Assignment 3 Marking Check List (5 marks)
Due Thursday, Sept 9 by 11:59pm
This is the marking checklist for assignment three. Your tutor will grade your assignment according to the checklist here. Assignment three has several parts as per the assignment specification. The Marks of S, U, and N stand for Satisfactory, Unsatisfactory, and Not attempted. The tutor will check the square indicating your success at that section. You will receive marks for each section followed by generic deductions for poor programming style, compilation, and/or incorrect output.
A. I/O traps (0 marks)

	Mark Criteria
	Mark
	Comment

	Trap invalid file names that fail to open files  (0 marks)
	
	

	Error messages printed to stderr  (0 marks)
	
	

	Continually ask for a new file name if filename fails to open  (0 marks)
	
	


B. Dynamic memory in Corganism.cpp (1 mark)

	Mark Criteria
	Mark
	Comment

	DTOR deletes dynamically allocated protein table (1/4 mark)
	
	

	DTOR checks to see if DTOR is not pointing to NULL before deleting  (1/4 mark)
	
	

	Corganism class has a method (or section of code) that explicitly deletes (frees) ptt pointer if a second (another) organism is requested (1/4 mark)
	
	

	Corganism class traps failure on calls to allocate memory (new), either by new(nothrow) or with an exception; [NOTE to graders: new does not automatically return NULL so search code for valid trap] (1/4 mark)
	
	


C. Runtime testing (4 marks)

	Mark Criteria
	Mark
	Comment

	Input1 

(see sample output1)

Output messages confirming the successful loading of the .ptt and .fna files

(1/4 mark)
	
	

	Motif and location printed

Motif: CCCGCACCTGACAGTGC FOUND at 281bp
Correct bp of 281 (1/2 mark)

(off by one bp 1/4 mark)
Correct Upstream gene name and pid printed
Upstream:   thrL
   (PID=1786182)
(1/2 mark)

Correct Downstream gene name and pid printed
Downstream: thrA 
   (PID=1786183)
(1/2 mark)
	
	

	Program cleanly finishes to user prompts of “no more motifs” (n) and no more organisms (n). 

(1/4 mark)
	
	

	
	
	

	Input2 

(see sample output2)

Correct location of 70bp (1/4 mark)

Motif: CTTCTGAACTGGT FOUND at 70bp 
Correct message indication no upstream gene (1/2 mark)

Upstream:   START OF GENOME (no upstream gene).

Correct downstream gene

 (1/4 mark) 
Downstream: thrL (PID=1786182)
	
	

	Program correctly handles user input (‘y’) to search another motif (1/4 mark)
	
	

	Next motif correct found within a gene (1/4 mark)

Motif: ATTACCACCACCAT FOUND at 211bp 

INSIDE gene: thrL (PID=1786182)
	
	

	Next motif found and correctly identified as having no downstream gene (1/4 mark)

Motif: TAAACCGTACCGGGAAAAT FOUND at 27912bp  Upstream:   thrA (PID=1786183)

Downstream:  END OF GENOME (no downstream gene).
	
	

	Program correctly reports that the motif FOOBAR is not found.

(1/4 mark)
	
	


D. Generic Deductions 

	Mark Criteria
	Mark
	Comment

	Poor programming style, e.g., lack of indentation, poor identifier names, no internal comments (1/4 mark each but no more than 1/2 marks deducted in all) 
	
	

	Poor modularity, e.g., class methods are not collected in an organized fashion in the appropriate files (1/4 mark)
	
	

	There should be no global variables or data structures used (1/4 mark)
	
	

	There should be no magic numbers appear in code (e.g., constants are not used when declaring arrays)

(1/4 mark)
	
	

	Other poor programming practice (1/4 mark to be deducted for each practice but no more than 1/2 mark in all); [marker to explain in code]
	
	


E. Final Mark Calculations

	Mark Criteria
	Mark
	Comment

	The final mark is computed by taking the total marks for section A, B, and C and subtracting generic deductions from D giving the final mark. 
	
	

	If the program does not compile, this section (E) becomes zero(0).
	
	

	FINAL MARK

= (A+B+C) - D
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