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profiling as an effective platform for controlling 
bio‑sample quality and optimizing handling 
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Abstract 

Background:  High quality clinical samples are critical for meaningful interpretation of data obtained in both basic 
and translational medicine. More specifically, optimized pre-analysis handling to bio-sample is crucial for avoiding 
biased analysis in a clinical setting. A universally applicable method for the evaluation of sample quality and pre-anal-
ysis handling is therefore in great demand.

Methods:  The fingerprint pattern of low molecular weight (LMW) peptides in sera is directly associated with sample 
quality and handling process. Previous studies for enrichment/isolation of LMW peptides have shown that LMW 
peptides can be enriched by silica meso-porous material in a sensitive and high-throughput manner. Here, a peptide 
profile approach utilizing mesoporous silica chip-based sample preparation combined with MALDI MS analysis was 
used as a new platform for evaluation of bio-sample quality. Rat sera were selected as model sample and analyzed 
according to their LMW peptide fingerprint spectra.

Results:  This novel method can complete the entire sample preparation procedure in a short period of time 
(<40 min), requires minimum amounts of sample (<10 µL), is of high sensitivity (LOD 10 ng/mL) as well as high 
reproducibility (CV% < 15%). According to the acquired LMW peptide spectra, we were able to distinguish the serum 
samples processed under different conditions (including different storage temperature, time, and freezing/thaw 
cycles) with the help of bioinformatics tools (principle composition analysis and significant difference analysis), and 
identify the samples that had significantly changed due to the inappropriate processing. Based on the percentage of 
significantly changed peaks in LMW peptide mass spectrum after handling, a judgment standard was established that 
can be used to evaluate the status of preservation of a biological sample. In addition, our principle study established 
recommendations for storage time, storage temperature and freeze/thaw conditions.

Conclusion:  Our novel method for analysis of bio-samples allows for effective identification of variations in composi-
tion within samples, and provides a cost-effective tool for simple sample manipulation in a clinical setting.
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Background
Both basic and translational medical researches depend 
on the availability of high quality clinical samples, which 

often have to be processed and analyzed in a high-
throughput manner [1]. A major issue for biomarker 
studies, serum samples often become unstable during the 
collection and storage process, resulting in poor repro-
ducibility. Because of this, few biomarkers proposed 
have actually been translated into the clinical practice 
[2–4]. Serum is a highly dynamic biological sample, and 
contains various degradative enzymes such as proteases. 
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They can be released from activated, dying, or lysed neu-
trophils or mononuclear phagocytes during sample pro-
cess [5]. Inevitably, these enzymes will hydrolyze serum 
proteins and peptides, and as a consequence change the 
proteomic pattern of the sample. In addition, other pro-
cesses such as protein/peptide precipitation, aggregation 
or adsorption can also greatly alter the proteome compo-
sition of serum [1]. These alterations are likely influenced 
by handling conditions, including clotting procedure, 
storage time, storage temperature and freeze/thaw cycles 
and other factors [2]. Thus, evaluation of the changes of 
serum composition and optimization of the sample han-
dling procedure for minimizing the pre-analysis variabil-
ity are of paramount importance for clinical research.

Ideally, every sample collected for clinical research 
should be tested or monitored during the entire pro-
cess of collection, storage, and experimental handling 
to ensure the highest possible sample quality. Consider-
ing the large number of specimens commonly involved 
in clinical tests, the testing methods used should ideally 
be fast, consume little sample volume, compatible with 
high-throughput technology, available for easy manipula-
tion, and cost-effective; besides, the results of the sample 
analysis should reflect the changes that have occurred in 
the sample since collection.

Various methods have been developed and applied to 
assess the quality of clinical sera and to evaluate sampling 
procedures, including enzyme-linked immunosorbent 
assay (ELISA) [6, 7], capillary electrophoresis (CE) [8], 
2-D or 1-D polyacrylamide gel-electrophoresis (PAGE) 
[1, 9, 10], antibody microarray chip [10], aptamer micro-
array array [11], and novel mass spectrometry technolo-
gies such as the surface-enhanced (SELDI-) [12–14] and 
matrix-assisted laser desorption/ionization time of-flight 
(MALDI-TOF) MS [2, 3, 15–19]. However, there remains 
a lack of quality-controlling platforms for large-scale 
analysis of clinical specimen. For instance, ELISA [6, 7] 
and CE [8] only monitor alterations of one or few pro-
teins, and they do not necessarily reflect variations in 
sample composition in a comprehensive manner. Fur-
thermore, PAGE profiling has been to be resistant and 
insensitive to certain changes due to long-term storage 
and freeze/thaw cycling [1, 10, 20]. The extensive appli-
cation of microarray technology for quality control in 
clinical bio-banks is limited by antibodies commercially 
available, as well as by the high costs associated. SELDI- 
and MALDI-TOF MS offer great potential for proteome 
profiling, and have become promising tools for the con-
trol of serum quality and assessment of sample han-
dling artifacts. For MS-based protein profiling of clinical 
samples, commonly used preparation methods are C4/
C18 zip-tip resin [2, 15], C8/C18-derivatized magnetic 
beads [3, 16–19, 21], or anion-exchange chromatography 

