATAGCGACGCTTTGGATAATTTTGGTTCHTATTAATTAGGTTTACAACTGCTAACAAATCTTCATCCTCTGAGGACGACA|GTTTACGCACTGCCACAT
T AGTGAGAGCGCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT - - - -~ -~ - - - ATAGCGACGCTTTGGTAATTTGGTTCATATTATTAGGTTTACAATGCTAACAAATCTTCATCCTCTGAGGAC- - -ATGTTTACGCCACTGCCICAT
T GTAGIGCGCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT - -« - - - - - - - ATAGCGACGCTTTGGATAATTTTGGTTCATATTAAT TAGHET TTACAAR - - - -« - - - c e e m oo BrraccececacTaecAcAT
T AGTGAGAGCGCCCACCAAAGTGACCEABCAT CTIECGTGGCACGTAAT - = - = - = - = - s - s st e e bt h b i oo BTAACAAATCTTCATCCTCTGAGGAJGACATGTTTACGCCACTGCCACAT
T AGTGAGAGCJCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT - - - -« - - - - - ATAGCGACGCTTTGGATAATTTTGGTTATATTAATTAGGTTTACAACTGCTAACAAATCTTCATCCTCTGAGGACGACATGTTTJCGCCACTGCCACAT
THTATATGGAGETGCG T TATGT TG T CI T T TTC T TAAAAG - - - - - - = = & o o o o o o e o e 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 GGATAATTTJGGTTCATATTAATTAGGTTTACAACTGCTAACAAATCTTCAT|TCTGAGGACGACATGTTTACGCACTGCCjcAT
AGTGAGAGCGCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT - -~ - - -~ - - - ATAGCGAlGCTTTGGATAATTTTGGTTCATAT|JAR|T- - GGTTTCAACTGCTAACAAATCTTCATCCTCT - - - GAJIGACATGTTTACGCCACTGCCACAT
AGTGAGAGCGCCCACCAAATAACGTAGCATCTGACGTGGCACGTAAT - - - - - - - - - - ATAGCGACGCTTTGGATAATTTTGGTTCATATTAATTAJGTTTACAACTGCTAACAAATCTTCATCCTCTGAGGACGACATGTTTACcCACTGClACAT
AGTJAGAGCGCCCACCAAAGTGAIGTAGCATCTGACGTGGCACTAAT - - -« - - - ATAGCGACGI|TTTGGATAATTTTGGTTCATATTAAT - - - - - - - AAACTGCTAACAAATCTTCATCCTCTGAGGACGA - = = = = = = mm e e e e e e e e e -
AGTGAGAGCGCICACCAAATGAlGTAGCATCTGACGTGGCACGTAAT - - - - - - - - - - ATAGIBCGCTTTGATAATTTT G TTCAJATTAATTAGGTTTAAACTGCTAACAAATCTTCATCCTCTGAGGACGACATGTTTACGCCACTGCCACAT

AGTGAGAGCGCCCACCAAAGTGA - = = = = = = o = m o s e o e e o e oo oo oo e oo BTAGCGACGCTTTGGATABTTTTGGTTCATATTAATTAGGTTTACAAJTGCTAACAAATCTTC- - - CTCTGAGGACGACATGTTTACGCCACTGCCACAT
AGIGAGAGCGCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT - - - - - - - - - - ATAGCGAMCTTTGATIATTTTGGTTCATATTAATTAGG T TACAACTGCTAACAAATCTTCATCCTCTGAGGACGACAT-----------------
AGTGAGAGC.CCACCAAAGTGACGTAGCATCTGACGTGGCACITAAT ---------- ATAGCGAC CTITGGATAATTTTGGTTCATATTAATTAGGTTTAC ACTGCTAACAAATCTTCATCC- --------------- C.CA.GCCACAT
AGTGAGAGCGCCCACCAAAGTGAIGTAGCATCTGACGTGGCACGTAAT - - - - - - - - - - ATAGIIGACGCTTTGGATAATTTTGGETCATATTAATTAGTTTACBACTGCTAACAAATCTTCATCCTCT - - -GAGACAT|TTTACGCCACTGCCACAT
AGTGAGAGCGCCCACCAAAGTAMCGTAGCATCTGACGTGGCACGTAAT === -« == - - - A s m m e e e e e e e e e e e e e e e e e e oo oo ITAACAAATCTTCATCCTCTGAGGACGACATGTTTA-AITGCCACAT

------------------- CACCAAAGTGAGTAGCATCTGACGTGGCACGTAAT - - - - - - - - - - ATAGJGACGCTTTGGATAATTTTGGETCATATTAATTAGTTTACAACTGCTAACAAATCTTCATCCICTGAG - - - GACATGTTTACGCCACTGCCACAT
AGTGAGAGCGCCCACCAAAGTAARGTAGCATCTGACGTGGCACTAAT - - - - - - -~ AJAGCGACGCTTTGGRTAATTTTGGTTCATATTAATTAGGTTTACAACTGCTAACAA-TCTTCATCCICTGAGGACGACATGTTTACGCCACTGCCACAT

