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[Entry  [m00020 Disease

[Neme [cotorectal cancer

[category [cancer

[rathway [nsa05210 _colorectal cancer

[Gene. [beta-catenin (mutation) (HSA:1499)
[K-ras (mutation) [45A:3845]
[ApC (germline mication (FAP), somatic mutation) [HSA:10297)
1

[8R14292
|MH2 (germline mutation (HNPCC), LOH, somatic mitation)
[HSA:4436

[MSH3 (somatic frameshift mutation) [HSA:437]

|MHG (germline mutation (HNPCC), LOH, somatic frameshift
Imutation) (HSA:2956)

7157)
[MUEL (germline mutation (MNPCC), LOH, promoter hypermethylation)

oils, untreated and mildly treated
[%- and garma-raiation

[Marker  [Remoglobin [AsA:3039 3040 3043
[K-ras (mutation) [HSA:3845)

053 (matation) [SA:7157)

[AC (matation) [HSA:10297)

orug. [Oxaliplatin (R:D01750
5-Fluorouracil (5-FU) [DR:D00584]
[Leucovorin (FOLFOX4) (DR:D01211 DO4715)
[Bevacizunab [0R:D06409)
1rrinotecan [DR:D01061]
[cetuxinab [R:D03455]
R [DR:001223)

[Comment _[1c0-0: 8140/3, Tumor type:

[Reference [pur0:15000146 (gene, tunor type)
Authors [crady W,
Title [cenonic instability and colon cancer.
Journal |cancer Metastasis Rev 23:11-27 (2004)

[Reterence [pu1o:11477132 (cumor type)
huthors [Roulston RS.
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Title [imat ve could do nows molecular pathology of colorectal cancer. ==
Journal o1 Pathol 54:206-14 (2001) N2 TA TV RU—
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