
We claim: 

1. A method for diagnosing colon cancer in a sample obtained from a subject, 

comprising: 

5 detecting an expression level of the first 634 colon cancer-related nucleic acid 

molecules listed in Table 6 in a sample comprising nucleic acids obtained from a subject; and 

comparing the expression level of the first 634 colon cancer-related nucleic acid 

molecules, or a decision score derived therefrom, to a control threshold indicative of a 

diagnosis of colon cancer, wherein the expression level, or a decision score derived 

10 therefrom, on the same side of the threshold indicates a diagnosis of colon cancer, thereby 

diagnosing colon cancer in the sample obtained from the subject. 

2. The method of claim 1, wherein the control threshold comprises: 

a threshold derived from corresponding transcripts from colon cancer-related nucleic 

15 acid molecules listed in Table 6 in a known colon cancer sample (or samples), wherein the 

expression level, or a decision score derived therefrom, on the same side of the threshold as a 

known colon cancer group indicates a diagnosis of colon cancer. 

3. A method for classifying a colon cancer sample, comprising: 

20 detecting an expression level of the first 634 	colon cancer-related nucleic acid 

molecules listed in Table 6 in a sample comprising nucleic acids obtained from a subject; and 

comparing the expression level of the first 634 	colon cancer-related nucleic acid 

molecules, or a decision score derived therefrom to a control threshold indicative of known 

classification, wherein the expression level, or a decision score derived therefrom, on the 

25 same side of the threshold permits classification of the colon cancer sample. 

4. The method of claim 3, wherein the control threshold comprises: 

a threshold derived from corresponding transcripts from colon cancer-related nucleic 

acid molecules listed in Table 6 in a colon cancer sample (or samples) of known 

30 classification, wherein the expression level, or a decision score derived therefrom, on the 

same side of the threshold as a colon cancer sample (or samples) of known classification 

peitnits classification of the colon cancer sample. 

5. The method of any one of claims 3 or 4, wherein the colon cancer sample is 
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classified as stage I, stage II, stage III and stage IV. 

6. The method of any one of claims 3-5, further comprising choosing a treatment 

plan that will be effective for the classified colon cancer. 

5 

7. The method 	of claim 	6, 	wherein the 	treatment is 	surgical 	resection, 

chemotherapy, radiation or any combination thereof. 

8. A method for predicting a response to 	a treatment for colon cancer, 

10 	comprising: 

detecting an expression level of the first 634 	colon cancer-related nucleic acid 

molecules listed in Table 6 in a sample comprising nucleic acids obtained from a subject; and 

comparing the expression level of the first 634 	colon cancer-related nucleic acid 

molecules, or a decision score derived therefrom to a control threshold indicative of a known 

15 	response to treatment, wherein the expression level, or a decision score derived therefrom, on 

the same side of the threshold indicates a similar response to treatment, thereby predicting 

response to treatment. 

9. The method of claim 8, wherein the control threshold comprises: 

20 a threshold derived from corresponding transcripts from colon cancer-related nucleic 

acid molecules listed in Table 6 in a colon cancer sample (or samples) having a known 

response to treatment, wherein the expression level, or a decision score derived therefrom, on 

the same side of the threshold as a colon cancer sample (or samples) having a known 

response to treatment indicates a similar response to treatment, thereby predicting response to 

25 	treatment. 

10. The method of any one of claims 8 or 9, wherein the treatment is surgical 

resection. 

30 11. The method of any one of claims 8-10, wherein the treatment is chemotherapy 

and/or radiation. 

12. A method for predicting long term survival of a subject with colon cancer, 

comprising: 
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detecting an expression level of the first 634 	colon cancer-related nucleic acid 

molecules listed in Table 6 in a sample comprising nucleic acids obtained from a subject; and 

comparing the expression level of the the first 634 colon cancer-related nucleic acid 

molecules, or a decision score derived therefrom to a control threshold indicative of having a 

5 history of long term survival, wherein the expression level, or a decision score derived 

therefrom, on the same side of the threshold indicates long term survival of the subject, 

thereby predicting long term survival of a subject. 