purification [12]. However, these methods are labor- 
and time-intensive due to the labor-intensive proce-
dures involved, including repeated centrifugation steps, 
multiple steps of sample transfer, washing and elution, 
and are therefore of limited use in the clinical settings, 
where sample numbers usually reach several hundreds or 
even more. More importantly, highly abundant proteins 
with large molecular weight (>10  kD, i.e. albumins and 
globulins) are often over-represented in samples, which 
in methods without appropriate selection procedures 
results in under-representation of low-weight peptides 
or proteins. Thus, a universal method is still required to 
ensure high sample quality and optimal pre-analysis han-
dling, for instance, appropriate sample preparation and 
applicable to extensive clinical practices.

Selection of an appropriate target is crucial for mean-
ingful monitoring of serum sample quality, as it is dif-
ficult to test every compound in complex bio-fluids. 
Low molecular weight (LMW) peptides are important 
resource for disease biomarkers [22–26]. Meanwhile, 
LMW fraction varies during the sample handling due to 
the appearance of new peptides that are generated from 
the hydrolysis of large proteins [18]. Therefore, LMW 
peptide profiles should be informative about changes in 
sample composition. Here, we aim to develop a novel 
approach that is based on the LMW peptide profile for 
the evaluation of sample quality and handling procedure.

Nano-materials with novel physicochemical properties 
have been widely used in the area of biomedical research. 
Mesoporous silica materials (MPSM) are known to take 
up peptide molecules below certain molecular weights 
with great efficiency, thanks to their ability to sieve mol-
ecules of different sizes. These captured peptides can 
then be eluted conveniently from the mesoporous silica 
[22–28]. In addition, it has also been shown that peptides 
stored in the pores of MPSM exhibit greater stability dur-
ing long-term storage [28]. Therefore, methods based on 
MPSF should provide an ideal platform for the enrich-
ment of LMW peptides in clinical samples. Subsequently, 
these samples can then be analyzed by mass spectrome-
try to profile the LMW peptides, producing a fingerprint 
spectrum, which should offer crucial information about 
the sample composition and its variability.

In this report, we describe the mesoporous-material 
based MALDI MS approach as a novel tool to assess the 
quality of clinical specimens, and also to evaluate the 
handling procedure. We performed a systematic analysis 
of rat serum to investigate the influence of several pre-
analytical factors (including storage temperature, storage 
time and freeze/thaw cycles) on serum LMW peptide. 
We analyzed hundreds of samples using a high-through-
put procedure in a very short time with little sample 
consumption, high sensitivity and good reproducibility. 
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Employing bioinformatics tools such as principle compo-
sition analysis (PCA) and significant difference analysis, 
the alterations of samples handled under different con-
ditions can be effectively recognized, and the extent of 
change of LMW peptide pattern is highly related to han-
dling condition, proving the effectivity of this approach 
as an evaluation tool. Based on this study, we offer some 
simple recommendations to avoid or correct systematic 
bias generated from the sample handling procedure.

Experiments and materials
Chemicals
Trifluoroacetic acid (TFA), acetonitrile (CAN, HPLC 
grade), α-cyano-4-hydroxycinnamic acid (CHCA), syn-
thesized standard peptides (Mw 1338) and the Grace Bio-
Labs reusable CultureWell (TM) gaskets were purchased 
from Sigma-Aldrich (St. Louis, Mo, USA).

Sample preparation with mesoporous silicon wafer
The mesoporous silicon wafer was prepared according to 
previously published methods [22–28]. The type of the 
mesoporous silicon wafer we used was L121 [28], which 
is a silica material that exhibits large porosity (~55%), with 
an average pore size of 5.2  nm. The L121 mesoporous 
silicon wafer could completely exclude proteins over 
29,000  Da such as albumin, and help to significantly 
increase MS sensitivity of peptides below 3500 Da [28].

