Notes on proteomics findings 12/11/20
· [bookmark: _Hlk58603440]drpsU1 does not have significantly less bS21-1 protein…but it is 2-fold higher in drpsU2 and 3-fold less in drpsU3 (?)
· drpsU2 has 8-fold less bS21-2 than wild type
· rpsu3 is not listed for any strain?
· pdpB is 1.88 fold less abundant in drpsU2 and in Tn7::rpsu1 (confirms Westerns)
· pdpA is 1.98 fold less abundant in drpsU2 1.82-fold in Tn7::rpsU1. It was 1.42-fold MORE abundant in Tn7::rpsU2 (this confirms what we saw in Westerns)
· bS21-2 in the isogenic strains: 7-fold less in Tn7::rpsU1, not difference in 2, 7.5-fold less in rpsU3
· bS21-1 in isogenic strains: 3-fold more in Tn7::rpsU1, 3.5-fold less in Tn7::rpsu2, 4-fold more in Tn7::rpsU3 (doesn’t make any sense…)
Thoughts: perhaps the program is not distinguishing between bS21-1 and bS2103. To test this, I looked at the peptide sequence used to classify bS21-1 in the original scaffold file. One of the two peptides they used for quantifying bS21-1 had the same sequence as bS21-3. The other peptide is the same sequence but with four extra amino acids. We might need to meet with the proteomics folks to discuss this problem.