13. The method of claim 12, wherein the control threshold comprises: 

10 a threshold derived from corresponding transcripts from colon cancer-related nucleic 

acid molecules listed in Table 6 in a colon cancer sample (or samples) obtained from a 

subject (or subjects) having a history of long term survival, wherein the expression level, or a 

decision score derived therefrom, on the same side of the threshold as a colon cancer sample 

(or samples) obtained from a subject (or subjects) having a history of long term survival 

15 indicates long term survival of the subject, thereby predicting long WI 	i survival of a subject. 

14. The method of claim 13, wherein long term survival comprises at least 5 year 

survival. 

20 15. A method for predicting of recurrence of colon cancer in a subject, 

comprising: 

detecting an expression level of the first 634 	colon cancer-related nucleic acid 

molecules listed in Table 6 in a sample comprising nucleic acids obtained from a subject; and 

comparing the expression level of the the first 634 colon cancer-related nucleic acid 

25 molecules, or a decision score derived therefrom to a control threshold indicative of a history 

of recurrence, wherein the expression level, or a decision score derived therefrom, on the 

same side of the threshold indicates a recurrence in the subject. 

16. The method of claim 15, wherein the control threshold comprises: 

30 a threshold derived from corresponding transcripts from colon cancer-related nucleic 

acid molecules listed in Table 6 in a colon cancer sample (or samples) having a history of 

recurrence, wherein the expression level, or a decision score derived therefrom, on the same 

side of the threshold as a colon cancer sample (or samples) of known history of recurrence, 

indicates a recurrence in the subject. 
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17. A method of preparing a personalized colon cancer genomics profile for a 

subject, comprising: 

detecting an expression level of the first 634 	colon cancer-related nucleic acid 

5 	molecules listed in Table 6 in a sample comprising nucleic acids obtained from a subject; and 

creating a report summarizing the data obtained by the gene expression 

analysis. 

18. The method of any one of claims 1-17, wherein the nucleic acids obtained 

10 	from the subject comprise RNA and/or cDNA transcribed from RNA extracted from a sample 

of colorectal tissue obtained from the subject. 

19. The method of claim 18, wherein the sample is a biopsy sample. 

15 20. The method of any one of claims 18 or 19, wherein the sample is a fixed 

and/or paraffin embedded sample. 

21. The method of any one of claims 1-20, wherein the expression level is 

normalized against a control gene or genes. 

20 

22. The method of any one of claims 1-21, wherein the level of expression is 

determined with PCR and/or or microarray-based methods. 

23. The method of any one of claims 1-22, wherein detecting the expression level 

25 	of the first 634 	colon cancer-related nucleic acid molecules listed in Table 6 comprises 

detecting the expression levels for the transcripts listed in Table 1. 

24. The method of any one of claims 1-23, wherein detecting the expression level 

of the first 634 	colon cancer-related nucleic acid molecules listed in Table 6 comprises 

30 	detecting the expression levels for the transcripts listed in Table 2. 

25. A nucleic acid probe for detecting a gene expression signature for colon 

cancer, comprising or consisting substantially of a nucleic acid molecule between 20 and 40 

nucleotides in length, capable of specifically hybridizing to one of the nucleic acid sequences 
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set forth as SEQ ID NOs: 1-634 or its complement. 

26. The nucleic acid probe according to claim 25, wherein the probe is labeled. 

5 27. The nucleic acid probe according to claim 26, wherein the probe is 

radiolabeled, fluorescently-labeled, biotin-labeled, enzymatically-labeled, or chemically- 

labeled. 

28. A set of probes, for detecting a gene expression signature for colon cancer, 

10 	comprising 2 or more probes, wherein each probe comprises or consists substantially of a 

nucleic acid molecule between 20 and 40 nucleotides in length capable of specifically 

hybridizing to one of the nucleic acid sequences set forth as SEQ ID NOs: 1-634 or its 

complement. 

