Start crop Point End crop Point

MSA length = 1544 1
AAATTCIA-TATACAGGGTGAGTTTTCTACGATGTTCTCTATGGGTATCTIGGAAACTACTGGAGITA
T cAee o mee o - TATAIAGGGTGAGTTTCITACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA

TTRT-------- -AIACAGGGTGAGTTTCCTACGATGTICTCTATGGGTATCTCGGAAAITACTGGAGATA
----------------------------------------- TATACAGGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTIGGAAACTACT GAGATA
---------------------------------------- TATACAGGGTGAGTTTCCTACGATGTTCTCTATGGITATCTCGGAAACTACT GAGATA
-T ------- AIT_TTICTITAA ------ TATACAGGGTGAGTTTTCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGHAGATA
----------------------------- AAAIACIA——— TATACAGGGTGAGTTTCCTACGATGTTCTC——TGGGTATCTCGGAIAITACTGGAGAIA

------------------------------------ ATACAGGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTCGIEAACTACTGGAGATA— - e-e oo -CTATCTHCAGTARTTTCCGAGATACCCATAGAGAACATCGTAGAAART CAMCCTGTABAT - - = - = - o c o e oo oo
TTH---------- TATACAGGGTGAGTTTCCTABMGATGTTCTCTATGGGTATCTCGGBAACTACTGGAGATA - < = = - =« oo o s e e oot oot e oot oo oot hTATTT AA-AAA- - -
TTAT--ATATRA- TATACAGGGTGAGTTTTCTACGATGTTCTCTATGGGTATCTCGGAAACTACTJGAGATA- - - - - - - - CTATCTCAGTAGTTTCCGAGATACCCATAGAGAACATCGTAGAAACTCACCCTGTATEIICEMARA - - - - - -
TTA- - -ABATA- TATACAGGGTGAGTTTCCTABRATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA - < - = - =« oo o m e oot oot oot oot CRTTGTATATEAAA - - - - - -
TTHTAAATATHRA - TATACAGGGTGAGT TTCCTACGABGTTCTCTATGGGTATCTCGGBAACTACTGGAGATA - < - = - =« oo o w e oo oo s oo oot o oo ooooooooeooooo o I!TTG.A - - - -ABAAAART
-------------------------------------------- ACAGG|TGAGTTTCCTAC-ATGTTCTCTATGGGTATTCGGAAACTACTGGAGATA - - - - ------CTATCTCJAGTAGTTTCCGAGATACCCATAGAGAAlcGTAGAAACTCACCCTGTATAT ABAA - - -
TC----A@ACHEA TATACAGGGTGAGETTTCTACGATGTTCTCTATGGGTATCTIRGGAAACTACTGGAGATA - < = - -« o - o m o s o f o s ooooooooo.o.. CTHRTCEE T ACAR- - - ------ -

TCR-AA------

TACAGGGTGAGTTTCCTACGATGTTCTCTATGEGTATCTCIMGAAACTACTGGAGATA
TETACAGGGTGAGTTTCCTACGATGTTCTCTATGERGTATCT GGAAACTICTGGAGATA
TATACAGGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA

ATACABIGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA - = - = - - - = - - CTATCTCCAGTAGTTTCCGAGATACCCATAGAGAAJJATCGTAGAAACTCACCCTGTATATIREMARAAAA - - -
TATACAGEGTGAGTTTTCTACGATGTTCTCTATGGGTATCTCGGEAACTATGGEAGATA - - - - o - ot e TACTATEEA AAA - - - AAT
TATACAGGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA - = = = = = = = & = o & o o oo o m o o e o f o o e o f oo oo e e oo e e e oo o COTGTAA - = = = = = - o e e m oo e e e e e e e e oo -

TATACAGGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTliGAAACTACTGGAGATA ---------- CTATCTCCAGTAGTTTCCGAGATACICATAGAGAACATCGTA.A.TCACCCTGTATA
C

TATACAGGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTCIIGAAA CTACTGGAGATA = = = = m o o f f d f f e f f f f f f f e e f e e e e f e e oo o CTIGTATTT A--AAA - -
TATACAGGGTGAGTTTCCTACGATGTTCTIT TGGGTATCTCGGAAAITACTGGAGATA ---------- CTATCTCCAGTAGTTTCCGAGITACCCATAGAGAACATCITAGAAACTC CCCTGTATAT
TATACAGGGTGAGTTTCCTACGATGTTCTCT TIGGTAICTCGGAAACTACTGGAGATA ---------- CT--- —-TAITTTCCGAGATACCCATAGAGAACATCGTAGAAACTCACTTTGTAAT

TATACAGGGTGAGETTCCTABGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA - < @ - o« o - o s o f ot ot oo oLoooooooooooo.. fccTcTRAAT
TATACAGGGTIAGTTTCITACGATGTTCTCTATGGITATCTCGGAAAITACTGGAIATA ---------- CTATCTCCAGTAGTTTCCGAGATACCCATAGAGAARJATCGTAGAAACTCACCCTGTATA
ATACAGGGTAGTTTCCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGJAGATA

ATAlJAGGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATR
TATACAGGGTGAGTTTTCTACGATGTTCTCTATJGGTATCTCGGAAACTACTGAGATA

TATACAGGGTGAGTTTCCTACGATGTTCTCTATGGTMATCTCGGAAACHACTGGEAGATA - - - -« - o s s m oo TTTGTACCETR- -A-------
TATACAGGGTGAGTTTICTACGATGTEITCTATGGGTATCTIGIAAACTACTGGAGATA ------------------------------------------------------------ IC.GTA -------------------------------------------
TATACAGGGTGAGTTTCCTACG- -GTJCTCTATGGGTATCTCGGAAACTACTIAGATA- - - - - - - - - - CTATCTCCAGTAGTTTICGAGATACCCATAGAGAACATCGTAGAAACTCACCCTGTA- - -« - -« -
TATACAGGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA - == = == - = - - CTATCTCCAGTAGTTTCCGAGATACCCATAGAGAACATCGTAGAAACTCACTCTGTRETIT
TATACAGGGTGAGTTTCHTACGATGTTCTCTATGGGTATCTCGGAAACTACTRAGHTA- --------- CTATCTICAGTAGTTTCCGAGATACCCATAGAGAACATCGTAGAAACTCAICCTGTATAT
ATACAGGGTGAGTTTTCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA = = = = = = = = m m e e e e e e e m e e e e e e e e e e e e e e e e e e e e e e e o s TEEA TAATTRTA-A-------@TFRRTT--------- AATTANAA
TATACAGGGTGAGTTTCCTACATGTTCTCTATGGGJATCTCGGAAACTBCTGGAGATA- - - - - - - - - - CTATCTCCAGTAGTTTCCGAGATACCCATAGAGAACATCGTAGAAACTCACCCTGTATATNEE- - - - - - AA - - - BBA
TATACAGGGTGAGTTTTCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGTA- - - - - -- - - - CTATCTCAGTAGTTTCCGAGATACCCATAGAGAACATCGTAGAAACTCACCCTGTATATIMEA - - - - - - - - AG
TATACAGGGTGAGTTTTCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA - - = = == - = - - CTATCTCCAGTAGTTTCCCMATABCEATE- - --------- oo BccTcBaTaT
ATACAGGGTGAGTTTTCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA - - = == = = - - - CTATCTCCAGTAGTTTCCGAGATACCCATAGAGAACATCGTAGAAACTCACCCTGTATAT
ATACAGGGTGAGTTTTCTACBATGTTCTCTATGGGTATCTCGGAAACTACTGAGATA -« - - - o oo oo .o.o........._._._._...
----- ABTATRTG TATACAGGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA- =~ ===« -CTATCTCCAGTAGTTTCCGABATACCCATAGAGAACAT CGTAGAAACTCACCCTGTA S -« - - - o s o e e oo m i oo
- - -TAATHTT TATACAGGGTGAGTTTCCTACGATGTTTCTATGGGTATCTCGGAAACTACTGGAGATA- - - - - - - - - - CIJAl T CCAGTAGTTTCCGAGATACCCATAGAGAACATCGTAGAAACTCACTCTGTATAT
TATACAGGGTIAGTTTCCTACGATGTTCTCTATIGGTATCTCGGAAACTACTGGAGATA ---------- CTA!ITCIAGTAGITTCCGAG ----------------------------- CCCTGTATAT
TATACAGGGTGAGTTTCCTACGATGTTBTCTATGGGTATTCGGAAACTACTGGAGATA - = - = - = - oo ot s et f oo oo CTTTGTREBAT