Serum samples were prepared according to a previ-
ously published procedure [23]. The fresh chips were 
firstly pre-baked overnight in an oven at 120  °C. After-
wards, cultureWell(TM) gaskets were cleaned with 100% 
ethanol and pressed on the chip surface with forceps to 
ensure a complete seal with chip. Then 6  μL of serum 
sample was pipetted into each 3 mm well, and incubated 
for 20  min in a humidified chamber at room tempera-
ture. Then the serum was pipetted up from wells and dis-
card. To wash away the large proteins, 10 μL of deionized 
water (DI water) was pipetted into each well and then 
discard directly. The washing step was repeated 4 times. 
Finally, 6 μL elution buffer (0.1% TFA + 50% ACN) was 
pipetted to each sample well, incubated in a humidified 
chamber at room temperature for 90 s, and pipetted out 
ready to perform MALDI-TOF analysis. The acidic elu-
tion buffer could ionize the captured peptides in silicon 
pores and then efficiently resolved these peptides from 
pores. Meanwhile, the constitution of elution buffer 
(0.1% TFA + 50% ACN + 50% DI water) made it possible 
to directly apply eluted peptide solution on MALDI MS 
target plate [22–28].

Mass spectrometry
Firstly, 1  μL chip-processed sample was spotted on the 
MALDI target plate and air-dried. Then 1  μL matrix 

(α-cyano-4-hydroxycinnamic acid (CHCA), 5  g/L) in 
50% acetonitrile containing 0.1% TFA was spotted on 
the dried sample spot and allowed to co-crystallize. Mass 
spectra were acquired using a SHIMADZU AXIMA Res-
onance MALDI-IT-TOF equipped with a nitrogen laser 
emitting light at 337 nm, with an adjustable mass range 
of 800–4000  Da. The positive ion was detected under 
reflective mode. The spectrums of 500 laser shots were 
typically averaged to produce the final sample spectrum. 
The optimized accelerating voltage used was 50 kV. Data 
acquisition was controlled automatically by Shimadzu 
Biotech Launchpad program to deplete artifact bias.

Rat serum handling procedure
Blood was collected from the eyes: elaborate of grown-up 
rats cultivated normally. All blood samples were main-
tained at room temperature (~25 °C) for 1 h to allow sam-
ple coagulation and then centrifuged at 4 °C for 15 min at 
1400×g. The serum layer was aspirated and collected in 
polypropylene tubes to avoid the fluid in the buffy-coat 
layer. Samples were then aliquoted and stored at different 
storage conditions, except for the samples immediately 
analyzed.

Short‑term storage
Fresh serum aliquots were stored either in an ice bath 
(0–4 °C) or at room temperature (25 °C). Samples stored 
first for 4, 8, 12, 24  h were analyzed at the indicated 
times.

Long‑term storage
Fresh serum aliquots were stored either at room temper-
ature (25  °C), at 4  °C, at −20 °C, at −80 °C, or in liquid 
nitrogen (−190  °C). At the appropriate times, aliquots 
were thawed at 4  °C, and subsequently prepared for 
analysis.

Freeze/thaw cycles
Four different freeze/thaw conditions were tested: 
−190 °C/25 °C, −190 °C/4 °C, −80 °C/25 °C, or −80 °C/4 °C. 
The serum samples were frozen down and kept at the 
indicated temperatures for 2  h, and then thawed at the 
indicated temperatures for 1  h and then immediately 
refrozen. This procedure was repeated for 1–5 times, 
amounting to 20 different freeze/thaw cycle conditions.

Data processing and multivariate statistical analysis
Mass spectrometry data were converted into ASCII 
format on the integrated software of the SHIMDZU 
MALDI-TOF instrument (Shimadzu Biotech Launch-
pad). PCA analysis and significant difference analysis 
were performed on the commercially available program 
MarkerView version 1.2.1 version (AB SCIEX). PCA 
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analysis was conducted using a non-supervised model, 
and for the scaling procedure we used a Pareto method.

Results and discussion
Performance of mesoporous chip as enrichment platform 
of LMW peptides in serum
In order to evaluate the sensitivity of the MS approach 
based on mesoporous chip enrichment, we tested serum 
samples spiked with synthesized standard peptide (Mw 
1338) in different concentrations. As illustrated in Fig. 1, 
a strong signal for the standard peptide at m/z 1339 was 
detected at the concentrations tested. This standard peak 
was resolved from the background even at a concentra-
tion as low as 10 ng/mL. A good linear correlation with 
R2 = 0.996 was obtained in the range of 10–500 ng/mL, 
as shown in Fig.  2. These results confirmed the good 
performances of mesoporous chip-enabled MALDI MS 
approach in the relative quantitative analysis. Repeated 
test of one same serum sample in the different well on the 
mesoporous chip also showed good reproducibility, and 
the CV% of five endogenous m/z peaks from the peptide 
MS pattern respectively are 12.6% (m/z 1561.41), 6.6% 
(m/z 1553.37), 10.6% (m/z 1552.39), 5.8% (m/z 1394.66), 
9.0% (m/z 897.62).

The performance of mesoporous silica chip to elimi-
nate abundant large proteins has been detailed studied 
[22–28]. These works demonstrated that diverse LMW 
peptides (PI 4.0–10.2, molecular weight 800–4000  Da) 
could be stably harvested on the mesoporous silica chip 
[22, 28], and the abundant large proteins were efficiently 
eliminated [22–28]. Therefore, it is possible to apply this 

platform to sensitively acquire LMW peptide MS-pattern 
of bio-samples, and further estimate the variation of the 
different samples according to the MS pattern.