15 29. The set of probes of claim 28, wherein the probes are labeled. 

30. The set of probes 	of claim 29, wherein the probes 	are radiolabeled, 

fluorescently-labeled, biotin-labeled, enzymatically-labeled, or chemically-labeled. 

20 31. The set of probes of any one of claims 28-29, wherein the set contains at least 

one probe complementary to each of the transcripts listed in Table 6. 

32. The set of probes of claim 31, comprising at least one probe complementary to 

each transcript in a subset of the transcripts listed in Table 6, wherein the subset comprises at 

25 	least 1%, 5%, 10%, 25%, 50%, 75% or 95% of the transcripts in Table 6. 

33. A device for detecting a gene expression signature for colon cancer, 

comprising a nucleic acid array comprising the set of probes of any one of claims 28-32. 

30 34. A pair of primers for the amplification of a gene expression signature for 

colon cancer nucleic acid, comprising: 

a forward primer 15 to 40 nucleotides in length comprising a nucleic acid sequence 

that specifically hybridizes to any one of the nucleic acid sequences set forth as SEQ ID NOs: 

1-634 or its complement; and 
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a reverse primer 15 to 40 nucleotides in length comprising a nucleic acid sequence 

that specifically hybridizes to any one of the nucleic acid sequences set forth as SEQ ID NOs: 

1-634 or its complement, wherein the set of primers is capable of directing the amplification 

of the nucleic acid. 

5 

35. A set of primer pairs for the amplification of a gene expression signature for 

colon cancer nucleic acid, comprising at least 2 primer pairs suitable for use in amplification 

of any one of the nucleic acid sequences set forth as SEQ ID NOs: 1-634. 

10 36. The set of primer pairs of claim 35, wherein the set of primer pairs comprises 

primer pairs suitable for use in amplification of a subset of nucleic acid sequences set forth as 

SEQ ID NOs: 1-634 wherein the subset comprises at least 1%, 5%, 10%, 25%, 50%, 75% or 

95% of the nucleic acid sequences set forth as SEQ ID NOs: 1-636. 

15 37. A method for preparing a gene expression profile indicative of colon cancer 

prognosis, comprising: 

detecting the expression level of less than 1000 transcripts in a sample comprising 

RNA isolated from a colon cancer specimen, wherein the first 634 transcripts listed in Table 

6 are detected. 

20 

38. The method of claim 37, wherein from 400 to 800 transcript expression levels 

are detected. 

39. The method of claim 37 or 38, wherein from 500 to 700 transcript expression 

25 levels are detected. 

40. The method of any one of claim 37-39, wherein the transcripts listed in Table 

6 comprise the transcripts listed in Table 1. 

30 41. The method of any one of claims 37-40, wherein the colon cancer specimen is 

a formalin fixed paraffin-embedded tissue sample. 

42. The method of any one of claims 37-41, further comprising, scoring the 

expression level of the transcripts listed in Table 6, or a decision score derived therefrom, 
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against corresponding levels or scores for high risk and low risk patient populations. 

43. The method of claim 42, further comprising, selecting adjuvant chemotherapy 

where the patient is determined to be in the high risk group. 

5 

44. A method for prognosing colon cancer, comprising: 

preparing a gene expression profile for a colon cancer specimen comprising isolated 

RNA; 

and classifying the specimen based the expression levels of the first 634 	transcripts 

10 listed in Table 6, or a decision score derived therefrom, in a low risk or high risk group. 

45. The method of claim 44, wherein the level of less than 800 transcripts are 

detected in the gene expression profile. 

15 46. The method of any one of claims 44-45, wherein the level of less than 700 

transcripts are detected in the gene expression profile. 

47. The method of any one of claims 44-46, wherein the transcripts listed in Table 

6 comprise the transcripts listed in Table 1. 

