Start crop Point End crop Point

1 MSA length = 3016 1
---------------------------------------------------------------- CITIGCGCATCTCTCGCGTAACTCTGEIGCGTAACACGTGCCCGACGACA
C

TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGAT@CGGCClcC---------- CGTGGCGCATCTCTCGCGTAACTCTGBCcGCATAACACGTGCCIGACGACA
TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - - - - - - -~ - - CGTIGCGCATCTCTCGCGTAACTCTGACGIGTAACACGTGCCIGACGACA
TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - - - - - - -~ - - CGTGGCGCATCTCTCGCGTAACTCTGACGCATAACACGTGCCCGACGACA
TGCTGGCTGAGGCGCGCCGCTGACTCGGGAGAAGGATCGATACGGCCACC - - - - - - -~ - - CGTGGCGCATCTCJCGCGTAACTCTGACGCATAACACGTGCCCTACGACA
TGCTGGCTGAJGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC- - - - - - - - - - CGTGGCGCATCTCTCGEGTAACTCTGACGCATAACACGTGCCCJaCcGACA
TGCTGGCTGAGGCGCGCCGCTGACTCGGGAGAAGGATCGATACGGCCACHE- - -------- CPlTGGCGCATCTCTCGCGTAACTCTGACGCATAACACGTGCCCTACGACA
TGCTGGCTGAGGCGCGCCGCTGACTCGGGAGAAGGATCGATACGGCCACHE- - - - -- - - - - CATGGCGCATCTCTCGCGTAACTCTGECGCATAACACGTGCCCTACGA - -« -« - x - a oo - -
TGCTGGCTGAGGCGCGCCGCTGACTCGGGAGAAGGATCGATACGGCCACHE- - - --- - - - - CBTGGCGCATCTCTCGCGTAACTCTGACGCATAACACGTGCCCTACGA - = = = = === === m = = -
TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - - - - - - -~ - - CGTGGCGCATCTCTCGCGTAACTCTGACGCATAACACGTGCCCGACGACA
TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - - - - - - -~ - - CGTGGCGCATCTCTCGCGTAACTCTGACGCATAACACGTGCCCG]JCGACA
TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - - - - - - -~ - - CGTGGCGCATCTCTCGCGTAACTCTGACGCATAACACGTGCCCGACGACA
TGCTGGCTGAGGCGCGCCGCTGACTCGGGAGAAGGATCGAT@CGGCClcC---------- CGTGGCGCATCTCTCGCGTAACTCTGACGCATAACACGTGCCCTACGACA
TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - - - - - - == - - CGTGGCGCATCTCTCGCGTAACTCTGACGCATAACACGTGCCliTACGACA
TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - - - - - - -~ - - CGTGGCGCATCTCTCGCGTAACTCTGACGCATAACACGTGCI!GACGACA
----- ATTATT - - - 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 oo oo
AIATT————TT——— TOMTGGCTGAGGCGCGCCGCTGACT - == m s s m s m s m s oo cme e CGTGGCGCATCTCTCGCGTAACTCTGACGCATAACACGTGCCCGACGACA
------------------------------- TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - - - - - - -~ - - CGTGGCGCATCTCTCGCG.A.CTIACICIT.CIC e e
--------------- ACB- - TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC----------CGTGGCGCATCTCTCGCGTAACTCTGACGCATAACACGTGCCCG]JCGACA
TAITATIATTTAA TGCTGGCTGAGGCGCGCCGCTGACI|CAGGAGAAGGATCGATACGGCCACC- - - - - - - - - - CGTGGCGCATCTCTCGCGTAACTCTGACGCGTAACACGTGCCCGACGACA
TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCAC- - -------- CGTGGCGCATCTCTCGCGTAACTCTGACGCGTAACACGTGCCCGACGACA
TGCTGGCTAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - = - = = -« o s s s o s s oot oo
TRcTGGCTGAGGCGCGCCGCTGACTCAGJAGAAGGATCGATACGGCCACC- - - - - - - - - - CGTJGCGCATCTCTCGCGTAACTCTGACGCGTAACACGTGCCCGACGACA
TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC - - - - - - -~ - - CGTGGCGCATCTCTCGCGTAACTCTGACGCATAACACGTGCCCGACGACA
TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATAGGCCACC
ATATC.TACTTAA— - - —TGCTGGCIGAGGIGCGCIGCTGACTCAGGAGAAGGATCGATACGGCCACC
ATATT----- - IAA.AITGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACIGCIACC --------------------------------------------------------------------------------------------------------------
TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGAT - - - - - CGGCCACC IA-G -----------------------------------------

TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCECC AAA A ATARS T ---
TA----CAT AGA A ATGHEA ---

TGCTGGITGAGGCGCGCCGCTGACTCGGGAGAIGGATCGATICGGCC CC

> O > O > > > > > >

.
---------------------------------------------------------------------------------------------------------------------------------------------------------------- T T CT T TTCT T o m o m o m o m o m o e e o e e o e oo e mm e o e oo o -
------------------------- T----WTBTGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC = - = === m - - - - —A.TITIGI.IAACTCTGACGCGTAACACGTG.CGACGACA T TA- oo mm e o e e —AAA.G-AHA‘— - -
-------------------------------------------------------------------------------------------------------------- CGTGGCGCATCTCTCGCTAACTCTGAJGCGTAACACGTGCCCGACGAART TATTTTCT - AGTAGTATTATAAGC ABMATATAG- - - - -
BB TGCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATIIGATACGGCCACC- - - - - - - - - - CGTGGCGCATCTCTCGCG = = = = == === m s mmmmm e e o e e emee e o A m n e e e e e e e eeeeeeoooo-
GCTGGCTGAGGCGCGCCGCTGACTCAGGAGAAGGATCGATACGGCCACC--=-=--- - - CGTGGCGCATCTCTCGCGTAACTC- - - - - CCTABCRGGTG- - - - ------ 0
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o Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa ain. After TEtrimmer Extended plot Blue lines are boundaries

size: 3316bp; fragments: 1847; full length: 0 (>=2984.4bp)
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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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