Start crop Point End crop Point

1 MSA length = 3007
TRAGGCCCGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC - - - == ===~ - GCCCAAGACCGTCTTGGCGTCTCGAGA
TAGGCCCGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC - - - == ===~ - GCCCAAGACCGTCTTGGCGTCTCGAGA
TAGGCCCGTATTTATAGTTGCETCTCGAGACGCCAAGACGGTCTTGGGC - - - == === -~ GCCCAAGACCGTCTTGGCGTCTCGAGA
T AGGCCCGTATTTATAGTTIC TCTCGAGACGCCAAGACGGTCTTGGGC - --------- GCCCAAGACCGTCTTGGCGTCTCGAGA
TRAGGCCCGTATTTATAGTTGCETCTCGAGACGCCAAGACGGTCTTGGGC - - - == ===~ - GCCCAAGACCGTCTTGGCGTCTCGAGA
T AGGCCCGTATTTATAGITGC TCTCGAGACGCCAAGACGGTCTTGGGC - --=------- GCCCAAGACCGTCTTGGCGTCTCGAGA
T A.CTGGTATTTATAGTTGC TCTCGAGACGCCAAGACGGTCTTGGGC - - - - - ===~ - GCCCAAGACCGTCTTGGCGTCTCGAGA
AGGCCCGTATTTATAGTTGC TCTCGAIACGCCAAGACGGTCTTGGGC —————————— GCCCAAGACCGTCTTGGCGTCTCGAGA
TRAGGCCCGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC - - - == ===~~~ GCCCAAGACCGTCTTGGCGTCTCGAGA
TAGGCCCGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC - - - == === -~ GCCCAAGACCGTCTTGGCGTCTCGAGA
TAGGCCCGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC - - - == ===~ - GCCCAAGACCGTCTTGGCGTCTCGAGANMGCAACTATAAATACGGGCCT
GGCCCGTATTTATAGTTGCETCTCGAGACGCCAAGACGGTCTTGGGC---=------- GCCCAAGACCGTCTTGGCGTCTCGAGARMGCAACTATAAATACGGGCCT
THAGGCTGGTATTTATAGT TGCHTCTCGAGACGCCAAGACGGTECT TGGGEC - = = = = = = = = o m o o o o o m o o m o o o o o o o m o m o o o o o m o o o o o o o o o o m o o o o o o o o o o m o o m o o o o o o m o oo o oo oo oo m oo m o mm oo m oo - - -
AGGCTGGTATTTATAGTTGCHETCTCGAGACGCCAAGACGGTCTTGGGC - - - - ===~~~ - GCCCAAGACCGTCTTGGCGTCTCGAGA GCAACTATAAATACGGGCCTIA-TIA
GGCTGGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC - -=-=- === -~ - GCCCAAGACCGTCTTGGCGTCTCGAGA GCAACTATIAIT ————————————————
TAGGCCCGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC - - - == === -~ GCCCAAGACCGTCTTGGCGTCTCGAGARGCAACTATAAATACGGGCCT
TRAGGCCCGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC - - - == ===~~~ GCCCAAGACCGTCTIGGCGTCTCGAGA GCAACTATAAATACGGGCCT
TAGGCCCGTATTTATAGTTGCETCTCGAGACGCCAAGACGGTCTTGGGC - - - == ===~ - GCCCAAGACCGTCTTGGCGTCTCGAGARGCAACTATAAATACGGGCCT
T AGGCCCGTATTTATAGTIGC TCTCGIGACICCAAGACGGTCTTGGGC —————————— GCCCAAGACCGTCTTGGCGTCTCGAGARGCAACTATAAATACGGGCCT
TRAGGCCCGTATTTATAGTTGCEBTCTCGAGACGCCAAGACGGTECT TGGGEC - = - = = = = m o m o o o o o m o o o o o o o m o o e o o oo oo oo m oo o - o oo m o m - - -
GGCCCGTATTTATAGTTGCETCTCGAGACGCCAAGACGGTCTTGGGC---=------- GCCCAAGACCGTCTTGGCGTCTCGAGAGCAACTATAAATACGGGCC
T AGGCCCGTATTTATAGTIGC TCTCGAGACGCCAAGACGGTCTTGGGC - --------- GCCCAAGACCGTCTTGGCGTCTCGAGARGCAACTATAAATACGGGCCT
TAGGCCCGTATTTATAGTTGCETCTCGAGACGCCAAGACGGTCTTGGGC - - - - ===~ -~ GCCCAAGACCGTCTTGGCGTCTCGAGARGCAACTATAAATACGGGCCT
TAGGCCCGTATTTATAGTTGCETCTCGAGACGCCAAGACGGTCTTGGGC - - - == === -~ GCCCAAGACCGTCTTGGCGTCTCGAGARGCAACTATAAATACGGGCCT
GGCCCGTATTTATAGTTGCETCTCGAGACGCCAAGACGGTCTTGGGC - --=------- GCCCAAGACCGTCTTGGCGTCTCGAGAGCAACTATAAATACGGGCC
GGCCCGTATTTATAGTTGCETCTCGAGACGCCAAGACGGTCTTGGGC---=------- GCCCAAGACCGTCTTGGCGTCTCGAGAGCAACTATAAATACGGGCC
TAGGCCCGTATTTATAGTTGC TCTCGAGACGCCAAGACGGTCTTIGGC
TAGGCCCGTATTTATAGTTGEE TCTCGAGACGCCAAGACGGTCTTGGGC
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GCAACTATAAATACGGGCCT
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GCAACTATAAATACGGGCCT