20 

48. The method of any one of claims 44-47, wherein the colon cancer specimen is 

a formalin fixed paraffin-embedded tissue sample. 

49. The method of any one of claims 44-48, further comprising, selecting adjuvant 

25 chemotherapy where the patient is determined to be in the high risk group. 
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We claim: 

1. A method for diagnosing colon cancer in a sample obtained from a 

subject, comprising: 

5 detecting an expression level of at least 70 colon cancer-related nuclei• acid 

molecules listed in Table 6 in a sample comprising nucleic acids obtained ,orn a 

subject; and 

comparing the expression level of the at least 70 colon cancer—elated nucleic 

acid molecules, or a decision score derived therefrom to a control t 	eshold indicative 

10 of a diagnosis of colon cancer, wherein the expression level, or a decision score 

derived therefrom, on the same side of the threshold indicates 	diagnosis of colon 

cancer, thereby diagnosing colon cancer in the sample obt&f ed from the subject. 

2. The method of claim 1, wherein the co trol threshold comprises: 

15 a threshold derived from corresponding tra .cripts from colon cancer-related 

nucleic acid molecules listed in Table 6 in a kno n colon cancer sample (or samples), 

wherein the expression level, or a decision sc 	e derived therefrom, on the same side 

of the threshold as a known colon cancer gr up indicates a diagnosis of colon cancer. 

20 3. A method for classifyi g a colon cancer sample, comprising: 

detecting an expression lev 	of at least 70 colon cancer-related nucleic acid 

molecules listed in Table 6 in a s mple comprising nucleic acids obtained from a 

subject; and 

comparing the expro sion level of the at least 70 colon cancer-related nucleic 

25 acid molecules, or a deci ion score derived therefrom to a control threshold indicative 

of known classificatio , wherein the expression level, or a decision score derived 

therefrom, on the s.• 	e side of the threshold petinits classification of the colon cancer 

sample. 

30 4. The method of claim 3, wherein the control threshold comprises: 

a 	eshold derived from corresponding transcripts from colon cancer-related 

nuclei' acid molecules listed in Table 6 in a colon cancer sample (or samples) of 

kno 	n classification, wherein the expression level, or a decision score derived 

t ►  erefi-om, on the same side of the threshold as a colon cancer sample (or samples) of 

35 
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known classification permits classification of the colon cancer sample. 

5. The method of any one of claims 3 or 4, wherein the colon cancer 

sample is classified as stage I, stage II, stage III and stage IV. 

5 

6. The method of any one of claims 3-5, further comprising c Dosing a 

treatment plan that will be effective for the classified colon cancer. 

10 

7. The method of claim 6, wherein the treatment is sur 	cal resection, 

chemotherapy, radiation or any combination thereof. 

8. A method for predicting a response to a tre ment for colon cancer, 

comprising: 

detecting an expression level of at least 70 co an cancer-related nucleic acid 

15 molecules listed in Table 6 in a sample comprisin_ 	ucleic acids obtained from a 

subject; and 

comparing the expression level of the .t least 70 colon cancer-related nucleic 

acid molecules, or a decision score derive• therefrom to a control threshold indicative 

of a known response to treatment, where n the expression level, or a decision score 

20 derived therefrom, on the same side • the threshold indicates a similar response to 

treatment, thereby predicting resp• se to treatment. 

9. The method o claim 8, wherein the control threshold comprises: 

a threshold derive from corresponding transcripts from colon cancer-related 

25 nucleic acid molecules 	sted in Table 6 in a colon cancer sample (or samples) having 

a known response to reatment, wherein the expression level, or a decision score 

derived therefrom, on the same side of the threshold as a colon cancer sample (or 

samples) having a known response to treatment indicates a similar response to 

treatment, thcreby predicting response to treatment. 

30 

/ (). 	The method of any one of claims 8 or 9, wherein the treatment is 

surg'‘al resection. 