In our experiments, the whole sample preparation pro-
cedure was finished in 40 min in a high-throughput man-
ner, with a very simple manipulation without repeated 
centrifugation, multiple fluid transfer, or column puri-
fication. This procedure significantly reduced the sam-
ple and labor consumption and increased the analysis 
throughput, therefore, should be suitable for the analy-
sis of large number of samples, which should enable this 
method universally applicable in frontline clinical organi-
zations such as hospital and bio-bank.

Impact of long‑term storage condition on sample quality
It has been proven that the storage temperature exerts 
remarkable effects on the composition of bio-specimen 
stored for long-term [1, 19]. To verify if the peptide pro-
filing enabled by meso-porous chip could express the 
effect caused by the stored temperature, we selected the 
fresh serum that just delivered from the living body as 
the standard specimen, and compared the MS patterns of 
samples stored under different environments. Five com-
mon storage environments were compared, including 
refrigerator cold closet (4 °C), refrigerator freezing cham-
ber (−20 °C), ultra-low temperature freezer (−80 °C), liq-
uid nitrogen (−190 °C) and at room temperature (25 °C).

After 9  day storage, obvious changes were observed 
directly in the MS spectra of the serums at 25  °C 
(Fig.  3). A more distinct differentiation was illustrated 
in PCA analysis (Fig. 4). The 25 °C samples was the most 

Fig. 1  MALDI MS spectra of serums spiked with standard peptide (m/z 1339) at different concentrations (0, 10, 75, 100, 250, 500 ng/mL)
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distinctive group, far away from the samples stored at 
other temperatures. Meanwhile, the 4  °C group also 
showed a complete separation from the fresh samples, 
indicating that the 4 °C is also a destructive condition for 
the long-term storage. Comparatively, the MS patterns 
from −20, −80, and −190 °C groups are much closer or 
even overlapped to the fresh serum group, suggesting the 
key effect of freezing for the sample long-term storage. 
Lower temperature showed better conservation effects, 
as can be seen in −80 and −190 °C group, which just par-
tially separated from the fresh group. 

To further investigate the extent of variation of samples 
at different conditions, we calculated the number of m/z 
peaks that indicated significant difference between stored 
samples and fresh samples (judgment standard: p value 

<0.01). As the temperatures rise, the percentage of peaks 
exhibiting significant difference (named as Psd value) 
also increased dramatically (Fig.  5): the Psd values of 
−190, −80, −20, 4 and 25 °C groups were 15, 15, 35, 85, 
and 95% respectively, which was coincide with the results 
of PCA analysis.

This trend was further demonstrated from the analy-
sis of samples stored for 48 days. The obvious changes of 
spectra can even be distinguished directly at the temper-
ature of 4 and −20 °C (Fig. 6). In the PCA analysis, all the 
sample groups separated completely from the fresh sam-
ples except for the −190 °C group (Fig. 7), and the general 
freezing condition such as −20 °C is no longer appropri-
ate. Besides, after stored for 48 day, the percentage of m/z 
peaks showing significant difference enhanced obviously 
compared with the samples stored 9 day, and still showed 
the highly dependent on temperatures (Fig.  5). To our 
surprise, the sample stored in ultra-low temperature 
freezer (−80 °C) also showed significant difference from 
the fresh samples and the Psd value reached 40%, which 
probably should be attributed to unstable temperature 
due to the frequent opening of the freezer door during 
this long period. These results suggested that as the stor-
age time prolonged, a temperature-lowered and more 
stable condition is required.

It has been widely discussed that the proteases 
remained in bio-samples remarkably varied the proteome 
profile, especially at the enzyme-activated temperature 
[5, 29]. Besides, other influence factors such as the bacte-
rial contaminate also emerge at relatively high tempera-
ture as time passes [29]. Thus, the storage temperature 
crucially influences the quality of long-term storage sam-
ples. We have discovered that the LMW peptide profiles 

Fig. 2  Linear correlation of MS intensities with peptide concentra-
tions in the range from 10 to 500 ng/mL

Fig. 3  MALDI MS spectra of serums stored at different temperatures (−190, −80, −20, 4 and 25 °C) for 9 days and fresh collected serum



Page 6 of 10Liang et al. Clin Proteom  (2016) 13:34 

enabled by the meso-porous chip were able to effectively 
represent the differentiation of samples stored at differ-
ent temperatures, and the extent of variation of peptide 
spectra highly correlated with temperature, implying that 
this proposed approach can be utilized to evaluate the 
variation of sample quality caused by the handling proce-
dure. The samples frozen at below −80 °C were custom-
arily considered as stable and conserved samples. Based 
on the above analysis, it is concluded that in this chip-
enabled measurement, the serum with a Psd value lower 
than 40% can be seen as a well preserved sample. From 
our experiments, liquid nitrogen should be the most ideal 
storage environment for the long-term storage of serum 
samples, and ultra-low temperature freezer could also be 
employed under the condition of temperature stabilized.

