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Table 1 Amino acid compositions of the

bZIP in maize

HELLA/ % RBHER AR/ %

A TR

Types Types Amino Amino acids
percentage acids percentage

i K 2 2 TR 42.5 Ala(A) 10. 2
Hydrophobic Tle(D 2.7
amino acids Leu(L) 7.8
Met(M) 3.6

Phe(F) 3.1

Pro(P) 9.1

Val(V) 4.4

Trp(W) 1.6

K B IER 44.3 Asp(D) 3.8
Hydrophilic Cys(C) 1.3
amino acids Glu(E) 6.0
Gly(&) 7.4

Ser(S) 15.4

Thr(T) 5.5

Tyr(Y) 1.1

GIn(Q) 3.8

B S 8.0 Arg(R) 4.4
Basic amino acids Lys(K) 3.6
W 1 48 i 1R 9.8 Asp 3.8
Acidic amino acids Glu 6.0
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Fig. 1 Hydrophobic/hydrophilic prediction of the bZIP in maize
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The helix (h), extended strand (e), coil(c) and turn (t) are indicated in different

color as blue, red, yellow and green, respectively.
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Fig. 2 Secondary structure analysis of the bZIP in maize
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Fig.4 Conserved domains prediction of the bZIP in maize
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Phosphorylation sites predicted: Ser: 45 Thr: § Tyr: 3
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Fig 5 Phosphorylation sites prediction of the bZIP in maize
# Functional category Prob Odds=s
i ynthesis 0.011 0. 484
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. Prob Odds
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X! egulation 0. 0SS0 0.400
s 0.019 0.217
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Metal ion_transport 0. o009 0. 020
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Fig. 6 Function prediction of the bZIP in maize
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Bioinformatics Analysis of the bZIP Transcription

Factor in Maize
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(1. Maize Research Institute of Heilongjiang Academy of Agricultural Sciences, Harbin, Hei-
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ences, Qigihar, Heilongjiang 161041)

Abstract ; Basic leucine zipper transcription factors are one of the most extensively and conserved transcription

factors in the eukaryote proteins and involved in various biological functions, but some of the bZIP transcription

factor function is unknown yet. Some characters of a bZIP transcription factor in maize, including the physical

and chemical properties,transmembrane domain, hydrophobicity/hydrophilicity, subcellular localization plus the

functional domain were analyzed by bioinformatics tools. The results showed that this maize bZIP transcription

factor was an unstable hydrophilic acidic protein. It was no signal peptide,no transmembrane domain, located in

the nucleus,and involved in signal transduction. The results laid a foundation for further study on the function

of this bZIP transcription factor in maize.

Keywords: maize; bZIP; transcription factor; bioinformatics



