
Bioinformatics Syllabus 

Course Description: 

BINF 701/702 is the bioinformatics core course developed at the KU Center for 
Bioinformatics. The course is designed to introduce the most important and 
basic concepts, methods, and tools used in Bioinformatics. Topics include (but 
not limited to) bioinformatics databases, sequence and structure alignment, 
protein structure prediction, protein folding, protein-protein interaction, Monte 
Carlo simulation, and molecular dynamics. Emphasis will be put on the 
understanding and utilization of these concepts and algorithms. The objective is 
to help the students to reach rapidly the frontier of bioinformatics and be able to 
use the bioinformatics tools to solve the problems on their own research.  

Instructors: 

• Wonpil Im, Email: wonpil@ku.edu, Phone: 785-864-1993 
• Ilya Vakser, Email: vakser@ku.edu, Phone: 785-864-1057 
• Yang Zhang, Email: yzhang@ku.edu, Phone: 785-864-1948 

Schedule: 

2:00-2:50pm, MTWTF 

Homework & Exams: 

There will be several homework assignments that will constitute 50% of your 
grade. The final examination constitutes another 50% of your grade. 

Student evaluation and grades: 

 The grading scale will be: 
 A = 90-100% 
 B = 80-89 
 C = 70-79 
 D = 60-69 
 F = below 60 
 

Textbook: 

A textbook is not required for this course. Assigned materials will either be 
handed out to the class or posted on the blackboard website. 

 



Course policies: 
 

Attendance and class participation are expected. Repeated absences without 
approval or valid justification will result in the reduction of the grade for the 
course. 
 
Late assignments will be docked 10% for being late, and an additional 10% for 
each additional day they are late. 
 
Cheating and Plagiarism will be considered academic misconduct and therefore 
subject to the University Senate Rules and Regulations Section 2.6.1-7. Briefly, if 
a student represents someone else’s work for their own (either by cheating or 
plagiarism) in any classroom examination or assignment without making the 
proper acknowledgement of that work, it will be deemed academic misconduct. 
All work, either in class or on an assignment, is expected to be your own work. 
Homework: the penalty for the first offense will be a reduction in grade to a zero 
(F) for that specific work. The penalty for a second offense will be a reduction in 
grade assignment to F for the course. Exams: the penalty for the first offense will 
be a reduction in grade to F for the course. For more information on academic 
misconduct, please see  
 
http://www.clas.ku.edu/faculty/policies/misconduct.pdf. 
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