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Theoretical genetic database search to identify gene disrupted by Ty element

(available as a Word document on MBIO 4610 website, save and open to enter required information).
Group #: 

Individual or Group Report:

Individual or Group Name(s) (include last names):



1. Saccharomyces Genome Database (SGD) BLASTN for protein encoding genes.

Systematic Name (MIPS): ___________

Standard Name:___________

Systematic Name (Accession Number) NCBI: ___________

Chromosome number and bp coordinates____________ 

	Score (bits)
	Expect
	Probability
	Identites

	
	
	
	


Molecular Function:

Cellular Component:

Protein length (aa):

MW (Da):

Insert jpg figure of domains. (right click figure including domains, copy and paste into assignment word document HERE. Resize jpg file to fit ≤ ¼ of page – marks subtracted if this is not done. SEQ CHAPTER \h \r 1
Does your protein have predicted transmembrane domain(s) (answer yes or no): ________

Does your protein have any unique domains in the SGD protein database (answer yes or no):______

2. BlastP Search:

For the second alignment (the first is your protein) record:

Systematic Name: _____________

Standard Name: ______________ 

Negative P (assume same as E) exponent and graphical representation color: ___________________

Is this second alignment a potential homolog (answer yes or no): _____________

3. Human Genome BLASTP:


Is there a significant similar protein found in the human genome (answer Yes or No): __________
(must use NCBI accession number to search human genome)
Footnotes: MIPS systematic name (accession number) used by SGD. NCBI, National Centre for Biotechnology Information. HMM, hidden Markov model.


