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                Open Source Biology & Genetics Interest Group

            Open source scripts, reports, and preprints for in vitro biology, genetics, bioinformatics, crispr, and other biotech applications.
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Data Reading read_csv(“/filename”, skip = value)Reads default csv’s and skips the value number of rows. Library(readr) read_tsv(“/filename”, skip = value)Reads default tab seperated sheets and skips value number of rows. Library(readr) read_delim(“/filename”,delim = “delimiter”, col_names = FALSE)General reading function, specifying the delimiter, saying we have no column names to assign here. Library(readr) url <- “https:// put url here“read_*(url) Reads tabular data directly from a URL. Url usually a raw gitHub file. Library(readr) read_excel(“/filename”, skip = value)Reads values from an excel sheet. Library(readxl) Connecting to an SQL DatabaseLibrary(DBI)Variable <- dbConnect(RSQLite::SQLite(), “data/filename”)newVar <- tbl(variable, dbListTables(Variable))storedVar <- Collect(newVar) Connects to a SQLite Repos. Findable in Chapter 2 with “SQL Syntax”. Here we are loading DBI library, creating varriable for the connection to SQL database, then creating a tibble object out of the connection. We may now use dplyr commands on the tibble object for data wrangling. Lastly, if we want to use all functions, we must collect the file into our local machine Connecting to a PostGreSQL Database







Read more here: Source link 
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      Join us at CRISPR workshops in Koper, Slovenia in 2024. Erasmus+ funds available!
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