11. 	The method of any one of claims 8-10, wherein the treatment is 
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chemotherapy and/or radiation. 

12. A method for predicting long term survival of a subject with col©n 

cancer, comprising: 

5 detecting an expression level of at least 70 colon cancer-related nut eic acid 

molecules listed in Table 6 in a sample comprising nucleic acids obtained from a 

subject; and 

comparing the expression level of the at least 70 colon can er-related nucleic 

acid molecules, or a decision score derived therefrom to a contr' threshold indicative 

10 of having a history of long tern survival, wherein the expres on level, or a decision 

score derived therefrom, on the same side of the threshold ' dicates long term 

survival of the subject, thereby predicting long term su 	ival of a subject. 

13. The method of claim 12, wherein th control threshold comprises: 

15 a threshold derived from corresponding 	anscripts from colon cancer-related 

nucleic acid molecules listed in Table 6 in a co on cancer sample (or samples) 

obtained from a subject (or subjects) havin 	a history of long term survival, wherein 

the expression level, or a decision score 	erived therefrom, on the same side of the 

threshold as a colon cancer sample (o samples) obtained from a subject (or subjects) 

20 having a history of long tem]. surviv 1 indicates long term survival of the subject, 

thereby predicting long tend survival of a subject. 

14. The method t f claim 13, wherein long term survival comprises at least 

5 year survival. 

25 

15. A 	od for predicting of recurrence of colon cancer in a subject, 

comprising: 

detectin 	n expression level of at least 70 colon cancer-related nucleic acid 

molecules li ed in Table 6 in a sample comprising nucleic acids obtained from a 

30 subject; a► d 

comparing the expression level of the at least 70 colon cancer-related nucleic 

acid 	olecules, or a decision score derived therefrom to a control threshold indicative 

of 	history of recurrence, wherein the expression level, or a decision score derived 

erefrom, on the same side of the threshold indicates a recurrence in the subject. 
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16. The method of claim 15, wherein the control threshold comprises: 

a threshold derived from corresponding transcripts from colon cancer-relat d 

nucleic acid molecules listed in Table 6 in a colon cancer sample (or samples) h ving 

5 a history of recurrence, wherein the expression level, or a decision score deri -d 

therefrom, on the same side of the threshold as a colon cancer sample (or s mples) of 

known history of recurrence, indicates a recurrence in the subject. 

17. A method of preparing a personalized colon cancer yenomics profile 

10 for a subject, comprising: 

detecting an expression level of at least 70 colon cane- -related nucleic acid 

molecules listed in Table 6 in a sample comprising nucleic cids obtained from a 

subject; and 

creating a report summarizing the data obtaine by the gene expression 

15 analysis. 

18. The method of any one of clai 	1-17, wherein the nucleic acids 

obtained from the subject comprise RNA an /or cDNA transcribed from RNA 

extracted from a sample of colorectal tiss e obtained from the subject. 

20 

19. The method of claim 	8, wherein the sample is a biopsy sample. 

20. The method of a y one of claims 18 or 19, wherein the sample is a 

fixed and/or paraffin embed. -d sample. 

25 

21. The method of any one of claims 1-20, wherein the expression level is 

normalized against a ontrol gene or genes. 

22. T e method of any one of claims 1-21, wherein the level of expression 

30 is determined 	i h PCR and/or or microarray-based methods. 

The method of any one of claims 1-22, wherein detecting the 

expre 	ion level of at least 70 colon cancer-related nucleic acid molecules listed in 

Ta. e 6 comprises detecting the expression levels for MUM1 and SIGMAR1 
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transcripts. 

24. The method of any one of claims 1-23, wherein detecting the 

expression level of at least 70 colon cancer-related nucleic acid molecules lis -d in 

5 Table 6 comprises detecting the expression levels for MUM1, SIGMAR , 	RSD, 

SULT1C2 and PPF IB P1 transcripts. 

