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ABSTRACT 
 

 

The nucleus is a unique feature of eukaryotic cells inside which the genetic 

material is stored in the form of chromatin. During the past few decades, the 

development of advanced methods, such as Chromosome Conformation Capture (3C) 

technologies, and high-resolution microscopic techniques has revealed that the non-

stochastic organization of chromatin in the nuclear interior is regulated by multiple 

mechanisms and factors, that act in an orchestrated manner in order to maintain 

nuclear integrity and chromatin architecture. The multiple levels of chromatin 

organization include, among others, distinct chromosome positions, called 

chromosome territories, loop formation followed by long-range inter- and 

intrachromosomal interactions (Topologically Associated Domains, TADs), as well as 

interactions of chromatin domains with other nuclear features, such as the Nuclear 

Lamina (Lamina Associated Domains, LADs) and the nucleoli (Nucleoli Associated 

Domains, NADs). The microenvironment of the nuclear periphery and the nuclear 

envelope have been extensively studied and have been found to play a key role in the 

establishment of the chromatin landscape and the regulation of gene expression. 

Conventionally, the nuclear periphery serves as a binding platform for chromatin 

domains of heterochromatic nature, while heterochromatin can also be found on the 

surface of nucleoli or in distinct foci inside the nucleoplasm. On the other hand, 

euchromatin is found to be dispersed in the rest of the nucleoplasm and near the 

openings of the nuclear pores. The inspection of cell types, such as the rod cells of 

the retina of nocturnal mammals, which exhibit an inversion of the conventional 

chromatin architecture, revealed two major tethers of the nuclear periphery that 

maintain heterochromatinôs peripheral positioning: the A-tether, which consists of 

Lamin A/C and its interacting proteins, and the B-tether, which corresponds to LBR.  

This work aimed to investigate the role LBR and Lamin A/C might play in the 

maintenance of nuclear integrity and chromatin architecture, using NIH/3T3 mouse 

fibroblasts that had been knocked out for these two key components of the nuclear 

periphery, either individually or in combination. More specifically, the nuclear envelope 

properties and chromatin dynamics were investigated using mostly microscopic 

methods. The results obtained so far indicated that the concurrent absence of these 



у 
 

two proteins can cause asymmetric localization of major components of the nuclear 

periphery and alterations in the distribution of chromatin inside the nucleus, yet, 

without affecting chromatin dynamics, or other cellular functions, such as cell motility. 

On the other hand, single (LBR or Lamin A/C) knockout cells appeared to be only 

mildly affected by the absence of one of these proteins. Despite these nuclear 

aberrations, all mutant cell populations were able to survive and proliferate. These 

observations implied the existence of other mechanisms that may have a 

compensatory effect and make up for the absence of LBR and Lamin A/C. However, 

there are still several questions that need to be clarified in order to gain better insight 

into the causal relationship between the lack of these two proteins and the phenotypes 

generated, as well as the principles that rule chromatin architecture in general.  
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ɄȺɅȽȿȼɊȼ 
 

