Claims

1. A method for predicting the prognosis of Dbreast
cancer, the method comprising:

(a) isolating mRNA from a sample of a tissue containing

cancer cells of a breast cancer patient;

(b) measuring the mRNA expression level ef—at—Feast—on

gen selected—freom—Fthe—(greup——eonsisting of TRBC1I (T cell
receptor beta constant 1)+—RINIAZ{butyrephitlin——subfamily 35
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(c) normalizing the measured mRNA expression level of the
TRBC1 gene; and
(d) determining the overexpression of the TRBC1 gene as

indicating good prognosis.

2. The method of claim 1, wherein the measuring of the
expression level 1s conducted through PCR amplification of a

target gene.

3. The method of claim 1, wherein the sample 1is a
formalin-fixed paraffin-embedded (FFPE) sample of a tissue

containing cancer cells of a patient.

4. The method of claim 1, wherein the normalizing is
conducted by <calculating the ratio of the mean expression
level compared with at least one standard gene selected from
the group consisting of CTBPl (C-terminal-binding protein 1),
TBP (TATA-binding protein), HMBS (hydroxymethylbilane
synthase), CUL1 (cullin 1), and UBQLN1l (ubigquilin-1).
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F=5. A method for calculating a predictive wvalue of the

prognosis of breast cancer to provide information necessary
for predicting or diagnosing the prognosis of a breast cancer
patient, the method comprising:

(a) isolating mRNA from a sample of a tissue containing

cancer cells of a £he breast cancer patient;

(b) measuring the mRNA expression level of at—Feast—on

gen selected—from—the —group—consistEing £ TRBC1 (T cell
receptor beta constant 1)+—RINIAZ{butyrephilin——subfamily 35
memibar VAOIA o A LT A NPT [ = 1 1 ot Aanmimat 2 g T 2+ cg onman ]

T T - Fany / 12 AT LTI 1T77Y J I W e Ny \lll(_,{J f 1110 O \—) 1thJ(_,LL,L)\JLLL\, p\_}lllrIAL 7
ol aaa TT NP lvwh o 1) .

= LTOO O LL, T (_,LALr/LL(_,L L’ 4

(c) normalizing the measured mRNA expression level of the
TRBC1 gene;
(d) inserting the normalized value into a pre-determined

calculation formula to calculate a predictive numerieat value;

and
(e) determining the prognosis of breast cancer as being

good or poor depending on the predictive aumeriead value.

€+6. The method of claim + 5, wherein the measuring of

the expression level is conducted through PCR amplification of

a target gene.

5<+7. The method of claim +# 5, wherein the sample 1is a

formalin-fixed paraffin-embedded (FFPE) sample of a tissue

containing cancer cells of a patient.

+6-8. The method of claim +# 5, wherein the normalizing is
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the primer pair is capable of amplifying a target gene through

PCR amplification.
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Use of a composition comprising a primer pair

=10.

for—preparing—an—agent as an active agent in the manufacture

of a medicament for predicting the prognosis of breast cancer,
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and wherein the primer pair is capable of amplifying a target

gene through PCR amplification.

A kit for predicting the prognosis of breast cancer,

11.

35

the kit comprising the composition of claim 10.



=12, A method for calculating a predictive value of
the prognosis of Dbreast cancer to provide information
necessary for predicting or diagnosing the prognosis of a
breast cancer patient, the method comprising:

(a) isolating mRNA from a sample of a tissue containing

cancer cells of a £he breast cancer patient;

(b) measuring the mRNA expression level of at—Feast—oen

geh setlected—Ffrom—Eth +—genre—greouvp—eensisting—ef TRBC1 (T
cell receptor beta constant 1)+ BENSAZ butyreophiting
subfamity = R S S e raser
histeeceompatibility —eempless—elass—FE—bP—atpha—3+), and the

mRNA expression level of at least one gene selected from the
p—gene group consisting of AURKA (Aurora Kinase A), CCNB2
(Cyclin B2), FOXM1 (Forkhead box protein M1l), MMP1ll (Matrix
Metallopeptidase 11), PTTGl (Pituitary Tumor-Transforming 1),
RACGAP1 (Rac GTPase Activating Protein 1), RRM2
(Ribonucleotide Reductase M2), TOP2A (Topoisomerase II Alpha)
and UBE2C (Ubiquitin-Conjugating Enzyme E2C);

(c) normalizing the measured mRNA expression levels of

the TRBC1 gene and the at least one p-gene; and
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(d) inserting the normalized values of the TRBC1l gene and

the at least one p-gene 1into a pre-determined calculation

formula to calculate a predictive value of the prognosis of

breast cancer; and

(e) determining the prognosis of breast cancer as being

good or poor depending on the predictive value.




