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肝細胞がんのがん部・背景肝の発現比較解析（84症例）によりTPX2特異的発現が同定された。
TPX2は胸腺（赤矢印）を除く正常主要臓器において発現は低レベル

免疫不全マウスのXenograft移植モデルにおいてsiRNAによりTPX2遺伝子をノックアウトすると腫瘍の
増殖は強く抑制された

プレゼンター
プレゼンテーションのノート
Genes differentially expressed between HCC and nontumorous liver. A, hierarchical clustering of 124 genes whose expression differed significantly (P < 0.001 and >3-fold change) between HCC and adjacent nontumorous liver. Transcriptional signal intensity is shown as a heat map. Red indicates higher signals, whereas blue indicates lower signals. Arrows indicate eight genes selected for validation by real-time PCR (B). B, validation of the microarray data by real-time RT-PCR. The expression levels of eight representative genes whose expression differed significantly between adjacent nontumorous liver (left) and HCC (right) were validated by real-time RT-PCR (shown in arbitrary units). Significant correlation between array (discovery set 1) and real-time RT-PCR data was confirmed by calculating correlation coefficient values in eight randomly selected genes (indicated by arrows in A): C7, 0.96; COLEC10, 0.97; CRHBP, 0.98; HAMP, 0.98; CCNA2, 0.82; RGS5, 0.80; AKR1B10, 0.98; ANLA, 0.92. The significance of differential expression between HCC and adjacent nontumorous liver tissue was assessed using a permutation paired t test, and Bonferroni-corrected P values are provided.
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