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Predicted localization for the Eukarya domain: Chloroplast (GO term ID: GO:0009507) Prediction confidence 100
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Crystal Structure of Rice Granule bound Starch Synthase | Catalytic Domain

DOI: 10.2210/pdb3VUE/pdb

Classification: TRANSFERASE
Organism(s): Oryza sativa Japonica Group
Expression System: Escherichia coli
Mutation(s): No @

Deposited: 2012-06-28 Released: 2012-09-05
Deposition Author(s): Momma, M., Fujimaoto, Z.

Experimental Data Snapshot wwPDB Validation €@ & 30 Report || Full Report
Method: X-RAY DIFFRACTION Metric Percentile Ranks Value
h Resolution: 2.70 A Rfrec M- I S 0258

R-Value Free: 0.257 Clashscore I 0 10
& 3D View: Structure | Electron Density | R-Value Work: 0.218 Ramachandran outliers i S 1 4%
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Confidently predicted domains, repeats, motifs and features:

Mame Start a End E-value
low complexity 2 14 MIA
Iﬂw Eﬂmﬂlﬂxit‘-’ 2 14 Pfam:Glyco_transi_5 84 M5 37e-T4
- . Pfam:Glycos_transi_1 387 528 7.3e-18
d |5ﬂrdE r 2 g 35 Pfam:Glyco_trans_1_4 400 549 1e-15
disorder 38 65 - ' the diagram above. Click the feature name for more informatio
Qutlier homologues and homologues of known structure: &
Pfam Glyco transf 5 84 345
- Mame Sequence Start a End E-value
low _complexity 99 108 _
PDB:3VUF|A Jvuf 83 609 0
Pfam Glycos transf 1 387 548 SCOP-dif6da_ difeda_ 83 584 1e-46
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———— XP 01027452 1 sulible starch aynthase 2-2 chilovap sficfamyiap lstc

XP 015014561, 1 salible starch synthase 2-1 chiovap asfictamyiap astc

XP 0104 4241.1 solible starch synthase 1 chloraplasticlamiloplastic

Sl ORYA Granue-bound starch sirthase 1 chloroplashclmifoplasic

XP 015647210, granule-bound starch sinthase 1b chilorop astic/amytop astc
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—— XP024051245.1 prabable starch sirthase 4 chloraplastc/amyo plastic isafom 42

XP 015026202, 1 prabable starch syrthase 4 chlora lasticlamloplastic
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