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Total numbers of hours
: 30h

Teaching format :
Lectures and poster 
presentation 

Teaching objectives
The course consists in a series of specific 
seminars dealing with the general topic of 
regulation of gene expression in Eukaryotic 
organisms. During the course scientists, from 
the University of Trieste and from other 
scientific Institutions, present seminars about 
their research topics that will be followed by 
an open discussion in which students 
participate actively. At the end of the course, 
students are expected to have acquired the 
capacity to critically discuss scientific results.

Teaching outline
The course is organized as a series of 2-hours 
seminars on topics dealing with regulation of 
gene expression at the transcriptional and 
post-transcriptional level in different 
Eukaryotic organisms. A poster presentation 
is organized in which students present 
informally a scientific project they have been 
involved in. Visits to laboratories of the 
University and of the Area Science Park are 
part of the activity. The course is held in the 
beautiful location of the Residenza “ex 
Ospedale militare”.
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Figure 5. HMGA1 influences histone H1 nuclear distribution and protein expression. (A) 
Representative STED microscopy images of MDA-MB-231 cells silenced for HMGA1 (siA1_3) or 
treated with control siRNA (siCTRL) and immunostained for histone H1. (B–D) Box plots showing 
the median area, density, and mean intensity of histone H1 clusters. (siA1_3: n = 11; siCTRL: n = 14). 
(E) Western blot analyses to assess HMGA1 and histone H1.2 protein expression levels in MDA-MB-
231 cells silenced for HMGA1 (siA1_3) or treated with control siRNA (siCTRL). Representative WB 
analyses are shown together with red ponceau stained membranes to verify total protein 
normalization. The histogram graphs relative to Western blot analyses were obtained using 
densitometric analyses (siCTRL versus siA1_3). Bars indicate the means. Standard deviations are 

Figure 5. HMGA1 influences histone H1 nuclear distribution and protein expression. (A) Representative
STED microscopy images of MDA-MB-231 cells silenced for HMGA1 (siA1_3) or treated with control
siRNA (siCTRL) and immunostained for histone H1. (B–D) Box plots showing the median area, density,
and mean intensity of histone H1 clusters. (siA1_3: n = 11; siCTRL: n = 14). (E) Western blot analyses to
assess HMGA1 and histone H1.2 protein expression levels in MDA-MB-231 cells silenced for HMGA1
(siA1_3) or treated with control siRNA (siCTRL). Representative WB analyses are shown together with
red ponceau stained membranes to verify total protein normalization. The histogram graphs relative
to Western blot analyses were obtained using densitometric analyses (siCTRL versus siA1_3). Bars
indicate the means. Standard deviations are shown (n = 3). Statistical significance was assessed with
Student’s t test (*: p  0.05; **: p  0.01; ***: p  0.001). Molecular weight markers are indicated on the
left (kDa).


