Key to data contained in “HPRT-data_v12.xls”

This spreadsheet was prepared to assist with analyses of HPRT mutation data, as described in Colgin LM, et al, Proc. Nat. Acad. Soc., 99(2003) 1437-1442.  This reference is shortened to “Colgin et al” for the remainder of this document. 

Column headings are as follows: 
Data set: entries 1-4

Data subset: entries A-J

Data set 1 is summarized in Table 4 of Colgin et al in the columns labeled “Kidney Epithelium”.   This data was collected by our lab, and contains two subsets: subset A was the data from Colgin LM, et al., Proc. Nat. Acad. Soc., 99(2003)  1437-1442;  subset B was either published in  Martin GM, Ogburn CJE et al, Hum. Mol . Genet  5, 215-221 or Colgin LM, PhD thesis (1997), Univ. of Washington.

Data set 2 is summarized in Table 4 of Colgin et al in the columns labeled “T-lymphocyte set 1”. It contains three subsets: subsets C and I were compiled from  Podlutsky A, Österholm A-M, et al, Carcinogenesis 19 (1998) 557-566; subsets D and H were compiled from Podlutsky A, Hou S-M, et al,  Mutat Res 431 (1999) 325-339; subsets E and G were compiled from Hackman P, Hou S-M, et al, Mut Res 468 (2000) 45-61.
Data set 3 is summarized in Table 4 of Colgin et al in the columns labeled “T-lymphocyte set 2”.  It contains two subsets: subset F was compiled from Burkhart-Schultz KJ, Thompson Cl, Jones IM, Carcinogenesis 17 (1996) 1871-1883; subset J was compiled from Burkhart-Schultz KJ, Jones IM,
 Environ Mol Mutagen 30 (1997) 371-384.  

Data set 4 is summarized in Table 4 of Colgin et al in the columns labeled “LN germ line” and “HRH germ line”.  It contains two subsets: subset K and L were compiled from Jinnah HA, De Gregorio L et al, Mutat Res 463 (2000) 309-326.
Source: entry denotes the authors of the source material, as described above. 

Reference: entry denotes the publication in which the data was published, as described above. 

Mutant: entry denotes the designation of the cell line or patient identifier.  “x” denotes that no designation was made in the source material.

Note: entry denotes a relevant description or other note concerning the mutation.  The format and scope of the entry varies depending on the source material.  “x” denotes that no description was provided.

Position 1: entry lists the cDNA location (by default) (Genbank: BT019350; original reference NM_000194) or gDNA location (NCBI reference NG_012329) of the mutation (for single-base mutations) or the beginning of the region affected by the mutation (for multiple-base mutations).  
Position 2: entry lists the cDNA location (by default) or gDNA location of the end of the region affected by the mutation (for multiple-base mutations). “x” denotes that no designation was needed.

Type: entry denotes the mutation classification or type: 
B = base substitution 

C = complex

D1 = deletion of a single basepair

D2 = deletion of more than one basepair

E = exon loss 

I1 = insertion of a single basepair

I2 = insertion of more than one basepair

N = none

Change: entry indicates what mutation has occurred, either by denoting the specific event (“G>C” for guanine to cytosine, “ins A” for adenine insertion) or the more general description (“del 25 bp” for a 25 basepair deletion). “x” denotes either no mutation or a mutation where the DNA lesion has not been fully described, such as a mutation resulting in exon loss.    
Effect: entry generally denotes the consequence of the mutation for the peptide sequence: “leu > phe” denotes a change from leucine to phenylalanine, “fs” denotes a frameshift, “e6 del” denotes a deletion of exon 6.  “x” denotes a mutation for which the consequence was not listed in the source.
Age: entry denotes kidney donor age in years at the time of organ donation (Monnat Lab material only).  “x” denotes that patient age was not listed in the source. 

Sex: entry indicates kidney donor gender (Monnat Lab material only).  “x” denotes that the patient gender was not listed in the source.

Donor type: entry denotes whether the donor tissue was from normal kidney (designated “N”) or a kidney containing a tumor (designated “T “). “x” denotes that no tumor status  was reported.  
12 columns of base substitutions: These are Boolean entries, with a “0” denoting “no” and a “1” (or any non-zero number) indicating “yes” for the presence of this type of base substitution.  In the case of a different type of mutation, all 12 of these boxes will have an entry of  “0”.
Ins1: a Boolean entry indicating the presence or absence of a single base insertion          
De11: a Boolean entry indicating the presence or absence of a single base deletion

Ins2: a Boolean entry indicating the presence or absence of an insertion of two or more bases         

De12: a Boolean entry indicating the presence or absence of a deletion of two or more bases.

None: A Boolean entry indicating that no mutation was observed.  A “1” indicates that there is no mutation, while a “0” indicates that there is a known mutation in the gene. 
Complex: A Boolean  entry indicating a complex mutation.  A “1” indicates that the mutation is complex, while a “0” indicates that it is another type of mutation. 
For the purposes of analysis, every mutation in the data set is classified as one and only one of the types of mutations, and so only one of the preceding list of Boolean entries will have an entry of “1”.  
I

Tandem: a Boolean entry indicating that the mutation with a “1” entry is immediately adjacent to another mutation
Splice: a Boolean entry where a “1” indicates that the mutation results in an alteration of a splice junction which causes an exon loss

Multiple: a Boolean entry where a “1” indicates that the mutation is one of several observed in the same mutant cell.  Refer to Table 3 of Colgin et al. 

Unique: a Boolean entry where a “1” indicates that the mutation was newly identified at the time Colgin et al was published (2002).  Refer to Fig. 1 of Colgin et al. 

CpG: a Boolean entry where a “1” indicates the mutation is in a CpG dinucleotide sequence.  Refer to Colgin et al. 
