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Merge PDFs in OS X








I wanted to join a bunch of single page scanned tiffs into a one giant pdf.  It's a chapter from a book (Shssssh!) I used Preview to save them as individual pdf files and then thought, how to merge them?  I saw this hint for OS X 10.5, but it doesn't work for me on 10.6.

Then I came across another link that suggested I use pdftk (pdf toolkit).  It's described here, but I got it using my new MacPorts install.

	port search pdftk
sudo port install pdftk




The usage is

	pdftk file1.pdf file2.pdf cat output outfile.pdf




It worked great.  The only problem is the files were named:  Scan1.pdf, Scan2.pdf, etc. and when sorted the order is Scan1.pdf, Scan10.pdf, etc., so they were out of order in the merge.  I adopted a embarassingly inelegant solution.  I shortened the names and then entered this command:

	pdftk 0.pdf 1.pdf 2.pdf 3.pdf 4.pdf 5.pdf 6.pdf 7.pdf 8.pdf 9.pdf 10.pdf 11.pdf 12.pdf 13.pdf 14.pdf 15.pdf 16.pdf cat output Ch2.1.pdf




Looks great!
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About Me



	

telliott99


	I'm retired, but I used to teach and do research in microbiology and bacterial genetics.  This blog started as a record of my adventures learning bioinformatics and using Python.  As bbum says, it's so "google can organize my head."

The programs here are developed on macOS using Python plus other software as noted.  YMMV.  I've had to turn comments off for the blog, since there is nothing but spam anymore.  The intrepid reader will be able to find me.  Hint:  +"9" and I use gmail.  Please do contact me about missing links, or if you want more info about a topic.  Like a lot of sites many old links are broken due to files having moved around, being renamed, etc.  If a link doesn't work, let me know.
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