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TCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~~~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGA
TCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~~~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGAGCAACTATAAATACGGGCCTIIRE - - - - - - - - - - - - - - = = m o m e o e e e e e o e -
TCTCGAGACGCCAAGACGGTCTTGGGC - - - -~~~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGAMGCAACTATAAATACGGGCHTHACGEEE B ABEE A TBAT-------- - - - -
TCTCGAGACGCCAAGACGGTCTTGGGC-=------- - - GCCCAAGACCGTCTTGGCGTCTCGAGA GCAACIATIAITICGGJT ---------------
TCTCGAGACGCCAAGACGGTCTTGGGC = = = = = = = = = = = = = m m m 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 e e e e e e e e e e e e e e e e e e e e e e e e em e
TCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~ =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGAIGCAACTATAAATACGGGCCTIlA
TCTCGAGACGCCAAGACGGTCTTGGGC-----=-- - - GC- ------- 2 0
TCTCGAGACGCCAAGACGGTCTTGGGC - - -~~~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGAIGCAACTATAAATACGGGCCT
TCTCGAGACGCCAAGACGGTCTTGGGC - -~~~ =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGAMGCAACTATAAATACGGGCCT
TCTCGAGACGCCAAGACGGTCTTGGGC - - -~~~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGAGCAACTATAAATACGGGCCT
TCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~ =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGAMGCAACTATAAATACGGGCCT
TCTCGAGACGCCAAGACGGTCTTGGGC - -~ - -~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGAGCAACTATAAATACGGGCCT
TCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~ =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGAGCAACTATAAATACGGGCCT
TCTCGAGACGCCAAGABGGTCTTGGGC - - -« - - - - - - GCCCAAJACCGTCTTGGCGTCTCGAGAMGCAACTATAAATACGGGCCT
TCTCGAGACGCCAAGACGGTCTTGGGC - -~ - -~ - - - GCCCAAGACCG|CTTGGCGTCTCGAGARGCAACTATAAATACGGGCCT
TCTCGAGACGCCAAGACGGTCTTGGGC = = = = = = = = = = = = m m m 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 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
TCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~ =~ - - - GCCCAAGACHGTCTTGGCGTCTCGAGARGCACTATAAATACGGGCC
TCTCGAGACGCCAAGACGGTCTTGGGC = = = = = = = = = = = = = == mm 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 -
AGGCCCGTATTTATAGTJGCRTCTCGAGACGCCAAGACGTCTTGGGC - - - - - - - - - - GCCCAAGACCGTCTTGGCGTCTCGAGAIGCAACTATAAATACGGGCCT
GGCTGGTATTTATAGTTGCTCTCGAGACGCCAAGACGGTCTTGGGC - -~ - - - - - - - GCCCAAGACCGTCTTGGCGTCTCGAGAMGCAACTATAAATACGGGCCT
-------------------------------- TCTCGAGACGCCAAGACGGTCTTGGGC----------GCCCAAGACCGTCTTGGCGTCTCGAGAMGCAACTATAAATACGGGCCT
AGGCTGGTATTTATAGTTGCHMTCTCGAGACGCCAAGACGGTCTTGGGC - ----= - - - - GCCCAAGACCGTCTTGGCGTCTCGAGAGCAACTATAAATACGGGCCT
AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~ =~ - - - GCCAAGACCGTCTTGGCGTCTCGAGAMGCAAITATAAATACGGGCCT
AGGCTGGTATTTATAGTTGCHMTCTCGAGACGCCAAGACGGTCTTGGGC - -~ - - =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGAMGCAACTATAAATACGGGCT
AGGCTGGTATTTATAGTTGCHTCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~ =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGAGCAACTATAAATACGGGCCT
AGGCCCGTATTTATAGTTGCBTCTCGAGACGCCAAGACGGTCTTGGGC - -~ -~ =~ - - - GCCCAAGACCGTCTTGGCGTCTCGAGAGCAACTATAAATACGGGCCT

