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List of domain hits ?

Hame Accession Description Interval  E-value
] PBP1_sensory_GC_DEF_like cd0&371 Ligand-binding domain of membrane guanylyl cyclases (GC-D, GC-E, and GC-F) that are ... 54-435 0e+00
] CHD cd07302 cyclase homology domain; Catalytic domains of the mononucleotidyl cyclases (MMNC's), also .. 883-1060 5.42e-65
- - H PK_GC-2D cd14043 Pszeudokinase domain of the membrane Guanylate Cyclase receptor, GC-2D; The pseudokinase domair 545-815 3.36e-137
A M Od e ISth at h ave Ove rI ap p I n g an n Otatl O n [+ HNOBA super family cl06643 Heme MO binding associated; The HNOBA domain is found associated with the HNOB domain and ... 824-869 8.76e-08
H cyce smartl0044 Adenylyl- / guanylyl cyclase, catalytic domain; Present in two copies in mammalian adenylyl ... 548-1040 3.96e-91
[+ ANF=recept0r pfam01094  Receptor family ligand binding region; This family includes extracellular ligand binding ... 75-414 1.92e-66
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A Databasesearch methods produce less than perfect results.

A We choose adefault reporting Evalue threshold (0.01jor live
and precomputed domain annotation.
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3D Macromolecular Structures Conserved Domains Pubchem
[Query] 945225 ~ 1 250 750 1000 110
guanylyl cyclase [Romo Sﬂﬂieﬂﬁ Periplasmic_E C 12 1 N Hucleotid
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Similarity score: 4
Total nr sequences: 1403
Guanylate cyclase 32E 1 250 5'3 1o0n 1135
taxonomy span: Apocrita LPelripi aaaaa i i 'P¥C 'L l( =l Nucle Leid H
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Similarity score: 4
Total nr sequences: 15
hypothetical protein 2 0040q181 1 a0 sno 0 1004 1236
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Total nr se nces: 4
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Domain architecture (DA): sequential order of domains on a protein
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Further motivation for improving domain annotation
consistency: is toeduce the number of rare or
unusual DAs in CDART
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which considers :

Manual Inspection
considers:
V Commondomain

% sequences having Numberof  Percent
additional hitsat  Seduences sequences

w NgWith rescuecwith rescuec

: Evalue 10 2 -

architecture dlerraite | derraine V Com_mondomaln
V Tandemrepeats _ architecture
V Taxonomy of the DA [ LEEEIENTE V Tandem repeats

' human

V Different thresholds 19.66 +£ 5.18 V And was run on a

of NR sequences proteome later CDD release
V Unconscious bias (19856s€0) with improved

based on the domain models.

biological knowledge SwissProt
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A ForPrecomputedand live searches the default RFB$ast reporting threshold is Ealue 102
A A significant portion of the domains to rescue are tandem repeats
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which cooccurs with stronger hits in a known DA.
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