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Mutations in Four Subjects’ Protein Sequences 
Were Analyzed to Determine Structural Differences

● Subjects 4, 9, 11, and 14

○ Exist in different progressor groups

● Clones collected from Visit 1 and Visit 4

○ Compare extent of change in structure over time

● Predict that changes between hydrophillic and hydrophibic 
amino acids will most affect function



Subjects have Identical dS/dN values in different 
progressor groups



Proportionally More Amino Acids Mutated Over Time 
Than Nucleic Acids



Variability Among Amino Acid Substitutions Was Measured 
According to Differences in Amino Acids per Position 

● Single variability: 1 amino acid among all clones, but different 
from reference sequence

● Low Variability: 2 different amino acids present at each 
position among clones

● High Variability: More than 2 different amino acids present at 
each position among clones



Subject 4 Indicated Single and Low Variability

● Single variability at 11 positions
○ Positions 275, 283, 289, 301, 305, 308, 339, 343, 346, 358, 361

● Low variability at 14 positions
○ Positions 290, 299, 300, 302, 311, 313, 314, 321, 322, 324, 333, 

335, 337, 345
■ 321 is a technicality as some clone sequences did not have 

an amino acid for that position
● High variability at 6 positions

○ 304, 306, 320, 327, 334, 353
■ 320 is a technicality as some clone sequences did not have 

an amino acid for that position



More Analysis Required For Results

● Variability among subjects 9, 11, and 14 

● Implications of low vs. high variability on structure/ function of 
gp120 protein at V3 region