---------------- THTETABACHCC- - - AFBGTCTTGGGC - - - - - - - - - -GCCCAAGACCGTCTTCETE T CECBACABBCEACHEEAAATRG- - - - - - - -

AGGCCCGTATTTATAGTTGCETCTCGAGACGCCAAGACGGTCTTGGGC - -=-=-=-=-==--- GCCCAAGACCGTCTTGGCGTCTCGAGA GCAACTATAAATACGGGCCTIA

GCAACTATAAATACGGGCCT TIAC ____________________

T TBAGGCCCGTATTTATAGTTGC TCTCGAGAIGCCAAGACGGTCTTGGGC ------------------------------------------------------------

T TCTIGAGACGCIA.AIGGTCTTGGGC ---------- GCCCAAGACCGTCTTGGCGTCTCGAGAGCAACTATAAATACGGGCCT

T TBAGGCCCGTATTTATAGTTGCEBTCTCGAGAMGCCAAGACGGTCTTGGGC - - = = = = = = - - GCCCAAGACCGTCTTGGCGTCTCGAGAMGCAACTATAAATACGGGCCT T

T TBAGGCCCGTATTTATAGT TGCETCTCGAGAMGCCAAGACGGTCTTGGGC - - = = = = = = - - GCCCAAGACCGTCTTGGCGTCTCGAGAMGCAACTATAAATACGGGCCT TRTAC
CAAA CGGATTTACAAG- - -~~~ -~~~ CTAAAAAAG - - - - ~ = == = = = m oo === = - TCTCIAIAC CCAAIAIG-TTIGGC ---------- GCCCAAGACCGTCTTGGCGTCTCGAGAMGCAACTATAAATACGGGCCT TATAT
C GGCCCGTATTTATAGTTGCETCTCGAGACGCCAAGACGGTCTTGGGC - = = = = = = = = = = = = mm e e e e 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 -

T AGGCTCGTATTTATAGTTGC TCTCGAGAIGCCAAGACGGTCTTGGGC ---------- GCCCAAGACCGTCTTGGCGTCTCGAGAIGCAACTATAAATACGGGCC

CACA" " AAAATTTGG - - - == -« c-nmmoe oo nGAATGACAATCT - = - - o mm o mm e o e o e e e cCAABATCBBE T TlRGGC- - -------- GCCCAAGACCGTCTTGGCGTCTCGAGAGCAACTATAAATACGGGCCT

C AGGCTGGTATTTATAGTTGCTCTCGAGACGCCAAGACGGTCTTGGGC - == === - - = - GCCCAAGACCGTCTTGGCGTCTCGAGAGCAACTATAAATACGGGCCT cl-c Tl CcABEAAA -

T AGGCTGGTATTTATAGTTGC TCTCGAGACGCCAAGACGGTCITGGGC ----------------------------------------------------------------------- .TIT.AAA

.
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divergence to consensus (%)

TE: md_1_family 738 Before TEtrimmer 464 bp

size: 464bp; fragments: 431, full length: 252 (>=417.6bp)
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After TEtrimmer ORF and PFAM domain plot
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