25. The method of any one of claims 1-24, wherein dete ting the 

expression level of at least 70 colon cancer-related nucleic acid 	olecules listed in 

10 Table 6 comprises detecting the expression levels for ARSD, 	CL9, PCLO, 

SLC2A3, FCGBP, SLC2A14, SLC2A3, BCL9L and antisee se sequences of MUC3A, 

OLFM4 and RNF39 transcripts. 

26. The method of any one of claims 1 2 ., wherein detecting the 

15 expression level of at least 70 colon cancer-relatee nucleic acid molecules listed in 

Table 6 comprises detecting the expression levi s for the transcripts listed in Table 1. 

27. The method of any one of 	aims 1-26, wherein detecting the 

expression level of at least 70 colon ca 	er-related nucleic acid molecules listed in 

20 Table 6 comprises detecting the expr ssion levels for the transcripts listed in Table 2. 

28. A nucleic acid pro ee for detecting a gene expression signature for 

colon cancer, comprising or consisting substantially of a nucleic acid molecule 

between 20 and 40 nucleot 	es in length, capable of specifically hybridizing to one of 

25 the nucleic acid sequences set forth as SEQ ID NOs: 1-636 or its complement. 

29. The ucleic acid probe according to claim 28, wherein the probe is 

labeled. 

30 30. The nucleic acid probe according to claim 29, wherein the probe is 

radiolabe 	d, fluorescently-labeled, biotin-labeled, enzymatically-labeled, or 

chemic ly-labeled. 

31. A set of probes, for detecting a gene expression signature for colon 
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cancer, comprising 2 or more probes, wherein each probe comprises or consists 

substantially of a nucleic acid molecule between 20 and 40 nucleotides in length 

capable of specifically hybridizing to one of the nucleic acid sequences set fo 	as 

SEQ ID NOs: 1-636 or its complement. 

5 

32. The set of probes of claim 31, wherein the probes are la,.eled. 

33. The set of probes of claim 32, wherein the probes 	e radiolabeled, 

fluorescently-labeled, biotin-labeled, enzymatically-labeled, or hemically-labeled. 

10 

34. The set of probes of any one of claims 31- 	, wherein the set contains 

at least one probe complementary to each of the transc sts listed in Table 6. 

35. The set of probes of claim 34, co 	sing at least one probe 

15 complementary to each transcript in a subset of 	e transcripts listed in Table 6, 

wherein the subset comprises at least 1%, 5% 10%, 25%, 50%, 75% or 95% of the 

transcripts in Table 6. 

20 

36. A device for detecting 	gene expression signature for colon cancer, 

comprising a nucleic acid array co rprising the set of probes of any one of claims 31- 

35. 

37. A pair of pn r ers for the amplification of a gene expression signature 

for colon cancer nucleic 	id, comprising: 

25 a forward primer 15 to 40 nucleotides in length comprising a nucleic acid 

sequence that specif tally hybridizes to any one of the nucleic acid sequences set forth 

as SEQ ID NOs: 	-636 or its complement; and 

a rever 	primer 15 to 40 nucleotides in length comprising a nucleic acid 

sequence th. specifically hybridizes to any one of the nucleic acid sequences set forth 

30 as SEQ I 	NOs: 1-636 or its complement, wherein the set of primers is capable of 

directi 	the amplification of the nucleic acid. 

38. A set of primer pairs for the amplification of a gene expression 

:ignature for colon cancer nucleic acid, comprising at least 2 primer pairs suitable for 
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use in amplification of any one of the nucleic acid sequences set forth as SEQ ID 

NOs: 1-636. 

39. The set of primer pairs of claim 38, wherein the set of primer •airs 

5 comprises primer pairs suitable for use in amplification of a subset of nuc e c acid 

sequences set forth as SEQ ID NOs: 1-636 wherein the subset comprise at least 1%, 

5%, 10%, 25%, 50%, 75% or 95% of the nucleic acid sequences set •rth as SEQ ID 

NOs: 1-636. 

