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Disulfide-linked peptides; SCX & MALDI-MS.
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Purif. of bovine tracheal antimicrobial peptide (a B-defensin)
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Isoln. of pleurocidin, an antimicrobial peptide from flounder
skin.
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Purif. of a B-1,6-glucanase from Streptomyces sp. EF-14.

MuDPIT and other approaches to proteomics of complex
mixtures.

Proteomics of microsomal proteins via ICAT.

Multiplexed capillaries for fast proteomics throughput.
Proteomics of human plasma; identification of 490 proteins.

Effect of residue substitution on structure of heterodimeric
two-stranded a-helical coils.
Proteomic analysis of human cilia.

Selective ICAT labeling and detection of membrane proteins
without antibodies.

Isoln. of homocysteine thiolactone from acid hydrolyzates of
human plasma proteins.

Isoln. of tryptic fragments of HSA with benzyl penicilloyl-
groups attached.

RPC-SCX purif. of CCK-58.

Isoln. of the disulfide-linked tryptic fragment from NS1
protein from Murray Valley encephalitis virus via RPC-SCX.

Use of a PolySULFOETHYL A cartridge to clean up a
radioactive lys-lys derivative.

Purif. of two peptides from soybean that regulate sucrose
synthase.

Selective isoln. of disulfide-linked peptides from CNBr-
tryptic digest of the complex of pregnancy-associated
plasma protein-A and eosinophil major basic protein.

Proteomics of yeast - number of proteins identified and
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Isoln. of thymic peptides that enhance activity against HIV
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Proteomics of yeast via SCX-RPC: ID of 7537 peptides from
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Isoln. from calf lens protein of a pyridinium deriv. of lysine
(an advanced glycation endproduct).
Same pyridinium deriv. of lysine as S101.

Isoln. of indolicidin with a Trp-Trp crosslink.

Proteome vs. the transcriptome of E. coli; 1,147 proteins
identified.

Evaluation of a capillary RPC monolith in the SCX-RPC
sequence for proteomics.

M. tuberculosis proteome; 2-D electrophoresis vs. ICAT with
SCX-RPC.

Simultaneous isoln. and labelling of Cys-containing
peptides from a tryptic digest via covalent
chromatography with subsequent SCX-RPC fractionation.

Isoln. of elafin, an elastase inhibitor.
Isoln. of xenin from gastric mucosa & effect on pancreas.

Analysis of urinary peptides.

Purif. of enteric p-defensin.

Purif. of peptide spider toxin DW13.3.

Separation of tryptic fragments of thyroglobulin.
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SCX-RPC in potential mass tags for proteomics.

Gastric carcinoma proteomics [NOTE: > 80% of the
peptides eluted from SCX in single fractions]

IEF vs. SCX of tryptic digests [NOTE: Results were similar].

CEC of basic compounds: SCX-HILIC was better than RPC.

Purif. of synthetic analogs of calcitonin gene-related
peptide.

Isoln. of viomycin, an antitubercular.

Cleavable ICAT tag to improve peptide i.d.'s

Proteomics of macromolecular complexes.

Isoln. of rapid alkalinization factor peptides from poplar cell
cultures.

Pressurized CEC: SCX-HILIC & RPC for peptides.

MuDPIT analysis of ubiquitin affinity-extracted proteins.

2-D nanoLC-MS for proteomics.

Nuanced discussion of false positives & factors
affecting successful i.d.'s in SCX-RPC.

Use of an SCX guard cartridge in SCX-RPC of crosslinked
membrane protein digests.

MuDPIT of lung vascular endothelial cells.
Improvements in ICAT quantitation.

Proteomics for biomarkers of rheumatoid arthritis.
Proteomics of low mol. weight mouse serum.

Identification of a human leukocyte presented peptide from
vaccinia virus.

SCX-RPC-MS identification of peptides presented by
diabetogenic MHC molecules.

4214 proteins i.d.'d in a cultured liver cell line infected with
hepatitis C virus, including viral proteins.

iTRAQ reaction mix cleanup on a PolySULFOETHYL A
cartridge.

Cleanup of iTRAQ reaction mixture in proteomics of a kinase
complex in C. albicans .

SCX-RPC to get nitrotyrosine peptides from peroxynitrite-
inactivated IDO.

2-D LC proteomics of M. tuberculosis .

SCX used to purify synthetic mosquito natriuretic peptide
from Arg deletion sequences.

Phosphopeptides from post-synaptic density:
identification via SCX-RPC vs. IMAC-RPC.

ICAT analysis of mouse hepatic proteome; effect of drug-
induced liver disease.

HPLC assay of attack of aminopeptidase P on bradykinin and
its metabolites.

Microfluidic device: 2-D LC provides 2-3x more
sequence coverage than 1-D LC, even with only 8 SCX
fractions collected.

Online multidimensional system: 2-D LC yielded 2x more
protein i.d.'s than did 1-D LC.

Proteomics: Tagging peptides in SCX fractions with Alexa
Fluor 350 (at N-term.) or guanidine (at Lys) increases
protein i.d.'s 30%.

Proteomics: Filtering criteria for peptide i.d.'s tested with
lysates & plasma.

ICAT analysis of proteins from healthy & infected Atlantic
salmon.

iTRAQ & ICAT search for cancer markers from endometrial
tissue.

