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Structure and function analysis of gene Zm00001d028998, a
drought tolerance gene in maize
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B Protein-protein interaction databases

Edges:

Edges represent protein-protein associations

associations are meant to be specific and
meaningful, i.e. proteins jointly contribute to a
shared function; this does not necessarily
mean they are physically binding to each other.
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MFGFGHHGQNPPAHGGVHQPTFKIFCKSDEGYCLTVRDGNVVLAPANPRDEHQHWYKDMR Amino acid composition:
FSTQVKDEEGNPAFALVNKATGLATIKHSLGQSHPVKLVPFNPEYQDESVLWTESGDVGKG Ala (4) 23 6. 3%
FRCIRMVNNIRLNFDAFHGDKGHGGVHDGTTVVLWEWAKGDNQSWK ILPWGDEAYAAGGS Avg Y 1 2. 2%
SAANAPRFGGGGEPTVRIYCKADEGFSATVRNGAVCLAPTNPRDEYQHWIKDMRHSNSVK HER W 2 s
DEEGYPAFALVNRVTGEAIKHSQGEGHPVKLVPYNPGYQDESVLWTESRDVGHGFRCVRM gf? 5?: 'g f‘jﬁ
VNNIYLNFDAFHGDKDHGGVRDGTNIVLWKWCEGDNQRWKIVPWCKSRLSTHPGHFSRIL i @ ¥ 2 .0
FLE Glu (E) 20 5. 5%
Zm00001d028998%m 45 & & 49 2 A BR 7 7| Gly (G 41 11. 3%
His (H) 20 5. 5%
Ile (I) 12 3. 3%
Leu (L) 19 D 2N
Lys (K) 20 D. 0%
Met ) 5 1. 4%
Phe (F) 18 5. 0%
Pro (P) 20 0. 9%
u iz ] Protparam 47 7 & A BR 28 s R FZAL M, Ser (S) 18 5. 0%
Thr (T) 14 3. 9%
%7 W 363 NRLER AR, HETUAE, Trp (W) 12 3. 3%
Tyr (Y) 10 2. 8%
e WA 2B (Gly) , 2= AR89 A F 52 B ;’*} %’?’ 8 8 8
vl (0) . 0%
(Met) . Sec (U) 0 0. 0%




Number of amino acids: 363
Molecular weight: 40605. 36

Theoretical pI: 6.57

Total number of negatively charged residues (Asp + Glu): 43
Total number of positively charged residues (Arg + Lys): 39

Atomic composition:

Carhon C 1810
Hydrogen H 2704
Nitrogen N 024
Oxvgen 0 024
Sulfur S 13

Formula: Cig10H2704N5240524513

B E Ao T XA CeeHis1uNoe0
262991, AT 4 i = 440605.36; 7 =
¥ RABR KL (Asp + Glu) 2 £ H 43
A, B 5T R AR BR AR AL (Arg + Lys) &
¥ Hh 394, k% 5 (pl) H6.57,
7 M



Grand average of hydropathicity (GRAVY): -0.598
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SOPMA :

Alpha helix (Hh) : 48 is 13.22%
31p helix (Gg) : @ is 0.00%
Pi helix (Ii) : @ is ©.00%
Beta bridge (Bb) : @ is ©.00%
Extended strand (Ee) : 109 is 30.03%
Beta turn (Tt) : 40 is 11.82%
Bend region (Ss) : @ is ©.00%
Random coil (Cc) : 166 is 45.73%
Ambiguous states (?) : @ is ©.00%
Other states : @ is ©.00%
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Image coloured by rainbow N — C terminus
Model dimensions (&): X:57.116 Y:68.284 Z:55.218
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