AGTGAGAGCGCCCACCAJAGTGACGTAGCATCTGACGTGGCACGTAAT - -« - - - - - - - ATAGCGACGTTTGGATAATTTTGGTTCATATTAATTAGGTTTACAARTGCTAACAAATCTTCATCCTCTGAJGAlJGACATGTTTACGCCACTGCCACAT
------------------------------------------------------------------------------------------------------------ ATAGCGACGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTACAABTGCTAACAAATCTTCATCCTCTGAGGACGACATGTTTACGCCACTGCCACAT

S TR <5 o < [ TIAGTGAGAG.CCCICCAAAGTGACGTAGCATCTGACGTIGCACGTAAT ---------- ATAGC ACGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTACIA TG TAA.AITITTIA-TITGA.AIGACAIG-ACICIAIT
................................ THRAATRTGCCARRTA- - ----------ATAGC

ACGCTTTGGATAATTTTGGTTIATATTAATTAGGTTTACAA THCTAACAAATCTTCATCCTCTGAGGACGACATGTTTACGCCACTG

---------- GTGAGAGCGCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT——————————ATAGCGACICTTTGGATAATTTTGGTTCATATTAATIAG.TTICAACT TAA AA - -TIA-TIAGIAIGA.TITTIAC-A
AGTGAGAGCGCCCACCAAATAACGTAGCATCTGACGTGJCACGTAAT - - - - - - - - - - ATAGEGACGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTACAACTGCTAABAAATCTTCATCCTCTGAGGACGACATGTTTACGCCACTGCCACAT
AGTGAGAGCGCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAT - - -------- ATAGIGICGITTTGGATAATTTTGGTTCATATTAATTAGGTTTACAACTGCTAACAAA CTTCATCCTCT- - -GABGACATGTTTACGCCACTGCCACAT
AGTGAGAGCGCCCICCAAAGTGACGTAGCATCTGACGTGGIACGTAAT ---------- ATAGCGACGCTTT GATAATTTTGGTTCITATTAATTAGGTTTACIAITGITAA.A TTIAIT TGA.A GACAIGH " “clcll

GTGAGAGCGCCCACCAAAITAACGTAGCATCTGACGTGGCACGTA- - - - = - = - - - - - ATAGCGACGCTTTRGATAATTTTGGTTCATATTAATTAGGTTTACAACTGCTAACAAATCTTCA THT - - - m e e e o e - - CACA
AGTGAGAGCGCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT - = - -~ -~ - - - ATAGCGICGRTTTGJATAATTTTGGTTCATATTAATTAGGTTTACAACTGCTAICAAATCTTCATCCTCJGAGGECGACATGTTTACGCCACTGCCAAT
AGTGAGAGCGCCCACCAAAGTAACGTAGCATCTIACGTGGCACGTAAT -------------- CGACGCTTTGGATAATTTTGGTTCATATT T.GGITTICAA-TAACIAATITTCA.CT T ACIACITITTI -TICIACAI
A-AGAG.C—-CAA.TGA TAGCAICTGAIGTIG A.TIAT ---------- AIAGCG CGCTTTGGETAATTTTGGTTCATATTMATTAGGTTTACAACTGCTAACAAATCTTCATCCTCTGAGGACGACATGTTTACGCCACTGCCACAT

AGTGAGAGCGCCCACCAAAGTAA GTAGCATCTGACGTGGIACGTAAT ---------- ATAGCG CGCTTTIGIT. --------------------------------- AATGAABCBBCABCIBE TCAR- - - - - - - - - - -
AGTGAGRGCGCCCACCAAAGTGARGTAGCATCTGACGTGGCACGTAAT - - - - - - - - - - ATAGCIACGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTACAACTGCTAACAAATCTTCATCCTCTGAGGACGACATGTTTACGCCACTGCCACAT
AGTGAGAGCGC - CACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT = = = = = = =« % m mm m e m e m e m e & et e f et ottt f e f o f i f i e i e i e i e o e e e m e s CTAACAAATCTTCATCCTCTGAGGACGACATGTTTACGCCACTGCCACAT