Impact of short‑term storage conditions on sample quality
Clinical specimen just collected may not be able to be 
conserved in liquid nitrogen or freezer at the first time 
due to the lack of related instruments at the clinical 
frontlines, and it is probably inevitable to store samples at 
room temperature (25 °C) or ice bath (~0 °C) for a short 
while (<24 h). In order to optimize the short-term stor-
age conditions, we analyzed the LMW peptide pattern of 
serums stored under these two temperatures for differ-
ent times. As can be seen in PCA analysis (Fig. 8), at the 
both two temperatures, the alteration of peptide profiles 
enhanced as the storage time increase; meanwhile, the 
differentiation of 25 °C group (Fig. 8a) from fresh serum is 
much more evident than the 0 °C group (Fig. 8b). This is a 
theoretically reasonable result: the ice bath is a preferable 
storage condition compared with the room temperature 
due to the inactive enzyme and depressed hydrolyzing 

Fig. 4  Principle composition analysis (PCA) of the different tempera-
tures (−190, −80, −20, 4 and 25 °C) stored serums for 9 days

Fig. 5  The percentage of peaks experienced significant difference at 
different temperatures (−190, −80, −20, 4 and 25 °C) for 9 days (black 
square) and 48 days (white circle)

Fig. 6  MALDI MS spectra of serums stored at different temperatures (−190, −80, −20, 4 and 25 °C) for 48 days and fresh collected serum
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effect at lower temperature. A more clear results were 
showed by comparing the percentage of peaks indicating 
significant difference (Psd value), which increased gradu-
ally as the time passed under the both two temperature 

(Fig.  9). The Psd value was still lower than 11% (10.7%) 
even stored for 24 h at 0 °C, yet it was already over 60% 
when stored for 8 h at 25 °C. These results suggested that 
the best way to store serum for a short time is around 
0 °C, and if the condition is unavailable, the time stored at 
room temperature should not be longer than 8 h.

Impact of freeze/thaw cycles on sample quality
Another important pre-analysis factor influencing the 
quality of samples is freeze/thaw handling, which is 
generally inevitable during from sample collecting to 
usage. It had been advised that freeze/thaw cycle altered 
the proteomics of serum [1]. To reduce this alteration, 
mesoporous chip-MS approach was used to investigate 
the serum cohort froze/thawed at different temperature 
conditions, including two common freezing-tempera-
tures (−190 and 80  °C) and two thawing-temperatures 
(4 and 25  °C). As shown in Fig.  10, after 2 freeze/thaw 
cycles, the serums frozen at −80 °C exhibited lower Psd 
values compared with the condition of −190  °C. Mean-
while, the serums thawed at 4 °C showed lower Psd val-
ues than 25  °C. Among the four freeze/thaw conditions 
tested here (Fig.  10), the best conservation of serums 
with lowest Psd value was the condition of freezing at 
−80 °C/thaw at 4 °C. Similar results were observed after 3 
cycles of freeze/thaw handling (Fig. 10).

It had been reported that freeze/thaw handling 
altered the composition of serum mainly due to the 
protein/peptide aggregation, precipitation and adsorp-
tion to tube-wall during this procedure [1]. Thus, it 
can be deduced that the over-fast freezing at −190  °C 
highly increases the aggregation and precipitation 
of proteins (peptide), changing more composition of 

Fig. 7  PCA of the serums stored at different temperatures (−190, 
−80, −20, 4 and 25 °C) for 48 days

Fig. 8  PCA of the serums stored under 25 °C (a) and 0 °C (b) for dif-
ferent times (0, 4, 8, 12, and 24 h)

Fig. 9  The percentage of peaks experienced significant difference 
in serums stored for different times (4, 8, 12, and 24 h) at 25 °C (white 
circle) and 0 °C (black square)
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serum than −80 °C. On the other hand, fast thawing at 
25 °C activates the enzymes in serum, resulting in more 
hydrolysis to the serum proteome than 4 °C. Thus, slow 
freezing at −80 °C and thaw at 4 °C should be selected 
during the storage and test of serum, to obtain a best 
conservation to the protein/peptides. Considering the 
liquid nitrogen is still the optimized environment for 
the long-term storage as we proved above, it is rec-
ommended that the bio-fluid could be frozen firstly at 
−80 °C, and then transferred to liquid nitrogen for the 
long-term storage.

