	Name
	 MW (kDa)
	pI
	Oligomer state

	A
	14
	5.5
	dimer

	B
	19
	6.0
	monomer

	C
	24
	8.0
	monomer

	D
	29
	5.2
	monomer

	E
	29
	9.5
	dimer

	F
	35
	4.3
	monomer

	G
	47
	6.5
	tetramer

	H
	47
	7.5
	dimer

	
	
	
	


[image: image2.emf] Oligomer state is redundant information here since SDSPAGE means that the subunits will appear in the gel and NOT the intact protein.
_____________________________________________________________________________________

Hb 0.16 gm/ml x 7000ml = 1120gm

Hb 1120/64000 = 0.0175 moles
1 mole Hb – 4 atoms Fe 

so, 0.0175 x 4 moles of Fe means 0.0174 x 4 x 56 gm/mole = 3.92 gms Fe. 

_____________________________________________________________________________________
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[image: image1.png]4.(5 points) In general, native proteins are in equilibrium with denatured forms
concentration data for the two forms were
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This is competitive inhibition since VMAX is not affected (both curves have the same y intercept).

Vmax is given by 1/y intercept. Or 1/0.1 = 10 nmol/sec.

The x-axis gives 1/Km: Intercept is about -0.3, giving a Km of 3.3 uM

The slope of the line is Km/Vmax: slope=0.3/1. Therefore Km=3 uM

 Given that the inhibitor concentration was 5M, what is the dissociation constant (KI) for the inhibitor?

Km observed in the presence of the inhibitor is Km, you need to find the Km in the presence of the inhibitor. From the x intercept or the slope. Since the ratio of the two slopes (with and without inhibitor) is . The ratio of the slopes is 2. Since =1+([I]/KI), the inhibitor concentration is equal to the KI, or 5 uM in this case.
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 A small protein has a sequence ACNCKAPMLCARYCALH. It is known that two disulfide bonds stabilize the structure of this protein, but their exact location is unknown. In order to determine their location, you treated the protein with trypsin. Trypsin cleavage gave two peptides. Determine the position of the disulfide bonds.

Case II will give 2 peptides with Trypsin cleavage
