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ID Protein Name Function Function name
QINY61 AATF_HUMAN GO:0003700 (D Transcription factor activity
PO5549 AP2A_HUMAN GO:0003705 @ RNA polymerasg t.ranscription factor
activity
Q92876 HXB13_HUMAN InterPro:IPRO01356 ® Homeobox
008686 BARXZ2_MOUSE InterPro:IPRO00047 @ Helix-turn—helix motif
P19622 HMEZ_HUMAN InterPro:IPRO00747 (® 'Homeobox' engrailed-type protein
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<go:term rdf:about="G0O:0003705">
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</go:term>
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<parent_list>
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<child_list>
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</child_list>
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GO:2 | 03.01
Caor D Caon D [ 603 [03.02

GO:4 | 03.01.01
GO:5 | 03.01.02
GO:5 | 03.02.01
GO:6 | 03.01.02.01
@ @ GO:6 | 03.02.01.01
GO:7 ] 03.01.02.02
GO:7 | 03.02.01.02

Annotation 1 Annotation 2

G0O:0003700 IPRO00047

G0O:0003700 IPRO01827
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1. Scan expand_list

2. Retrieve and save the names and ranges
of annotation systems
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5. Search the value in 4 from the mapping
table

6. A mapping table returns the value which
belongs to the annotation system in 2

7. Search the annotation index within the
range of 2 from the values returned in 6

8. Add retrieved results in 7 to the
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