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What is claimed is:

1. A method for prognosing a subject with non-small cell lung cancer (NSCLC) comprising; /

obtaining a test sample from a subject suffering from NSCLC following surgical ection;

determining the expression level of at least three or more biomarkers identifigd in each of
Table 1, Table 2 or Table 3; and .

analyzing the expression level to generate a risk score, wherein the rigk score can be used to

provide a prognosis of the subject.
2. A method for prognosing a subject with non-small cell lung cancgf (NSCLC) comprising:
obtaining a test sample from a subject suffering from NSLLC following surgical resection;

determining the expression level of at least one bioggarker from Table 1, Table 2 and Table 3

in the test sample; and

analyzing the expression level to generate a sk score, wherein the risk score can be used to

provide a prognosis of the subject.

3. The method of claim 1 or claim 2 whergdh the risk score classifies the subject in a high risk

group and would benefit from receiving glljuvant chemotherapy or in a low risk group and would not

benefit from receiving adjuvant chemghfherapy.

4. The method of claim 1 or claigf 2, wherein the subject has a prognosis of having poor survival or

Table 3£omprises CBX7, TMPRSS2, GPR116, STX1A, KLK6, SLC16A3, TPX2, UCK2, PHKAL.
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8. The method of claim 2, wherein the at ieast one biomarker identified in Table 1, Table 2 and
Table 3 comprises CBX7, TMPRSS2, GPR116, KCNJ15, STX1A, KLK6, SLC16A3, PYGL, TFX2,
UCK2, PHKAL, or EIF4A3,

9. The method of claim 2, wherein the at least one biomarker identified in Table 1, Tal€ 2 and
Table 3 comprises CBX7, TMPRSS2, GPR116, KCNJ15, PTPN13, STX14, KLK6 ALC16A3,
PYGL, LDHA, TPX2, UCK2, PHKAI1, EIF4A3 or TK1.

10. The method of claim 2, wherein the at least one biomarker identified in fable 1, Table 2 and
Table 3 comprises CBX7, TMPRSS2, GPR116, KCNJ15, PTPN13, CTSH, STX1A, KLKS,
SLC16A3, PYGL, LDHA, ITGAS, TPX2, UCK2, PHKAI1, EIF4A3, PK.1, or CCNAZ2.

11. A method of predicting prognosis in a subject with non-smal)/cell lung cancer (NSCLC)
following surgical resection, comprising determining expressigh of one or more biomarkers listed in
Table 1, Table 2 and/or Table 3, wherein an increase in expfession of one or more biomarkers listed
in Table 2 and/or Table 3 and a decrease in expression gf one or more of the biomarkers listed in
Table 1 compared to a control is used to predict wheghier the subject is in a high risk group having

poor survival or a low risk group having good sugfival.

12. The method of claim 11, wherein the supffect in the high risk group is selected for adjuvant

chemotherapy and the subject in the low p#k group is not selected for adjuvant chemotherapy.
13. A method of selecting a therapyAor a subject with NSCLC, comprising

obtaining a test sample ffom a subject suffering from NSCLC who has undergone a

resection;

determining the gxpression level of at least two or more biomarkers identified in Table 2 in

the test sample to gepferate an expression value for each gene; and

analyziny the expression value to generate a risk score, wherein the risk score can be used to
L ]

classify whegfier the subject is selected to receive an angiogenesis inhibitor.

14, Thg/method of claim 13, wherein the angiogenesis inhibitor is avastin.
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1615. The method of claim 115 .or claim 13 erelaimnt5-comprising determiging expression of at least
three biomarkers identified in Table 1, Table 2 and/or Table 3.

1+716. The method of claim 1, claim 11; or claim 13 er-elaim15-copiprising determining expression

of at least four biomarkers identified in Table 1, Table 2 and/or Fable 3.

1&17. The method of claim 1, claim 115 or claim 13 exelgf15-comprising determining expression

of at least five biomarkers identified in Table 1, Table Fand/or Table 3.

+018. The method of claim 1, claim 11;.0r claim JA erelaim1t5-comprising determining expression
of at least six biomarkers identified in Table 1 A'able 2 and/or Table 3.

2019. The method of any of claims 1-39-}& wherein the NSCLC is stage I NSCLC or stage II
NSCLC, or a combination thereof.

2120. The method of any one of gfaims 1-2019, wherein the NSCLC is identified in the group

consisting of squamous cell cayfinoma and adenocarcinoma.

2221. The method of any #ne of claims 1-2320, wherein the test sample is fresh, frozen, parrafin

fixed embedded cells.

2322. The methog/of any one of claims 1-2221, wherein the expression level is determined using

gNPA, nanoStg#hig, quantitative PCR or an array.

