ReaderTT.config = {"pagecount":41,"title":"","author":"","subject":"","keywords":"","creator":"Acrobat PDFMaker 10.1 for Word","producer":"Adobe PDF Library 10.0","creationdate":"D:20170515135820+10'00'","moddate":"D:20170515135855+10'00'","trapped":"","fileName":"document.pdf","bounds":[[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210],[935,1210]],"bookmarks":[{"title":"Descriptions of Participating Replication Studies","page":1,"zoom":"XYZ 106 1058 0","children":[{"title":"Generation Scotland:Scotland Family Health Study","page":1,"zoom":"XYZ 106 1003 0"},{"title":"Genetics of Recurrent Early-Onset Depression Phase II","page":1,"zoom":"XYZ 106 473 0"},{"title":"Depression Genes and Networks","page":2,"zoom":"XYZ 106 464 0"},{"title":"Harvard i2b2","page":3,"zoom":"XYZ 106 773 0"},{"title":"Janssen","page":4,"zoom":"XYZ 106 1083 0"},{"title":"QIMR COEX (MDD2000)","page":4,"zoom":"XYZ 106 417 0"},{"title":"RADIANT Studies (US, Irish, and Danish cases)","page":5,"zoom":"XYZ 106 734 0"},{"title":"SHIP-LEGEND","page":6,"zoom":"XYZ 106 579 0"},{"title":"SHIP-TREND","page":7,"zoom":"XYZ 106 734 0"}]},{"title":"Supplemental Figures","page":8,"zoom":"XYZ 106 1083 0","children":[{"title":"Supplemental Figure S1. Distributions of Trans-ancestry Genetic Correlation. Genetic correlation (⍴g) between CONVERGE and N=0 random PGC subsets was calculated using POPCORN. Polygon widths are proportional to the number of replicates with a given v...","page":8,"zoom":"XYZ 106 1054 0"},{"title":"Supplemental Figure S2. Distributions of Within-Ancestry Genetic Correlations. Genetic correlations (⍴g) between random split-halves of CONVERGE (N=30) or the PGC data (N=30) were obtained using POPCORN. Polygon widths are proportional to the number o...","page":9,"zoom":"XYZ 106 1083 0"},{"title":"Supplemental Figure S3. Manhattan plots for trans-ancestry meta-analyses of Lifetime MDD, females-only MDD, and recurrent MDD. Red and blue lines indciate thresholds for genome-wide significance (log10BF>7) and replication follow-up (log10BF>5). For r...","page":10,"zoom":"XYZ 106 1083 0"},{"title":"Supplemental Figure S4. Regional Association and Forest Plots for Lifetime MDD. (upper) Regional association plot created using LocusZoom (12). LD of each SNP with the \u201cindex\u201d SNP, displayed as a large purple diamond, is indicated by its color. (lower...","page":11,"zoom":"XYZ 106 1043 0"},{"title":"Supplemental Figure S5. Regional Association and Forest Plots for Females-only MDD. Panels and abbreviations are as described for Supplemental Figure 4.","page":21,"zoom":"XYZ 106 1083 0"},{"title":"Supplemental Figure S6. Regional Association and Forest Plots for Recurrent MDD. Panels and abbreviations are as described for Supplemental Figures 4.","page":28,"zoom":"XYZ 106 1083 0"}]},{"title":"Supplemental Tables","page":35,"zoom":"XYZ 106 1083 0","children":[{"title":"Supplemental Table S1. Variance in disease risk explained by PRS. For PGC- and CONVERGE-trained polygenic scores based on varying P-value thresholds (PT), estimates of variance explained, in terms of Nagelkerke's pseudo-R-squared, are displayed.","page":35,"zoom":"XYZ 106 1054 0"},{"title":"Supplemental Table S2. Significance of association between PRS and affection status. For PGC- and CONVERGE-trained polygenic scores based on varying P-value thresholds (PT), significance estimates (i.e., P-values) as assessed by logistic regression ar...","page":35,"zoom":"XYZ 106 722 0"},{"title":"*indicates a significant comparison after Bonferroni correction for 27 tests.","page":35,"zoom":"XYZ 106 381 0"},{"title":"Supplemental Table S4. Binomial Sign Test. For varying P-value thresholds (PT), the number of SNPs, fraction of these with consistent direction of effect, and significance of a one-sided binomial test (Pbinom).","page":36,"zoom":"XYZ 106 985 0"},{"title":"*indicates a significant comparison after Bonferroni correction for 27 tests.","page":36,"zoom":"XYZ 106 287 0"},{"title":"Supplemental Table S5. Trans-ancestry meta-analysis results for lifetime MDD. For each SNP, Polymorphism gives the chromosome, genomic coordinates (GRCh37), and alleles; effects are with respect to the first listed allele, and overall significance is ...","page":37,"zoom":"XYZ 106 1083 0"},{"title":"Supplemental Table S6. Trans-ancestry meta-analysis results for females-only MDD. Column headings are as described for Supplemental Table 5.","page":37,"zoom":"XYZ 106 519 0"},{"title":"Supplemental Table S7. Trans-ancestry meta-analysis results for recurrent MDD. Column headings are as described for Supplemental Table 5.","page":38,"zoom":"XYZ 106 1040 0"},{"title":"Supplemental Table S8. Gene-set Enrichment Analysis with DEPICT. For gene-sets with local FDR q-values less than 0.2, the P-value, q-value bin, and top 10 ranking genes (Z-score) are displayed.","page":38,"zoom":"XYZ 106 609 0"}]},{"title":"References","page":39,"zoom":"XYZ 106 554 0"}],"thumbnailType":"jpg","pageType":"html","pageLabels":[]};
