Note on file Neurochip_report.out.gz
Last updated: 9/5/07
Snp reported:

All SNPs on or near genes based on NCBI reference assembly in build 128 dbSNP are reported in the file Neurochip_report.out.gz. (near gene will be indicated in best_function field).
There are a total of 4726235 rows in the file with unique snp count as 4553658.  SNPs may appear in multiple rows due to several reasons: 
a) one snp is associated with more than one gene. ex. rs4988451 

b) one snp has different value in nom_neuroarray from  “Neurochip_candidate_081907.csv” excel sheet.  Ex. rs2292974
Report file format:

Return columns are separated by “,”. The following is the list of columns returned:

chr             nvarchar(255) NULL,     --chromosome (mapping data is reference only)

chr_pos         int NULL,               --chromosome position, 0-based?

chr_orient      int NULL,               --chromosome orientation 0=forward, 1=reverse
snp_id          int NOT NULL,           --dbSNP rs#

on_nida_list    int NULL,  --1 if SNP is present on Andrew's list of target SNPs, 0 not.

gene_id         int NULL,               --Entrez Gene ID

gene_symb       nvarchar(255) NULL,     --Entrez Gene symbol

best-function   varchar(16) NULL,       --snp function class abbreviation for gene ID

double-hit      int NULL,  --1 if minor allele seen twice in double hit list.

on_affy_1M      int NULL,  --1 if snp is on gwas-scale genotyping chips: 1M, 500K, 650Y

on_affy_500K    int NULL,  --vendor snp IDs used instead of “1” for chip-specific IDs
on_ilmn_1M      int NULL,

on_ilmn_650Y    int NULL,

on_ilmn_500K    int NULL,

on_prlgn_500K   int NULL,

nom_mergesub    int NULL,          --1 if nominated from merged submission list, 0 not.

nom_neuroarray  int NULL,               --1 if nominated from neuroarray SNP list

nom_pharmaco6   int NULL,               --1 if nominated from pharmaco6 list

nom_pharmaco7   int NULL,               --1 if nominated from pharmaco7 list
ceu_maf         decimal(4,3)  NULL,     --HapMap CEU CEPH minor allele frequency

yri_maf         decimal(4,3) NULL,      --HapMap Yoruban minor allele frequency

jpt_maf         decimal(4,3) NULL,      --HapMap Japanese minor allele frequency (JPT)
hcb_maf         decimal(4,3) NULL,      --HapMap Han Chinese minor allele frequency (HCB)
ceu_hwe         decimal(4,3) NULL,      --CEU hardy wineburg pvalue

yri-hwe         decimal(4,3) NULL,      --YRI hardy wineberg pvalue

jpt-hwe         decimal(4,3) NULL,      --JPT hardy wineberg pvalue

hcb-hwe         decimal(4,3) NULL,      --HCB hardy wineberg pvalue

ceu_chisq       decimal(6,3) NULL,      --CEU hwe chi-square test statistic

yri_chisq       decimal(6,3) NULL,      --YRI hwe chi-square test statistic

jpt_chisq       decimal(6,3) NULL       --JPT hwe chi-square test statistic

hcb_chisq       decimal(6,3) NULL       --HCB hwe chi-square test statistic

Setting values for columns nom_pharmaco6 and nom_pharmaco7: 
The source data are gene level input from excel sheet "Candidate Genes ass w SNPs". So all rs on a gene share the same values for these two columns.

Genes:

There are a total of 467 genes in excel tab "Candidate Genes ass w SNPs". 
Note: the following 27 genes have no matching names in dbSNP:

Manual checking shows examples are not an official gene name:

1. AGC1

2. CART

3. CART1

4. CD49B

5. DELGEF

6. FLJ46247

7. FMO6:Official Symbol FMO6P and  Name: flavin containing monooxygenase 6 pseudogene [Homo sapiens] Other Aliases: RP1-127D3.2, FLJ27001, FMO6

8. GPR51

9. HTR3

10. KIAA0367

11. KIAA1970

12. LICAM

13. LOC400751

14. LOC642443

15. LOC642900

16. LOC645445

17. LOC646345

18. LOC646888

19. LOC647125

20. LOC647287

21. LRRN6C

22. PDZK3:Official Symbol PDZD2 and  Name: PDZ domain containing 2 [Homo sapiens] Other Aliases: AIPC, KIAA0300, PAPIN, PDZK3, PIN1

23. PIP5K2A

24. T2R55

25. TNFA

26. UNQ739

27. XIAP
SNPs not associated with Genes:
There are a total of 1206 snp in this excel sheet among which 758 has rs numbers. The remaining 448 only has “annotation description”.  
Out of these 448 snp with only “annotation”, there are 52 snp matches to AFFY submission using the substring “SNP_A”. For example, COGA_n/a_HIND_SNP_A-1647793 finds a match of snp “SNP_A-1647793” as ss 65990817 which belongs to rs41471347.
The rest of the snp with only “annotation” field do not have match in dbSNP.  dbSNP is still loading AFFY 100K chip definitions, after that is finished, we will search for these local IDs again.
Snp with multiple values in Andrew’s list in excel sheet 
1. There are a total of 25769 rows in excel sheet “Neurochip_Candidates_081907” representing 26165 unique rs.  
2. 406 rs have 2 or more gene symbols.  For ex. rs6277 has two gene names: ANKK1;DRD2
3. 354 snp have conflict values in “nom_neuro”. For ex. rs1948:
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