2423. Theg/method of claim ! or claim 2, wherein analyzing expression to generate a risk score is

perforiged using statistical analysis.

23#4. The method of claim 2423, wherein the statistical analysis comprises Cox regression analysis

br parametric survival predictors.

2625. The method of claims 1-2524, wherein the subject is a human.
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2726. A kit for comprising a plurality of agents for measuring the expression of one or more

biomarkers identified in Table 1, Table 2 and/or Table 3 and instructions for use

2827. A kit for predicting whether a subject with lung cancer would benefit from adjuvantfherapy,

the kit comprising:

a plurality of agents for measuring the expression of one or more biomarkery identified in
Table 1, Table 2 and/or Table 3;

means for analyzing the expression and generating a risk score to prgllict whether a patient

would benefit from adjuvant therapy.

2028. The kit of claim 2827, wherein the agents for measuring eybression comprise an array of

polynucleotides complementary to the mRNAs of the identifigh genes.

3029. The kit of claim 2827, wherein the agents for meagliring expression comprise a plurality of
PCR probes and/or primers for qRT-PCR.

3130. The kit of claim 2827, wherein the at leas
Table 3 comprises CBX7, STX1A, and TPX2

ne biomarker identified in Table 1, Table 2 and

3231. An array comprising one or more gblynucleotide probes complementary and hybrdizable to

an expression product of at least two hfomarkers shown in Table 1, Table 2 and/or Table 3.

3332. A composition comprising/i plurality of isolated nucleic acid sequences, wherein each
isolated nucleic acid sequencefiybridizes to an RNA product of the biomarkers CBX7, STX1A, and

TPX2, wherein the composyfion is used to measure the level of RNA expression of the three genes.

3433. A computer profluct for predicting a prognosis a subject with NSCLC comprising;

ceiving data corresponding to the expression level of one or more biomarkers in
a sample from £ subject having NSCLC, wherein the one or more biomarkers are identified in Table
1, Table 2 gfd/or Table

eans for generating an expression value for each gene; and

means for generating a risk score based on inputting the expression value into a database
omprising a reference expression profile associated with a prognosis, wherein the risk score

predicts a prognosis of survival or classifies the subject into a high risk group or a low risk group.
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3534. A computer product of claim 34-33 for use with the method of any one of claims 1-2524.




1. A method for prognosing a subject with non-small cell lung cancer (NSCLC) comprising:
obtaining a test sample from a subject suffering from NSCLC following surgical resection;

determining the expression ievel of a combination of biomarkers, wherein the combination of
biomarkers comprise CBX7, TMPRSS2, GPR116, STX1A, KLK6, SLC16A3, TPX2, UCK2, and
PHKAL; and

analyzing the expression level to generate a risk score, wherein the risk score can be used to

provide a prognosis of the subject.
2. A method for prognosing a subject with non-small cell lung cancer (NSCLC) comprising;
obtaining a test sample from a subject suffering from NSCLC following surgical resection;

determining the expression level of a combination of biomarkers wherein the combination of

biomarkers comprise CBX7, STX1A, and TPX2; and

analyzing the expression level to generate a risk score, wherein the risk score can be used to

provide a prognosis of the subject.

3. The method of claim 1 or claim 2 wherein the risk score classifies the subject in a high risk group and
would benefit from receiving adjuvant chemotherapy or in a low risk group and would not benefit from

receiving adjuvant chemotherapy.

4. The method of claim 1 or claim 2, wherein the subject has a prognosis of having poor survival or a

prognosis of having good survival.

5. The method of claim 2, wherein the combination of biomarkers further comprise, TMPRSS2, KLKS,
and UCK2,

6. The method of claim 2, wherein the combination of biomarkers further comprise TMPRSS2,
GPR116, , KLK6, SLC16A3, UCK2, and PHKATL.

7. The method of claim 1, wherein the combination of biomarkers further compriseKCNJI15, , PYGL,
and EIF4A3.

8. The method of claim 1, wherein the combination of biomarkers further comprise KCNJI15, PTPN13, ,
PYGL, LDHA, EIF4A3 and TK1.
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9. The method of claim 1, wherein the combination of biomarkers further comprise KCNJ15, PTPN13,
CTSH, , PYGL, LDHA, ITGAS5, EIF4A3, TK1, and CCNAZ.

10. The method of any one of the preceding claims, wherein the test sample is fresh, frozen, parrafin

fixed embedded cells.

11. The method of any one of the preceding claims, wherein the expression level is determined using

qNPA, nanoString, quantitative PCR or an array.

12. The method of claim 1 or claim 2, wherein analyzing expression to generate a risk score is performed

using statistical analysis.

13. The method of claim 12, wherein the statistical analysis comprises Cox regression analysis or

parametric survival predictors.

14. The method of the preceding claims, wherein the subject is a human.
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