Afterwards, we further investigated the impact of 
freezing frequency. Serums were repeatedly froze at 
−80 °C and then thawed at 4 °C for 1–5 cycles, and then 
compared with the original fresh serums. As shown in 
PCA analysis (Fig.  11), when the cycles of freezing/
thaw were lower than three times, the frozen/thawed 
serums were hard to discern from fresh serums. When 
the freezing/thaw cycles exceeded 4 times, the frozen/
thawed serums were separated from the fresh serums 
completely (Fig. 11). The same trends can also be con-
cluded from the comparison of Psd values (Fig.  12). 
The Psd values were almost constant and only around 
20% when freezing times were less than 3. However, as 
freezing times increased to 5, the Psd value was over 
40%, implying a serious change of serum proteome 
(Fig. 12).

Proteins in serum tended to aggregate and participate 
during freezing procedure [1]. These aggregations of pro-
teins were getting hard to re-dissolve after serums were 
repeatedly frozen and thawed, resulting in the change 
of serum proteome. Therefore, to preserve the original 
constituents in serum, the freezing/thaw handling to 
serum should be as few as possible. As we studied, for 
the serums used for proteomics research, freezing/thaw 
cycles shouldn’t be over three times.

Conclusions
In summary, through the mesoporous material assisted 
MALDI MS approach, we have successfully measured the 
alteration of LMW peptides in serums caused by different 
handling condition, and identified the sample groups that is 
handled under inappropriate conditions and no longer suit-
able for further clinical experiments. This indicates that the 
method presented here does offer the critical information 
on sample composition that is highly related to the handling 
procedure. On the basis of these findings, we propose that 
this method can be used as an effective evaluation tool for 
the controlling of sample quality. More importantly, this 
simple and fast method should be particularly useful to a 
wide application in clinical settings, where quality tests for a 
large amount of samples before clinical practices are in great 
demand. Besides the serum samples, this approach should 
be extendable to the evaluation of other fluid bio-samples 

Fig. 10  The percentage of peaks exhibiting significant difference in 
serums frozen/thawed at different temperatures for 2 and 3 cycles

Fig. 11  PCA of serums froze at −80 °C and then thawed at 4 °C for 
1–5 cycles

Fig. 12  The percentage of peaks exhibiting significant difference in 
serums frozen at −80 °C and then thawed at 4 °C for 1–5 cycles
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containing peptides, such as urea, saliva or cerebrospinal 
fluid.

Abbreviations
LMW: low molecular weight; MALDI MS: matrix assisted laser desorption 
ionization mass spectrometry; PCA: principle composition analysis; TFA: 
trifluoroacetic acid; ACN: acetonitrile; CHCA: α-cyano-4-hydroxycinnamic acid; 
ELISA: enzyme-linked immunosorbent assay; CE: capillary electrophoresis; 
PAGE: polyacrylamide gel-electrophoresis; Psd value: the percentage of MS 
peaks exhibiting significant difference.

Authors’ contributions
KL carried out the sample preparation with mesoporous silica chip, MALDI MS 
experiments, data analyses and participated in drafting the manuscript. HW 
contributed to the preparation of standard, and animal samples, and part of 
MALDI MS experiments. TH contributed to the preparation of mesoporous 
silica chip and serum procession methods. YL conceived the study, contrib-
uted to its design and coordination, participated in drafting the manuscript 
and critical review. All authors read and approved the final manuscript.

Author details
1 Laboratory of Interdisciplinary Research, Institute of Biophysics, Chinese 
Academy of Sciences, Beijing 100101, China. 2 GuangDong Bio-healtech 
Advanced Co., Ltd, Foshan City 52800, GuangDong Province, China. 3 Depart-
ment of Nanomedicine, The Methodist Hospital Research Institute, Houston, 
TX 77030, USA. 4 Department of Cell and Developmental Biology, Weill Cornell 
Medical College of Cornell University, 445 E. 69th Street, New York, NY 10021, 
USA. 

Acknowledgements
Help from Torsten Juelich in Peking University for assistance with discussion 
and editing is greatly acknowledged.

Competing interests
The authors declare that they have no competing interests.

Availability of data and materials
The authors declare that all the data and materials are available on reasonable 
request.

Funding
This work was supported from the National Natural Science of China, Grant 
31270909 (YL), and the Outstanding Technical Talent Award of Chinese Acad-
emy of Sciences (YL).

Received: 10 June 2016   Accepted: 10 November 2016

References
	1.	 Jackson DH, Banks RE. Banking of clinical samples for proteomic 

biomarker studies: a consideration of logistical issues with a focus on pre-
analytical variation. Proteom Clin Appl. 2010;4:250–70.

	2.	 Pieragostino D, Petrucci F, Boccio PD, Mantini D, Lugaresi A, Tiberio S, 
Onofrj M, Gambi D, Sacchettaa P, Ilio CD, Federici G, Urbani A. Pre-analyti-
cal factors in clinical proteomics investigations: impact of ex vivo protein 
modifications for multiple sclerosis biomarker discovery. J Proteom. 
2010;73:579–92.

