Discovery Cohort 1. (n=10)

HCC

Normal organs

Validation Cohort 2. (n=44)

TPX2

/IACTB
SR R ]

10N
Kidney
Liver

Lung

Brain
Colon
Esophagus
Ovary
Prostate

S. muscle
Cervix
Spleen
=) Thymus

Heart
S. Intestine

Adipose
Bladder

Thyroid
Trachea

P <0,001

HCC (41-84T)

Nontumor (41-84N)

AR ADHDAL - EBFORBFLLEBRET (B4EH) ITXYTPX2EBERMNEBRARES LT,
TPX2(XHIR (FRXEEN) ZBREETIEBBICEFVTREIIELAIL

2 .

200
180
160

-
S
(e}

120
100
80
60

Tumor volume (mm?)

40
20
0

0

=0~ No treatment (n = 8)
=0O=Control siRNA (n = 8)
——TPX2 (n = 8)

A~ RRM2 (n = 6)
=-B= AKR1B10 (n = 8)
=8— HCAP-G (n=6)

Injection of siRNA

' '

5 10 15

Inoculation of KIM-1 cells

RIEFELITIADXenograltfBHEETILIZE WL TSIRNAICK YTPX2BIEFE/ VI TO TR EESD

158135 < MF S -

Control siRNA

TPX2

e
= n“\\\\\\\‘-\\“\\‘.‘\\\\\\:‘\\ . ‘


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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