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---
title: "Untitled"
author: "First Last"
date: "xxxx"
output: html_document
---

rmarkdown::render()





## R Markdown

This is an R Markdown document. Markdown is a simple formatting syntax
for authoring HTML, PDF, and MS Word documents. For more details on
using R Markdown see <http://rmarkdown.rstudio.com>.

When you click the **Knit** button a document will be generated that
includes both content as well as the output of any embedded R code
chunks within the document. 

… **Knit**







# Header 1

## Header 2

**bold** __bold__

code



* unordered list  
* item 2  
    + sub-item 1  
    + sub-item 2  

1. ordered list  
2. item 2  
    + sub-item 1  
    + sub-item 2  





echo = FALSE/TRUE

eval = TRUE/FALSE

message = TRUE/FALSE warning = TRUE/FALSE







rmarkdown::render("file.Rmd", output_format = "html_document")

tinytex tinytex::install_tinytex()



render

render



rmarkdown::render("yourfile.Rmd", output_format = 
c("html_document", "pdf_document", "word_document")

output_file





commit

…



clone
pull

add

commit

push



fork branch

push

merge







fork



_posts



clone



Git Environment

git add -A Commit



git commit -m "message"

git push



git pull

…

git add -A

git commit -m "Message"

git push



git status



git remote add origin [paste the clone link here]

git pull origin main

git push -u origin main



github_document



parameters

NFLData <- read_csv("https://www4.stat.ncsu.edu/~online/datasets/scoresFull.csv")
NFLData

## # A tibble: 3,471 x 82
##   week  date  day   season awayTeam     AQ1   AQ2   AQ3   AQ4   AOT  AOT2 AFinal
##   <chr> <chr> <chr>  <dbl> <chr>      <dbl> <dbl> <dbl> <dbl> <dbl> <dbl>  <dbl>
## 1 1     5-Sep Thu     2002 San Franc~     3     0     7     6    -1    -1     16
## 2 1     8-Sep Sun     2002 Minnesota~     3    17     0     3    -1    -1     23
## 3 1     8-Sep Sun     2002 New Orlea~     6     7     7     0     6    -1     26
## 4 1     8-Sep Sun     2002 New York ~     0    17     3    11     6    -1     37
## 5 1     8-Sep Sun     2002 Arizona C~    10     3     3     7    -1    -1     23
## # ... with 3,466 more rows, and 70 more variables: homeTeam <chr>, HQ1 <dbl>,
## #   HQ2 <dbl>, HQ3 <dbl>, HQ4 <dbl>, HOT <dbl>, HOT2 <dbl>, HFinal <dbl>,
## #   stadium <chr>, startTime <time>, toss <chr>, roof <chr>, surface <chr>,
## #   duration <dbl>, attendance <chr>, weather <chr>, vegasLine <chr>, OU <chr>,
## #   AfirstDowns <dbl>, AnetPassYds <dbl>, AtotalYds <dbl>, Aturnovers <dbl>,



title: "NFL Reports"
author: "Justin Post"
output: html_document  
params: 
      team: "Pittsburgh Steelers"

params$team



rmarkdown::render("NFL.Rmd", output_file = "Cleveland Browns.html",
                                    params = list(team = "Cleveland Browns"))



render()

##                output_file                team
## 1 Pittsburgh Steelers.html Pittsburgh Steelers



#get unique teams
teamIDs <- unique(NFLData$awayTeam)
#create filenames
output_file <- paste0(teamIDs, ".html")
#create a list for each team with just the team name parameter
params = lapply(teamIDs, FUN = function(x){list(team = x)})

#put into a data frame 
reports <- tibble(output_file, params)



reports

## # A tibble: 32 x 2
##   output_file              params          
##   <chr>                    <list>          
## 1 San Francisco 49ers.html <named list [1]>
## 2 Minnesota Vikings.html   <named list [1]>
## 3 New Orleans Saints.html  <named list [1]>
## 4 New York Jets.html       <named list [1]>
## 5 Arizona Cardinals.html   <named list [1]>
## # ... with 27 more rows



apply() purrr::pwalk()

library(rmarkdown)
#need to use x[[1]] to get at elements since tibble doesn't simplify
apply(reports, MARGIN = 1,
            FUN = function(x){
                render(input = "files/NFL.Rmd", output_file = x[[1]], params = x[[2]])

})

#or with pwalk (args are .l, .f, and ...)
#.l is a list of lists, .f is function, formula, or vector
pwalk(reports, render, input = "files/NFL.Rmd")



source



iris
Species

species

myIris <- filter(iris, params$species)
summary(myIris)
plot(myIris)

apply() pwalk()



01-intro.Rmd
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pull



pull
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