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Atdq15840 246525_at €0 Arabidopsis eFP Browser at bar.utoronto.ca
winter et al, 2007. PLoS One 2(8): €718
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Status Protein names Gene names Organism

CONSTANS-like 2a COL2a Glycine max (Sovbean) (Glycine hispida)
COMNSTAHNS-like zinc finger protein CoL10 Ghycine max (Soybean) (Glycine hizpida)
CONSTAHN3-like zinc finger protein cCoLs Ghycine max (Sovbean) (Glycine hizpida)
CONSTANS-like zinc finger protein COoLs Ghlycine max (Soybean) (Glycine hispida)
CONSTANS-like 2b COL2b Ghecine max (Soybean) (Ghycine hizpida)
CONSTAHN3-like zinc finger protein coL12 Glycine max (Sovbean) (Glycine hizpida)
Zinc finger protein CONSTANS-LIKE 2 COL2c Ghycine max (Soybean) (Glycine hizpida)
CONSTAMNS-like zinc finger protein cCoL11 Ghycine max (Soybean) (Ghycine hizpida)
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TargetP 1.1 Server - prediction results

ol Technical University of Denmark

M targetp vl.1l prediction results #HEHHHEREEHEREREREEREEEREERHREEREEREEEE
Humber of query sequences: 1

Cleavage =ite predictions not included.

U=sing PLAHT networks.

Hame Len TP mTP 5P other Loc PBC
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GmCOL2a# & KX BR 4 5 9#7

AA SwissProt* Glymax-COL2a

% number %
Ala 8.25 38
Cys 1.37 11
Asp 5.45 29
Met 2.42 7 2.011
Phe 3.86 15
GIn 3.93 8 2.299
His 2.27 18 2
Tyr 2.92 9 2.586
lle 5.95 11 3.161
Lys 5.84 13 3.736
Gly 7.07 15 4.31
Asn 4.06 17
Pro 4.7 18
Glu 6.75 16|  4.598)
Arg 5.53 21
Ser 6.57 31
Thr 5.34 21
Val 6.87 27
Trp 1.08 4
Leu 9.66 19
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