10 40. A method for preparing a gene expression pro le indicative of colon 

cancer prognosis, comprising: 

detecting the expression level of less than 1000 transcripts in a sample 

comprising RNA isolated from a colon cancer specim n, wherein at least 50 

transcripts listed in Table 6 are detected. 

15 

41. The method of claim 40, where 	from 400 to 800 transcript 

expression levels are detected. 

42. The method of claim 40 or 41, wherein from 500 to 700 transcript 

20 expression levels are detected. 

43. The method of a y one of claims 40-42, wherein at least 100 

transcripts from Table 6 are 	etected. 

25 44. The met od of any one of claims 40-43, wherein at least 200 

transcripts from Tabl- 6 are detected. 

45. T: e method of any one of claims 40-44, wherein at least 300 

transcripts fro 	Table 6 are detected. 

30 

40. 	The method of any one of claims 40-45, wherein at least 400 

transcr pts from Table 6 are detected. 

47. 	The method of any one of claims 40-46, wherein at least 500 
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transcripts from Table 6 are detected. 

48. The method of any one of claims 40-47, wherein at least 600 

transcripts from Table 6 are detected. 

5 

49. The method of any one of claims 40-48, wherein all t .nscripts listed 

in Table 6 are detected. 

50. The method of any one of claim 40-49, whe ei the transcripts listed in 

10 Table 6 comprise the transcripts listed in Table 1. 

51. The method of any one of claims 40-50 wherein the colon cancer 

specimen is a formalin fixed paraffin-embedded tiss e sample. 

15 52. The method of any one of claim 40-51, further comprising, scoring 

the expression level of the transcripts listed i 	Table 6, or a decision score derived 

therefrom, against corresponding levels or cores for high risk and low risk patient 

populations. 

20 53. The method of clai 	52, further comprising, selecting adjuvant 

chemotherapy where the patient is deteiuiined to be in the high risk group. 

54. A method for •rognosing colon cancer, comprising: 

preparing a gene e pression profile for a colon cancer specimen comprising 

25 isolated RNA; 

and classifyin 	the specimen based the expression levels of at least 50 

transcripts listed in 	able 6, or a decision score derived therefrom, in a low risk or 

high risk group. 

30 55. The method of claim 54, wherein the level of less than 1000 transcripts 

are dete•' ed in the gene expression profile. 

56. The method of claim 54 or 55, wherein the level of less than 800 

nscripts are detected in the gene expression profile. 
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57. The method of any one of claims 54-56, wherein the level of less th fi 

700 transcripts are detected in the gene expression profile. 

5 58. The method of any one of claims 54-57, wherein the specim 	is 

classified based on the expression level of at least 100 transcripts from T. •le 6. 

59. The method of any one of claims 54-58, wherein the • secimen is 

classified based on the expression level of at least 200 transcripts , om Table 6. 

10 

60. The method of any one of claims 54-59, when n the specimen is 

classified based on the expression level of at least 300 transcripts from Table 6. 

61. The method of any one of claims 54-61, wherein the specimen is 

15 classified based on the expression level of at least 410 transcripts from Table 6. 

62. The method of any one of clai 	54-61, wherein the specimen is 

classified based on the expression level of a 	east 500 transcripts from Table 6. 

20 63. The method of any one t f claims 54-62, wherein the specimen is 

classified based on the expression le el of at least 600 transcripts from Table 6. 

64. The method of ae 	one of claims 54-63, wherein the expression level 

of all transcripts listed in Tab e 6 are used to classify the specimen. 

25 

65. The method of any one of claims 54-64, wherein the transcripts listed 

in Table 6 comprise t - transcripts listed in Table 1. 

66. T 	method of any one of claims 54-65, wherein the colon cancer 

30 specimen is a formalin fixed paraffin-embedded tissue sample. 

67 	The method of any one of claims 54-66, further comprising, selecting 

adjuva 	chemotherapy where the patient is determined to be in the high risk group. 

92 