----------------------- GABGEEBGCATRTGlClTGClClTBAT----------ATAGCGAGCTTTGATAATTTTGGTJCATATTAATTAGGTTTACAACTGCTAACAAATCTTCBTBCTCTGAGGACGACATG- - - - -GCCACTGCHACAT
TIAGTGAGAGCGCCCACCAAAGTAACGT GCATCTGACGTIGCACGTAAT ---------- ATAGCIACGCTTTGGATA_TT ---------------------- TAACAIATITT TITIAGIACIAIATITTTA-CAITGC AC.
AGTGAGAGCGCCCACCAAAGTAACGTAGCATCTGACGTGGCACGTAAT - == = = = - = - - ATAGCGACGCTTTGGATAATTTTGGTTCATATTAATTAJGTTTCAACTGCTAACAAATCTTCATCCTCTGAGGACGACATGTTTACGCCACTGCCACAT
---------------------------------------------------------------------- ATAGCGACGITTTGGATAATTTTGGTTCATATTAATTAGGTTT!IAAC—GCTAACAAATCTTCATCCTCTGAGGACGACATGTTTAC CCACTGCCACAT
TERTT - - GAB- - - - - - ATAGCGACGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTACAACTGCTAAJAAATCTTCATC TGAGGACGACATGTTTAC!ICACTGCCACAT
GTGEGAGCGCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT - -« - - - - - - - ATAGCJACGCTTTGJATAATTTTGGTTIATATTAATTAGGTTTACAATICTAACAAATCTTCATCTCTGAGGACGECATGTTTACGCCACTGCCACAT
————ITIAGTGAGAGCGCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT ----------------------------------------------------------------- AAATCTTCATCITCTGAGGACGACAJGTTTACGCCAJTGCCACAT
---------- GAGAG cciififi~AlcTABCGTicATCBlABG TlGCACH- -lT----------ATAGCGACGCTTTGGATAATTTTGGTTCATATTA-JJTAGGTTTACAACTGCTAACAAATCTTCATCCTCTGGGACGAJATGTTTACGCCACTGCCACAT

----------------- GIMlCGCCCACCAAAGTAA- - - -GCATCTGACGTGGCACGTEAT-------- - -ATAGCGACGHTTTGGATAATTTTGITTCATATTAATTAGGTTTACAACTIICTAACAAATCTTCATCCTCTGAGGICGACATGTTTACGCCACTGCCACAT
————ITIAG GAGAGCGCCCACCAA-GICITA.AT-A ACITAAT ---------- ATAGIGAC C GGAIAITITTGL !.AAIA.TITT ATHRTRT GA.TITTIACG-TGICA T
GAGAGCGCCCACCAAAGTGACGTAGCATCTGARGTGGCECGTRAT- - - ------- ATAGCGACHCTTTGGATAATTTTGGTTCATATTEATTAGGTTTAAACGCTAACAAATCTTCRTICTCJGAGGACGACATGTTTACGCCACTGCCAC
------------------------------------------------------------ ATAGCGACGCTTTGGATAATTTTGGTTATATTAATTAGGTTTACAACTGCTAACAAATCTTCATCCTCTGAGGACGACATGTTTACGCCACTGCCCAT
-------------------------------------------------------------------------------------------------------------- ATAGCGACGCTTTGGATAATTTTGGTTCATTTAATTAGGTTTACAACTGCTAACAAATCTTCATCCTCTGAJGACGAlATGTTTAIGCCACTGCCACAT
---------- GAGAGCGCICACCAAFTAACGTAICATCTGICGTGGCACGTAAT— e —ATAGCGACGCTTTGGATAATTTTGGTTCATATTAATTAGGTTTACAACTrTAACAAAICTTCATCCTCTGAGGACGACATGTTTA GCCACTGCCACAT
TBAGTGAGAGCGCCCACCAAMBTGACGTAGCATCTGACGTGGCBI@TA-T -« ------- ATAGCJACGCTTTGGATAATTTTGGJTCATATTAATTAGGTTTACAACTICTAACAAATCTTCATCCTCTGAGGACGACATGTTTACGCCACTGCCACAT
THAGTGAGAGCJCCCACCAAAGTGACGTAGCATCTGACGTGGCACGTAAT - - - - - - - - - - ATAGI!ACICTTTGGATAATTTTGGTTCATATT ATTAGGTTTACAACTGCTAACAAATCTTCATCCTCTGAGGACGACATGTTTACCCACTGCCACAT
TRAGTGAGAGCGCCCACCAAAGTGACGTAGCATCTGACGTGGCACTAA- - - - - - - - - ATAGCGACGCTTTGGATAATTTTGGTTCATATT@ATTAGGTTTACAACTGCTAACAAATTTCATCCJCTGAGGACGACATGTTTACGCCACTGCCACAT
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ed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_aln.fa_cl.

divergence to consensus (%)

size: 551bp; fragments: 469; full length: 48 (>=495.9bp)
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ufbed g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 bl After TEtrimmer Extended plot Blue lines are boundaries

size: 851bp; fragments: 514; full length: 0O (>=765.9bp)
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TE: rnd_5 family 16157

size: 704bp; fragments: 538; full length: 36 (>=633.6bp)
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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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