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describe_table Describe a table’s metadata, citation, and columns
Description

Describe a table’s metadata, citation, and columns

Usage

describe_table(name)

Arguments

name Table identifier (e.g., "ukb_ppp.pqtls")

Value

A named list with name, description, citation, source_url, license, and columns.

Examples

## Not run:

library(bedrockbio)

info <- describe_table("ukb_ppp.pqgtls")
info$name

## End(Not run)

list_tables List available tables in the Bedrock Bio library

Description

List available tables in the Bedrock Bio library

Usage

list_tables()



load_table

Value

A character vector of table identifiers

Examples

## Not run:
library(bedrockbio)
list_tables()

## End(Not run)

load_table Lazily query a table

Description

Lazily query a table

Usage

load_table(name, ...)

Arguments

name Table identifier (e.g., "ukb_ppp.pqtls")
Required partition filters (e.g., ancestry = "EUR", protein_id = "AOFGRS8")

Value

A lazy tbl backed by DuckDB, compatible with dplyr verbs.

Examples

## Not run:
library(bedrockbio)
library(dplyr)

df <- load_table(
"dbsnp.vcf"”,
assembly = "GRCh38",
chromosome = "22"
) 1>
select(rsid, position, ref_allele, alt_allele) |>
head(5) |>
collect()

## End(Not run)
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