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each sample. The two pools were subsequently processed following the Overexpressed proteins
same methodology. Proteins were classified according to their biological Alpha-1-acid glycoprotein
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were subsequently used for pathway analysis by submitting protein entry Alpha-2-macroglobulin Ig kappa chain C region
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Results & Conclusions: The ICSI group was characterized by a shorter Complement C1s subcomponent Prothrombin
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duration of gestation, increased percentage of caesarean sections, smaller Complement factor B Serum albumin
birthweight and birth length and advanced maternal age. No differences Transthyretin o I Vitamin D-binding protein
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were observed regarding auxological and initial laboratory data, apart DAN domain family member 5
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Of the SpOtS that were found to be differentia”y expressed IN ohe-to-one Table 2. List of proteins that were found to be differentailipylr(]eg%ergssed between ICSI and Natural Conception groups

comparisons, 98 were identified and subsequently corresponded to 24
different proteins (Table 1A). In order to validate and further strengthen
our results we proceeded to the comparison of the proteomic profiles of
the pooled samples. Of the 20 selected spots, 15 were identified,
corresponding to six proteins (Table 1B). By co-evaluating the results of
the comparative analysis of both individual and pooled samples, we
compiled a list of 22 differentially expressed proteins, of which 19 were
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overexpressed and 3 were underexpressed in the ICSI group (Table 2). - Soiley
Our study has identified a panel of proteins that were consistently either
over- or underexpressed in the ICSI group. The majority of the
overexpressed proteins are implicated in the acute phase reaction, blood
coagulation, activation of the complement pathway and iron and lipid
metabolism, suggesting an unfavorable cardiometabolic profile of these Figure 2. Interaction networks and "8 o
children, at a subclinical level (Figurel). The main functional interactions oo itteentaly. eorseed _ () |
identified were between Apo Al, A4 and E, between gelsolin and ApoAl, examined samples. Thicker network e e
lines demonstrate strong protein oo L\
gelsolin and transthyretin, A2 macroglobulin and ApoE, Al antitrypsin and relation as well as neighbouring TN L L.
positions. . Y -

A2 macroglobulin, fibrinogen y-chain and prothrombin, as well as
between transferrin and ApoAl (Figure 2).
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after ICSI, long before any derangements become evident at the
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