LOCTREE 3

Protein Subcellular Localization Prediction System

Protein ID Score Expected Accuracy Localization Class Gene Ontology Terms Annotation Type
TgNACO1 56 92% nucleus nucleus GO:0005634(IDA); PSI-BLAST
Predicted Localization: nucleus >NAC2S ARATH

Identities = 86/138 (62%), Positives = 101/138 (73%), Gaps = 6/138 (4%)
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