2022FEEHEILHETAOT S L

ErT/ L -RIEET ) LE

TR - EEREDIDLCHET —AIR—X
REBRFILFEHAZER
24 B

20224£10A5H +~—O—MBAIVKRIIL



D > FIREE

RE — ERVAT
EEM — AR ATLOPLEZMHIE

Network-disease association
DFRY RID—0 EEREBEDREE

REDERELGD 7 AL & N
NEMED S ELBEOD S E v—H—  ARE

CELLR &aeamzziaa) ~

T =
RRRT/ L wquz am 28GE) —» | ERURTL

\\ - ( \?;f\\j I"j_b)
AET/ L mrawss )

BIEER —

(RAAME, TDH) T T

gt —h— DIOFY


https://www.kegg.jp/kegg/drug/jp08341.html

MEEII2=T4

ErT/ LA

A ILRF D
DIRIEAEYT / L

BNEEFA 2T/ L

EREESE

KEGG MEDICUS

KEGG MEDICUS

KEGG NETWORK
KEGG DISEASE
KEGG DRUG
EXRATXE

—RRDOAR

i}

EEMATXEOHE

MERREICEDCE
& B an D EE B AR BT

REDDF A D XLIEBRE
EELOER - BIEADSF A h =X LIEMRE
AR - £ MAREEFEROERR ST
REREORBEME - ZRIMEOERE & FR
MHREEREARE. FSvJ YRS az=Dy



RET—3X—ADEMEIL

REONFANALEREXETBTF—4R—2X
ELT. 2y FT—HBROMEEEANIZHTS

KEGG DISEASE&®EIT Y F1) D 2.595

EEEGTFEMAGDHBIEETI ) 2.073
X 35 7.369
& BB LT 4,557

REBNZAD A EXEDHIEET M)E 105
%t #1 105
EEINAD ATy TH 74

2y R0 LHWREDOHBIEET M) 368
X 85 742
2y RIT—HOTvTH 143

E FEEFE 20,518
INAD ATy TEDE FEEFH 8.272
INAYTA Ty T EDEEREEFH 2.779

% DISEASE: Classic complement pathway component defects

Hdpl

Entry H00102 Disease
Name Classic complement pathway component defects
Supergrp |Disorders of innate immunity [DS:H02525]
Primary immunodeficiency disease [DS:H01725]
Description|Complement disorders account for only 2 percent of all primary
immunodeficiency disorders. They result from the disruption of one
of the proteins involved in the classic or nonclassic activation
pathways of the complement response. Defects in the classic
pathway (CP) account for the more common type of complement
deficiency, and are associated with increased risk to develop
systemic lupus erythematosus (SLE) and SLE-like diseases.
Homozygous C2 deficiency, which is the most frequent hereditary
deficiency in complement classical pathway components, is
associated with SLE in 10% of the cases. Complete Clg and C4
deficiencies are less frequent but associated with a higher
prevalence of SLE.
Category Primary immunodeficiency
Brite Human diseases [BR:br08402]
Immune system diseases
Primary immunodeficiency
H00102 Classic complement pathway component defects
Human diseases in ICD-11 classification [BR:br08403]
04 Diseases of the immune system
Primary immunodeficiencies
4A00 Primary immunodeficiencies due to disorders of innate imm
H00102 Classic complement pathway component defects
BRITE hierarchy |
Related

hsa04610 Complement and coagulation cascades

nt06513 Complement cascade

hid
"Network
rGene

CIoE=THSETTT2TT g

C10B [HSA:713] [KO:K03987]
C10G [HSA:714] [KO:K03988]
CI1R [HSA:715] [KO:K01330]
C1S [HSA:716] [KO:K01331]
C2 [HSA:717] [KO:K01332]
C3 [HSA:718] [KO:K03990]
C4A [HSA:720] [KO:K03989]
C4B [HSA:721] [KO:K03989]

Other DBs |ICD-11: 4A00.10
OMIM: 613652 613783 217000 613779 614380 614379 120790
Reference (PMID:19028607
Authors Bussone G, Mouthon L
Title Autoimmune manifestations in primary immune deficiencies.
Journal |Autoimmun Rev 8:332-6 (2009)
DOI:10.1016/j.autrev.2008.11.004
Reference |PMID:17162365
Authors Kumar A, Teuber SS, Gershwin ME.
Title Current perspectives on primary immunodeficiency diseases.
Journal |Clin Dev Immunol 13:223-59 (2006)

DOI:10.1080/17402520600800705
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