TATACAGGGTGAGTTTCCTACGARGTTCTCTATGGGTATCTCGGAAACTACTGGAGITA - - - - - - - o s oo oot oo o__...._.__._._.. ...
TATACAGGGTGAGTTTTCTHCGATGTTCTCHATGGGTATCTCGGAAACTACTGGAGARA - - - - - - - - - oo oo oo oo
ATACAGGITGAGTTTTCT!IGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGAT --------------------------------------------------------------------------------------------------------------
TATACAGGGTGAGTTTTCTACGATGTTCTCTATGGGBATCTCGGAAACTACTOMAGATA - - - - - - oot oo
TATACAGGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA - === -« - - - CTATCTCAGTAGTTTCCGAGATACCCATAGAGAACATCGTAGAAACTCACCCTGTATAT
TATHCAGGGTGAGTTTCCTACGATGTTCTTATGGGTATCTCGAAACTACTGAGATA- - - - - - - - - - CTATCTCCAGTAGTTTCCJAGATACCCATAJJAGAACATCGTAJAAAJTCACCCTGTATA
TATACAGGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA - - = = = = = = = & & o s o e o e o e o e ot m e m e ot m e m e o m e f e o e oo oo oo oo aoe oo fcT TTTIETRAA - - - = - o s oo e e e e e e e
ATACAGGGTGAGTTTTCTACGATGTTCTCTATGGGTATCTJGAAACTARTGGAGATA- - - - - - - - CTITCTCCAGTAGTTTCCGAGATACCCATAGAGAACATCGTAIAAACTIACCCmTA - - AAAAACRIBTT TTT AA A- -

TATACAGGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA - = - -~ - - CTATETCCAGTARTTTCCGAGATACCCATAGABAACAT CRBAGAAACTCACCCTGTAT - === - - cmme e m oo U U ABRAAA A -
TACAGGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTCGGAAAITAITGGAGATA --------------------------------------------------------------------------------------------------------------

TATACAGGGTGAGTTTTCTAMGATGTTCTCATGGTATCTCGGAAACTARTGGAGATA - - - - - - - - - - CTATCTCCAGTAGTTTCCGAGATABCCATIJAGAACATCGTAGAAACTCACCCTGTATA -« -« -« - ==~ - AA- - A

ATACAGGGTIAGTTTTiIACGATGTTITCTATGGGTATCTCGGAAACTACTGGAIATA ------------------------------------------------------------ CTTT.ATA-AAI ------ AACTA
TATACAGGGTGAGTTTCHTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA - - - - - = - - - - CTATCTCCAGTAGTTTCCGAGATACCCATAGAGAACATCGTAGAAACTCACCCTGTATTT----AA--- - - AA- - -
TATACAGGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA - - - - - - - - - - CTATCTCCAGTAGTTTCCGAGATACCCTAGAGAACATCJTAGAAACTCACCCTGTATA TAAABAAAT AATTA

TATACAGGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTCGGAAAITACTGGAGATA —————————— ITATCTCCAGTAGTTTCCGAGATACCCATAGAGAACATCGTAGAAACTIACCCTGTATAT

TATACAGGGTGAGTTTTCTACGATGTTCTCTATGIiTATCTCGGAAACTAITGGAGATA —————————— CTATCTCIAGTAGTTTCCGAGATACCCATAGAGAACATCGTAGAAACTCACCCTGTATA -A----AAT

TATABAGGGTGAGETTTCTARGATGTTCTCTATGGTATCTCGGAAACTACTGGAGATA - - - - = - === -« - - - CCAGTAGTTTCCGAGATACCCATAGAGAACATCGTAGHEAAC- - TTTlTAATT
TATACAGGGTGAGTTTCCTABGATGTTCTCTATGGGTATCTCGJAAACTACTGGAGATA- - - - - - - - - - CTATCTCJAGTAGTTTCCGAGATCCCATAGAGAACATCGTAGAAACTCAJCCTGTATTT

ATACAGGGTGAGTETTCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA - = - = - =« s s e e ettt ot ot oo TTHGRAATT
TABAR- - -GTGAGTTTTCTACGATGTTCTCTATGGGTATCTCGGAAACTACTGGAGATA = - = - = - = - s - s - s -ttt T‘GIAATT

TATACAGGGTGAGTTTCCTACGATGTTCTCTATGGGTATCTCGGAAACTACT -GAGATA = = = = = = = = & & s & ot & m e & f e & @t & @t &t e m @t &t e &t ot @@ e mf e @ f e @t e ff e @t e @t e @t ot @t mmf e & o e & f e d ot e m ot ff ot mf e dfdm i dmmemmammameame oo



End crnp Point
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa

divergence to consensus (%)

size: 1544bp; fragments: 27075; full length: 0 (>=1389.6bp)
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d g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa : After TEtrimmer Extended plot Blue lines are boundaries

size: 1985bp; fragments: 25323; full length: 0 (>=1786.5bp)
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TE: It 1 famiy 303 Before TEtrimmer 400 bp

size: 400bp; fragments: 12029; full length: 6003 (>=360bp)
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onsensus before TEtrimmer (bp)
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