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RNA-seq expression
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1. 6=7_Internode (25.9) 9, Endozperm_Crown_270AP ©1.52 17. Foot_Cortex_5_Days ©1.92

2. 7-g_Internode (31.00 10. Germinatin_Kernels_ZDRI (13.2) 15. RFoot_Elongation_Zone_3_Days (5.9

3. Meriztem_16-19_Day C22.9) 11. Pericarp/Aleurone_270AP (4.7) 19. Foot_Meristem_Zone_5_Dayz (14.1)

4. Ear_Primordium_z-dmm (d6.3) 12. Leaf_Zone_1_Summetrical (39.1) 20. Secondary_Root_7-8_0aus (9.4)
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B. Embruo_200AP ©27.8) 14, Leaf_Zone_3_Growth C26.1) 2. Female_Spikelet (26.12

7. Embryo_380AP (10,73 15. Mature_Leaf_8 (5.8) 23, 5ilk ©4.32

d. Endozperm_12DAP (11.00 16. Primary_Root_5_Days (9.2)

Walley JW, Sartor RC, Shen Z, Schmitz R], Wu KJ, Urich MA, et al. 2016.

Integration of omic networks in a developmental atlas of maize. Science.



http://science.sciencemag.org/content/353/6301/814.full
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Number of amino acids: 553 Total number of negatively charged residues (Asp + Glu): 49
Total number of positively charged residues (Arg + Lys): 49

Molecular weight: 58876. 23

Theoretical pI: 7.11 Atomic composition:
Carbon C 2047
Amino acid composition: | CSV format derogen H 3977
Nitrogen N 137
Ala (A) 57 10. 3% Oxgast 0 339
Arg (R) 31 5. 6% Sulfur S 20
Asn (N) 25 4. 5%
Asp (D) 26 4. 7% Formula: Cy547H3977N7370332520
Cys (C) 12 2. 2% Total number of atoms: 8113
Gln (Q 25 4. 5%
Glu (E) 23 4, 2% Extinction coefficients:
Gly (G) 35 6. 3% Extinction coefficients are in units of M7 cm!, at 280 nm measured in water.
His (H) 10 1. 8% Ext. coefficient 38110
Ile (I) 19 3. 4% Abs 0.1% (=1 g/1) 0.647, assuming all pairs of Cys residues form cystines
Leu (L) 34 6. 1%
Lys (K) 18 3. 3%
Met (M) 8 1. 4%
Phe (F) 29 4. 0% Ext. coefficient 37360
Pro (P) 53 9. &% Abs 0.1% (=1 g/1)  0.635, assuming all Cys residues are reduced
q-?ir (1) 34 5 1£ Estimated half-life:
' The N-terminal of the sequence considered is M (Met).
Trp (W) 3 0. 5% ; . L : j ) .
Tyr () 14 5 50 The estimated half-life is: 30 hours (mammalian reticulocytes, in vitro).
Vyl W 22 4.0W >20 hours (yeast, in vivo).
& i A >10 hours (Escherichia coli, in vivo).
Pyl (0) 0 0. 0%
Sec (U) 0 0. 0% Instability index:
The instability index (II) is computed to be 71.64
(B) 0 0. 0% This classifies the protein as unstable.
Z) 0 0. 0%
X) 0 0. 0% Aliphatic index: 59.22

Grand average of hydropathicity (GRAVY) :-0.508
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Uncharacterized protein

Uncharacterized protein loc100277704; Uncharacterized protein
Protein enabled homolog; Uncharacterized protein

annotation not available

Uncharacterized protein loc103634774,; DUF4228 domain protein
Uncharacterized protein loc1002751795; DUF4228 domain protein
Uncharacterized protein loc100278798; DUF4228 domain protein
Uncharacterized protein loc103654348; Uncharacterized protein
annotation not available

Uncharacterized protein loc103630306; Uncharacterized protein
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26. Zm00042ab359350_P00
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Z.mays RefGenV4|Zm00001d038988 P005
S.bicolorv3.1.1|Sobic.009G229800.1.p
Z.mays RefGen V4|Zm00001d009548 PO05
O.sativav7.0|LOC Os01g01390.4
O.sativav7.0|LOC Os01g0103800
H.vulgarer1|HORVU5Hr1G001780.6
B.distachyonv3.1|Bradi1g66850.1.p
T.aestivumv2.2|Traes 4AS 3E11781FA.1
S.lycopersicumITAG4.0|Solyc129095780.2.1
S.oleracea Spov3|Spov3 chr6.03143

A.thaliana Araport11|AT1G76660.1



THANK YOU