	3.	 Villanueva J, Philip J, Chaparro CA, Li Y, Toledo-Crow R, DeNoyer L, Fleisher 
M, Robbins RJ, Tempst P. Correcting common errors in identifying cancer-
specific serum peptide signatures. J Proteome Res. 2005;4:1060–72.

	4.	 Veenstra TD, Conrads TP, Hood BL, Avellino AM, Ellenbogen RG, Mor-
rison RS. Biomarkers: mining the biofluid proteome. Mol Cell Proteom. 
2005;4(4):409–18.

	5.	 Ayache S, Panelli M, Marincola FM, Stroncek DF. Effects of storage time 
and exogenous protease inhibitors on plasma protein levels. Clin Chem. 
2006;126:174–84.

	6.	 Chaigneau C, Cabioch T, Beaumont K, Betsou F. Serum biobank certifica-
tion and the establishment of quality controls for biological fluids: 
examples of serum biomarker stability after temperature variation. Clin 
Chem Lab Med. 2007;45:1390–5.

	7.	 Berrigan D, Potischman N, Dodd KW. Serum levels of insulin-like growth 
factor-I and insulin-like growth factor-I binding protein-3: quality control for 
studies of stored serum. Cancer Epidemiol Biomark Prev. 2007;16:1017–22.

	8.	 Jenkins MA. Quality control and quality assurance aspects of the routine 
use of capillary electrophoresis for serum and urine proteins in clinical 
laboratories. Electrophoresis. 2004;25:1555–60.

	9.	 D’Aguanno S, Del Boccio P, Bernardini S, Ballone E, Di Ilio C, Federici G. 
Electrophoretic separations of cerebrospinal fluid proteins in clinical 
investigations. Clin Chem Lab Med. 2007;45(4):437–49.

	10.	 Rai AJ, Gelfand CA, Haywood BC, Warunek DJ, Yi J, Schuchard MD, Mehigh 
RJ, Cockrill SL, Scott GBI, Tammen H, Schulz-Knappe P, Speicher DW, 
Vitzthum F, Haab BB, Siest G, Chan DW. HUPO Plasma Proteome Project 
specimen collection and handling: towards the standardization of 
parameters for plasma proteome samples. Proteomics. 2005;5:3262–77.

	11.	 Ostroff R, Foreman T, Keeney TR, Stratford S, Walker JJ, Zichi D. The stability 
of the circulating human proteome to variations in sample collection and 
handling procedures measured with an aptamer-based proteomics array. 
J Proteom. 2010;73:649–66.

	12.	 Timms JF, Arslan-Low E, Gentry-Maharaj A, Luo Z, T’Jampens D, Podust 
VN, Ford J, Fung ET, Gammerman A, Jacobs I, Menon U. Preanalytic influ-
ence of sample handling on SELDI-TOF serum protein profiles. Clin Chem. 
2007;53:645–56.

	13.	 Gast MW, van Gils CH, Wessels LFA, Harris N, Bonfrer JMG, Rutgers EJT, 
Schellens GHM, Beijnen JH. Influence of sample storage duration on 
serum protein profiles assessed by surface-enhanced laser desorption/
ionisation time-of-flight mass spectrometry (SELDI-TOF MS). Clin Chem 
Lab Med. 2009;47:694–705.

	14.	 McLerran D, Grizzle WE, Feng Z, Bigbee WL, Banez LL, Cazares LH, Chan 
DW, Diaz J, Izbicka E, Kagan J, Malehorn DE, Malik G, Oelschlager D, Partin 
A, Randolph T, Rosenzweig N, Srivastava S, Srivastava S, Thompson IM, 
Thornquist M, Troyer D, Yasui Y, Zhang Z, Zhu L, Semmes OJ. Analytical 
validation of serum proteomic profiling for diagnosis of prostate cancer: 
sources of sample bias. Clin Chem. 2008;54:44–52.

	15.	 Yi J, Kim C, Gelfand CA. Inhibition of intrinsic proteolytic activities moder-
ates preanalytical variability and instability of human plasma. J Proteome 
Res. 2007;6:1768–81.

	16.	 Baumann S, Ceglarek U, Fiedler GM, Lembcke J, Leichtle A, Thiery J. 
Standardized approach to proteome profiling of human serum based on 
magnetic bead separation and matrix-assisted laser desorption/ioniza-
tion time-of-flight mass spectrometry. Clin Chem. 2005;51:973–80.

	17.	 West-Nielsen M, Høgdall EV, Marchiori E, Høgdall CK, Schou C, Heegaard 
NHH. Sample handling for mass spectrometric proteomic investigations 
of human sera. Anal Chem. 2005;77:5114–23.

