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Le integrine neuronali come possibili 
target terapeutici nei disturbi dello 

spettro autistico

L’attività di ricerca del nostro laboratorio si focalizza sullo
studio dei principi fondamentali che regolano
assemblaggio e rimodellamento delle connessioni
sinaptiche nel cervello dei mammiferi. In particolare, in
un filone di ricerca, studiamo come una classe di
molecole di adesione cellulare, le integrine,
contribuiscono alla specificità delle sinapsi e al
coordinamento dell'attività pre- e postsinaptica in modelli
murini di autismo e epilessia. L’obiettivo strategico è di
tradurre le conoscenze generate con le nostre ricerche in
nuove terapie geniche e farmacologiche per i disturbi del
sistema nervoso centrale. Per raggiungere tali obiettivi,
utilizziamo un approccio multidisciplinare che combina
genome-editing, elettrofisiologia, ottogenetica e studi
comportamentali in modelli murini.
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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).


