Start crop Point End crop Point

MSA length = 657

AAAAAAARTGTGTGTGCARTATGTGCJCATATTTGAA- - - - - - - - - - TATTATAATGATTTTCTTAACTTTAAATCAAATGTTTT - TGljcTTGCGETIG - C
AAAAAAI!AGTGTGTICACTITGTGCGCATATTTGAA ---------- G E T CRAATRATEE- - - - - - - T
AAAAAAACAGTGTGTGCACTATGTGCGCATATTTGAA - - = - == - - - - TATTATAATGATTTTCTTAG-TTTAAATCAAATGTTlfrT6TGTT- - - - - CGTGGAIGT ACABC
AAAAAABAGTGTGTGCACTATGTGCGCATATTTMAA - - - - - - - - - - T T - - - - - o CGT - - GlIA C
AAAAAAACAGTGTGTGCAITATGTGCGCATATTI!AA ---------- ATTATAATGATTTTCTTAGCTTTAAATCAAATGTTTTTTGTGTTJCGAT
AAAAAAACAGTGTGTGCACTATGTGCJCATATTTGAA- - - - - - - - - - ATTATAATGATTTCTTAGCTTTARATCAAATTTTTTTGT- - - - - - - -

—————————— AAAAAAACAITGTGTGCACTAIGTGCGCATATTTGAA——————————TATTATAATGATTTTCTTAGITTTAAATCAAAT—————————————————

AATATTTAAAG- - - - BBAAAAAAACAGTGTGTIICACTATGTGCGCATATTTIRA - - - - - - - - - - TATTATAATGATTTTCTTAGCTECAAAIM- - - - - - - - - - - - - oo oo - AT
AATATTTAAAG- - - - BBAAAAAAACAGTGTGT CACTATGTGCGCATATTTIA ---------- TATTATAATGATTTTCTTAGCTECAAARM- - - - - - - - - - - - - - - - - - - - -G -BECGCEIE TCHGH - - - - - - - - - - - - - - - - - - - oo s e e e e e e e
---------- AAAAAAATTGTGTGT CACTATITGCICATATTTGAA——————————TATTATAATGATTTTCTTAG TTAIAT AAATIT——————————————— TRATCTCGCTA CAT——ITGT
------------------------------------------------------------------- IAACAGTGIGTGCACTATGTG—GCATATTTGIE— s e s - TATTETAATGATTTTCTTAGCTTTAAARCAAATGTTTTTT@TATHEGC- - - TTTTHEGATA CClGGATGT
AAAAAAATTGTGTGTGCACTATGTCGCATATTTGAR---------- TATTATAATGATTTTCTTAACTTTAAATCAAATGTTTTTTGTGTTGCGATHG -BEBCGATIT T - - - - - - - - - - - - - - - - - - - - - - - GGGTA

CAT--GTAT

AAAAAAACAITGTGTGCACIATITGCGCATATTTGAA ---------- TATTATAITGATITTCTTIGCTTTAAATCAAATGTTTTTTGTGTTGCGAT AC TTTIATCTCGCTA
CATGGATGT

AAAAAABCAGTGTGTGCACTATGTGCGCATATTTGAA- - - - - - - - - - TATEATAATGATTTTIT TRABNBECAAATE- - - - - -------------- - - BEATACCCETCRNGEAAR- - - - ----- - - -
AAAAAAATTGTGTGTGACTATITGCGCABAT TTGAA - - - - o c e e e

AAAAAAACAGTGTGTGCACTATGTIICGCATATTTGAA - - - - - - - - - - TATTATAATGATTTTCTTAGCTTTAAATC——ATITTTTTTGTGTTGCGAT ATCTCGCT CGT--GTGT
AAAAAAATTGTGTIT ———TAIGT CGCATATTTGAA - = - - = = = = - - TITTATAATGATTTTCTTAGCTTTAAATCAAATGTTTTIT.A. ----- TTTTClATA CITGAGTGT
AAAIAACAGTGTGTG AITATGTGCGIATITTTGAA ---------- TATTATAATGATTTTCTTAGCTTIAAATCAAATGTTTTTTGTGTTGCIAT ATCTCGHTA CGT--GTGT

AAAAABCAGTGTGTGCACTBTGTGCGCATATTTGBA - - - - - - - - - s m e m e m e

AT AA
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TE: d_ 1 family 257 Before TEtrimmer 420 bp

size: 420bp; fragments: 9208; full length: 446 (>=378bp)
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After TEtrimmer ORF and PFAM domain plot
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