Start crop Point End crop Point

1 MSA length = 2837 1
--------- TAATTC--TTAAMAT TGTCGTCGGEACGTGTTAJCGTCAGAGTTACGCGAGAGATGCGCJACGC- - - - - - - - - -GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGCGCGCCTCAGCCAGCA o

.
T---TTC----GABAT TGTCGTAGGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCCACGC - =----=- - - GGTJGCCGTATCGATCCTTCTCCTJAGTCAGCGGCGCGCCTCAGCCAGCA AAArTT
TTAATTTTATTAAMAT TGTCGTCGGGCACGTGTTAGCGTCAGAGT TACGCGAGAGATGCGCCACGC = = = = = = = = = = = % m e m e @ o e m e e fm e f o i e e e i e e e oo mameeoamiaaeaam o AAAMITT -
--------- TAG- -2 m s e memmmme e TGTCGTCGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCCACGC- - - - - - - - - -GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA lAAA— .- - A- -
--------- A AB@CT - - -BCTAT TGTCGTGGGCACGTGTTAGCGTCAGAGT TACJJCGAGAGATGCGCCACGC- - - - - - - - - -GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCTCAGCCAGCA e ee oo
‘ TGTCGTAGGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCCACGC - =----=- - - GGJJcGCCGJATCGATCCTTCTCCJGAGTCAGCGGCGCGCCTCAGCCAGCA
TGTCGTCGGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCCACGC - == == -=- - - GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA

TTAATTTTIT ABRAT
TTAATTTTABT TGTCGTCGGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCCACGC - = = = = = = = = = GITGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA
TTAGTTCTAT TGTCGTCGGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCCACGC - = = = = = = = = - GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA

> O 0O > O > > > 0

TTAATTTTATTAA TGTCGTAGGGCACGTGTTAGCGJCAGAGTTACGCGAGAGATGCGCCAMIGC- - - - - - - - - - GTGGCCGTATCGATCCTTCTCCGAGTCAGCGGCGCGCCTCAGCCAGCA
TTAGTTTTATTAARAT TGTCGTAGGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCCAIGC ---------- IGTGGCCGTATCGATCCTTCTCCIGAGTCAGCGGCGCGCCTCAGCCAGCA

----- TAGTTT-ATTARAT TGTCGJCGGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCCACG----------GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA

T TTTITIT——ATTTI———AA TTTEAGTECAGETATA- - - - - - - - TGTCGTCGGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCACGC-------- - - GGTGGCCGTATCGATCCTTCTICTGAGTCAGCGGCGCGCCTCAGCCAGIA
------------------ TIA A———AIATAGA—————— TGTIGTCGGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCG CACGC——————————GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCIGCGCICCTCIGCCAGCA
TTAATTTTATTAA TTATAATAJAAAAATTT TGTCGTAGGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCCARJGC- - - - - - - - - - IGTGGCCGTATCGATCCTTCTCCIGAGTCAGCGGCGCGCCTCAGCCAGCA
TATAGTATAAAAATT TGTCGTAGGGCACGTGTTAGCGTCAGAGTTACGCGGAGATGCGCCACGC- - - - - - - - - - GGTGGCCGTATCGATCCTTCTCCGAGTCAGCGGCGCGCCTCAGCCAGCA

-------- TGTCGTCGGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCCACGC----------GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA

----------------------------------------------------------------------------------------------------- GGTJGCIGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA
GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA
GGIGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA
GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA
TTAAIA.TAGAATTTT ------------------------------- CGCGAGAGATGCGCCACGC - === === - - GGTGGCCGTATCIATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA

> > > > > > > > P

T-T---A---AA--BTCRR-------- CACBBCBTAG- - - - - GAGTTACGCGAGAGATGCGCCACGC-=-=-=-=--- - - GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA
TA- o s e e e e TGTCRTCRBGCACGTGTTAGCHTCAGAGT TACGCGAGAGATGCGCCACGC- - - - - - - - - - GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA
0 GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA

> > > O > 0O > > >

N GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA

TTAATTTIATTAG AT A AAIA ----------------------- AIGIG.AGIGTIAG.T.CGCGAGAGATGCGCCACGC ---------- GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA
TTAGTTC-ATT ATRTEA AATAGTATAAI———TT TGTCGICGGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCCACGC ---------- GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA

GGTGGCCGTATCGATCCTTCTCCTGAGTAGCGGCGHGCCTCAGCCAGCA
BGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA
GGTGGCCJTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA
GGTIIGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA
GGTIGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGICTCAGCCAGCA
GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA
GGIGGCCGIATCGATCCTTCTCCIGAGTCAGCGGCGCGCCTCAGCCAGCA

T- -
TTT

> > > > >

TTAATTTIAGEAANAT ARBTTAABARATAAAAACET TGTCGTCGGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCCACGC - - - - == - = - - GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCANETETCERTRCTENCH 0 - - - - - - - - - - - - - - - - - ...
TTAATTT-BTTRANAT TTHT-ATATAA- -ATTT TGTCGTClGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCACGC- - - - - - - - - - GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA TT
TTAATTTT@TT GLTHTAITIGTGTAAATCTT TGTCGTCGGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCMACGC - - - - - - - - - - GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCAGCA GGG AR - - - - - -
C---T T--ATTTTATTRGEAT ABBTA---ATGTAA--TTH- - - TGTCGTCGGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCMACGC - - = = = - = - - - GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA - - = = = = = == = mmm o m e e mmm e e e o e TT
GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA-A_— - - AAABT - - - -

AAATERTTT

AAIT TIT

GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCITCAGCCAGCA ———————————————— ATA
GGTGGCCGTATCGAICCTTCTCCTGAGICAGCGGCGCGCCTCAGCCAGCA --A
IGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA
GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA
GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA
GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCIGCCAGCA
GGTGGCCITATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA

TATTTRTRTTAATECTARTEABA TIARABATA----------- ATTTRBTRTCGTCGGGCACGTGTTAGCHTCAGAGTACGCGAGAGATGCGCACGC - - = - = - = - s e e et ettt

------------------- AATA T TIRABRA T T - - - - o oo oo T T T e - o s ot e oL .........._._.-._.----GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCA =T

----BRTETHA----- AABA TN A GRIlABTAATATAAAA - - [Tl TGTCGTCGGGCACGTGTTAGCGTCAGAGTTACGCGAGAGATGCGCCACGC - - - - - - - - - - GGTGGCCGTATCGATCCTTCTCCTGAGTCAGGGCGCGCCTCAGCCAGCA AT -

TATTTRTHIEA - - - - - TERAGTATATGACAT -

TATTI ---------- A TAAGGEG - - - - - - - ------ TG - - - - - - - - - - - oo - GAGGTTEGATARGEAG - - - - - - - - - - - - - -

1Y 7 7S e i GGTGGCCGTATCGATCCTTCTCCTGAGTCAGCGGCGCGCCTCAGCCAGCAINE \BEREH - - - - - - -
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size: 3163bp; fragments: 1716; full length: 4 (>=2846.7bp)
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TE: Itr_1 family 568
size: 2577bp; fragments: 1175; full length: 0 (>=2319.3bp)
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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)
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