Proteome of the Antarctic archaeon M. burtonii .
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SCX for capturing peptides without His or Arg after deriv. of
a- and e-amino groups.

RPC-SCX-RPC triphasic capillary for MuDPIT.

2-D LC proteomics of Drosophila melanogaster; 73% of
peptides eluted in single SCX fractions.

Proteomics of membrane proteins from breast cancer cell
lines MCF7 and BT474 with solid-phase mass tagging.

Depletion of abundant proteins from serum increases
the number of proteins identified significantly but
also causes the loss of some proteins of low
abundance.

Comparison of SCX vs. SAX fractionation of peptides for 2-D
LC proteomics.

Proteomics of normal vs. cancerous breast cell lines.

1.D. of 303 N-glycoproteins in plasma: Capture with
hydrazide resin, digestion, & release with PNGAse F,
followed by SCX fractionation.

2-D LCi.d.'d 13 peptides from measles virus presented by B-
cells. Offline SCX was superior to online SCX. Identities of
the 13 peptides were confirmed by running synthetic
versions by SCX.

Proteomics of microbes: Repeating 1-D LC 5-6x yielded
about as many peptide i.d.'s as did 2-D LC [NOTE: SCX
conditions used seem suboptimall.

SCX of tryptic digests online with increasing salt & pH
gradients; correlation of the SCX elution profile with
the number of charged residues and their location in
the peptide.

2-D LC of peptides: Comparison of SCX, SEC, HILIC, and RP
[NOTE: SCX conditions used were suboptimal, leading to
unnecessarily early elution of many peptides and clustering
of most of them].

ICAT of endothelial cells; 96 SCX fractions collected.

Phosphotyrosine signaling networks in squamous cells; SCX-
RPC with cleavable ICAT tags.

tBOC GABA NHS ester used to tag peptides iTRAQ-style;
SCX used to fractionate peptides not retained by IMAC

Nuanced handling of SCX reproducibility issues.
Protein changes correlated with mRNA expression.
SCX-RPC of digest from B cell membranes: 64% overlap in
proteins i.d.'d between replicate runs.

ICATcher for detection of light/heavy peptide pairs
independent of sequence databases.

MuDPIT trap prior to RPC capillary; evaluated with Jurkat T-
cell proteome.

Proteomics of tsetse fly midgut proteins; SCX-RPC
compared with 2-D gels.

Multistep mass tagging & 2D-LC of peptides with breast
cancer cell lines.

Comparison of SCX with immobilized pH gradient
(IPG) IEF of peptides. IPG yielded somewhat more
i.d.'s but took much longer.

Proteomics of renal plasma membrane; top-down vs.
bottom-up methods.

Proteomics of endometrium.

Cleavable ICAT tag for removing biotin prior to MS.
Identification of 32 inflammation-associated proteins in
plasma.

identification of proteins secreted by human neonatal
fibroblasts (@ stem cell maintenance).

Covalent chromatography used to capture cysteinyl
peptides from mammary epithelial cells; 4294
proteins i.d.'d.

Proteomics of Lyme disease spirochete.
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Molecular weight cutoff spin filters: Assessment of retained
proteins via trypsinization & 2D-LC.

Proteomics of B. infantis bacteria.

Proteomics of yeast lysates via 5 alternative approaches.
SDS-PAGE followed by MuDPIT identified 1024 proteins
[NOTE: PolySULFOETHYL A was misidentified as
"PolvHYDROXYETHYL A"1.

iTRAQ of E. coli proteins. Unusually efficient; ~ 60 proteins
i.d.'d per HPLC fraction collected, including one with only ~
20 copies per cell but i.d.'d by 3 peptides.

Comparison of 8 alternative proteomics approaches
with regard to i.d.'s and amount of work involved.

ICAT proteomics of synaptosomes.

Comparison of 5 alternative proteomics analyses of
human serum.

Proteomics of microsomes from lymphoblasts; IL-12 down-
regulation of proteins.

Urine proteome: 2-D LC was superior to 1-DE + 1D-LC
[NOTE: This group identified ~ 50% more proteins using
PolySULFOETHYL A than did a group that used BioBasic SCX
(Ru et al., J. Chromatogr. A, 1111 (2006) 166)].

2D-LC characterization of neuropeptides in rat brain [NOTE:
PolySULFOETHYL A was markedly more hydrophilic
than three other SCX materials with peptides].

SCX-RPC for isoln. of allopeptides from MHC chains.
In-process assay for purity of a recombinant fragment of
botulinum neurotoxin.

Covalent chromatography used to capture cysteinyl
peptides from mouse brain; 7792 proteins i.d.'d
[NOTE: Interesting graph of pI vs. #proteins for
entire mouse proteomel.

Proteomics of membrane proteins from leukemia cells;
comparison of extraction methods.

SCX elution rules in proteomics.

SCX of bradykinin analogs from smooth muscle in kinin
receptor studies.

Affinity tag isolation of crosslinked protein complexes;
application to proteasomes.

Affinity tag isolation of ubiquitinated proteins.
Identification of phosphopeptides from postsynaptic
density digests via SCX-IMAC-RPC. 88 SCX fractions
collected; 998 phosphopeptides i.d.'d.



