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ko03420:Nucleotide excision repair 0.0039 0.3653
ko04514:Cell adhesion molecules (CAMs) 8e-04 0.2424
ko04911:Insulin secretion  0.0056 0.3653
ko05320:Autoimmune thyroid disease  0.0057 0.3653
ko05332:Graft-versus—host disease  0.0026  0.3653
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