	18.	 Girolamo FD, Alessandroni J, Somma P, Guadagni F. Pre-analytical operat-
ing procedures for serum low molecular weight protein profiling. J 
Proteom. 2010;73:667–77.

	19.	 Ahmad S, Sundaramoorthy E, Arora R, Sen S, Karthikeyan G, Sengupta S. 
Progressive degradation of serum samples limits proteomic biomarker 
discovery. Anal Biochem. 2009;394:237–42.

	20.	 Barelli S, Crettaz D, Thadikkaran L, Rubin O, Tissot TJ. Plasma/serum prot-
eomics: pre-analytical issues. Expert Rev Proteom. 2007;4:363–70.

	21.	 Nicolardi S, Palmblad M, Dalebout H, Bladergroen M, Tollenaar RAEM, 
Deelder AM, van der Burgta YEM. Quality control based on isotopic 
distributions for high-throughput MALDI-TOF and MALDI-FTICR serum 
peptide profiling. J Am Soc Mass Spectrom. 2010;21:1515–25.

	22.	 Gaspari M, Cheng MM, Terracciano R, Liu X, Nijdam AJ, Vaccari L, Fabrizio 
E, Petricoin EF, Liotta LA, Cuda G, Venuta S, Ferrari M. Nanoporous surfaces 
as harvesting agents for mass spectrometric analysis of peptides in 
human plasma. J Proteome Res. 2006;5:1261–6.

	23.	 Fan J, Gallagher JW, Wu HJ, Landry MJ, Sakamoto J, Ferrari M, Hu Y. Low 
molecular weight protein enrichment on mesoporous silica thin films for 
biomarker discovery. J Vis Exp. 2012;62:1–6.

	24.	 Geho D, Cheng MM, Killian K, Lowenthal M, Ross S, Frogale K, Nijdam J, 
Lahar N, Johann D, Herrmann P, Whiteley G, Ferrari M, Petricoin E, Liotta 
L. Fractionation of serum components using nanoporous substrates. 
Bioconjugate Chem. 2006;17:654–61.



Page 10 of 10Liang et al. Clin Proteom  (2016) 13:34 

•  We accept pre-submission inquiries 

•  Our selector tool helps you to find the most relevant journal

•  We provide round the clock customer support 

•  Convenient online submission

•  Thorough peer review

•  Inclusion in PubMed and all major indexing services 

•  Maximum visibility for your research

Submit your manuscript at
www.biomedcentral.com/submit

Submit your next manuscript to BioMed Central 
and we will help you at every step:

	25.	 Fan J, Deng X, Gallagher JW, Huang H, Huang Y, Wen J, Ferrari M, Shen H, 
Hu Y. Monitoring the progression of metastatic breast cancer on nanopo-
rous silica chips. Phil Trans R Soc A. 2013;370:2433–47.

	26.	 Hu Y, Peng Y, Lin K, Shen H, Brousseau LC, Sakamoto J, Suna T, Ferrari 
M. Surface engineering on mesoporous silica chips for enriching low 
molecular weight phosphorylated proteins. Nanoscale. 2011;3:421–8.

	27.	 Hu Y, Bouamrani A, Tasciotti E, Li L, Liu X, Ferrari M. Tailoring of the 
nanotexture of mesoporous silica films and their functionalized deriva-
tives for selectively harvesting low molecular weight protein. ACS Nano. 
2010;4:439–51.

	28.	 Bouamrani A, Hu Y, Tasciotti E, Li L, Chiappini C, Liu X, Ferrari M. 
Mesoporous silica chips for selective enrichment and stabilization of low 
molecular weight proteome. Proteomics. 2010;10:496–505.

	29.	 Shabihkhani M, Lucey GM, Wei B, Mareninov S, Lou JJ, Vinters HV, Singer 
EJ, Cloughesy TF, Yong WH. The procurement, storage, and quality assur-
ance of frozen blood and tissue biospecimens in pathology, bioreposi-
tory, and biobank settings. Clin Biochem. 2014;47:258–66.


	Mesoporous silica chip: enabled peptide profiling as an effective platform for controlling bio-sample quality and optimizing handling procedure
	Abstract 
	Background: 
	Methods: 
	Results: 
	Conclusion: 

	Background
	Experiments and materials
	Chemicals
	Sample preparation with mesoporous silicon wafer
	Mass spectrometry
	Rat serum handling procedure
	Short-term storage
	Long-term storage
	Freezethaw cycles

	Data processing and multivariate statistical analysis

	Results and discussion
	Performance of mesoporous chip as enrichment platform of LMW peptides in serum
	Impact of long-term storage condition on sample quality
	Impact of short-term storage conditions on sample quality
	Impact of freezethaw cycles on sample quality


	Conclusions
	Authors’ contributions
	References