Ƀ ˊɡɟɐɜŬɠ ŬˊɞŰŮɚŮɑ ɏɜŬ ɛɞɜŬŭɘəɧ ɢŬɟŬəŰɖɟɘůŰɘəɧ Űɤɜ ŮɡəŬɟɡɤŰɘəɩɜ 

əɡŰŰɎɟɤɜ ɛɏůŬ ůŰɞ ɞˊɞɑɞ ŬˊɞɗɖəŮɨŮŰŬɘ Űɞ ɔŮɜŮŰɘəɧ ɡɚɘəɧ ɛŮ Űɖ ɛɞɟűɐ Űɖɠ 

ɢɟɤɛŬŰɑɜɖɠ. ɇɘɠ ŰŮɚŮɡŰŬɑŮɠ ŭŮəŬŮŰɑŮɠ, ɖ ŬɜɎˊŰɡɝɖ ˊɟɞɖɔɛɏɜɤɜ ɛŮɗɧŭɤɜ, ɧˊɤɠ ɞɘ 

Chromosome Conformation Capture (3C) ŰŮɢɜɞɚɞɔɑŮɠ, əŬɘ ɞɘ ŰŮɢɜɘəɏɠ ɛɘəɟɞůəɞˊɑŬɠ 

ɡɣɖɚɐɠ ŬɜɎɚɡůɖɠ, ɏɢɞɡɜ ŬˊɞəŬɚɨɣŮɘ ɧŰɘ ɖ ɛɖ ůŰɞɢŬůŰɘəɐ ɞɟɔɎɜɤůɖ Űɖɠ ɢɟɤɛŬŰɑɜɖɠ 

ůŰɞ ŮůɤŰŮɟɘəɧ Űɞɡ ˊɡɟɐɜŬ ɟɡɗɛɑɕŮŰŬɘ Ŭˊɧ ˊɞɚɚŬˊɚɞɨɠ ɛɖɢŬɜɘůɛɞɨɠ əŬɘ ˊŬɟɎɔɞɜŰŮɠ 

ˊɞɡ ŭɟɞɡɜ ůɡɔɢɟɞɜɘůɛɏɜŬ ɔɘŬ Űɖ ŭɘŬŰɐɟɖůɖ Űɖɠ ŬəŮɟŬɘɧŰɖŰŬɠ Űɞɡ ˊɡɟɐɜŬ əŬɘ Űɖɠ 

ŬɟɢɘŰŮəŰɞɜɘəɐɠ Űɖɠ ɢɟɤɛŬŰɑɜɖɠ. ɇŬ ˊɞɚɚŬˊɚɎ ŮˊɑˊŮŭŬ ɞɟɔɎɜɤůɖɠ Űɖɠ ɢɟɤɛŬŰɑɜɖɠ 

ˊŮɟɘɚŬɛɓɎɜɞɡɜ, ɛŮŰŬɝɨ Ɏɚɚɤɜ, Űɖɜ əŬŰɎɚɖɣɖ ŭɘŬəɟɘŰɩɜ ɗɏůŮɤɜ ůŰɞɜ ˊɡɟɐɜŬ Ŭˊɧ ŰŬ 

ɢɟɤɛɞůɩɛŬŰŬ, ˊɞɡ ɞɜɞɛɎɕɞɜŰŬɘ ɢɟɤɛɞůɤɛɘəɏɠ ŮˊɘəɟɎŰŮɘŮɠ, ůɢɖɛŬŰɘůɛɞɨɠ ɓɟɧɢɤɜ 

ˊɞɡ ŬəɞɚɞɡɗɞɨɜŰŬɘ Ŭˊɧ ɛŮɔɎɚɖɠ ŮɛɓɏɚŮɘŬɠ ŭɘŬ- əŬɘ Ůɜŭɞɢɟɤɛɞůɤɛɘəɏɠ 

ŬɚɚɖɚŮˊɘŭɟɎůŮɘɠ (ɇɞˊɞɚɞɔɘəɎ ȹɘŬůɡɜŭŮŭŮɛɏɜŮɠ ȺˊɘəɟɎŰŮɘŮɠ ï TADs), əŬɗɩɠ əŬɘ 

ŬɚɚɖɚŮˊɘŭɟɎůŮɘɠ ŰɛɖɛɎŰɤɜ Űɖɠ ɢɟɤɛŬŰɑɜɖɠ ɛŮ ɎɚɚŮɠ ŭɞɛɏɠ Űɞɡ ˊɡɟɐɜŬ, ɧˊɤɠ ɖ 

ˊɡɟɖɜɘəɐ ɚɎɛɘɜŬ (ȹɘŬůɡɜŭŮŭŮɛɏɜŮɠ ɛŮ Űɖ ȿɎɛɘɜŬ ȺˊɘəɟɎŰŮɘŮɠ ï LADs) əŬɘ ɞɘ 

ˊɡɟɖɜɑůəɞɘ (ȹɘŬůɡɜŭŮŭŮɛɏɜŮɠ ɛŮ Űɞɡɠ Ʉɡɟɖɜɑůəɞɡɠ ȺˊɘəɟɎŰŮɘŮɠ ï NADs). ɇɞ 

ɛɘəɟɞˊŮɟɘɓɎɚɚɞɜ Űɖɠ ˊɡɟɖɜɘəɐɠ ˊŮɟɘűɏɟŮɘŬɠ əŬɘ ɞ ˊɡɟɖɜɘəɧɠ űɎəŮɚɞɠ ɏɢɞɡɜ 

ɛŮɚŮŰɖɗŮɑ ŮəŰŮɜɩɠ əŬɘ ɏɢŮɘ ɓɟŮɗŮɑ ɧŰɘ ŭɘŬŭɟŬɛŬŰɑɕɞɡɜ ɓŬůɘəɧ ɟɧɚɞ ůŰɞɜ əŬɗɞɟɘůɛɧ Űɞɡ 

ɢɟɤɛŬŰɘɜɘəɞɨ Űɞˊɑɞɡ əŬɘ ůŰɖ ɟɨɗɛɘůɖ Űɖɠ ɔɞɜɘŭɘŬəɐɠ ɏəűɟŬůɖɠ. ɆɡɛɓŬŰɘəɎ, ɖ 

ˊɡɟɖɜɘəɐ ˊŮɟɘűɏɟŮɘŬ ɢɟɖůɘɛŮɨŮɘ ɤɠ ˊɚŬŰűɧɟɛŬ ŭɏůɛŮɡůɖɠ ɔɘŬ ˊŮɟɘɞɢɏɠ Űɖɠ 

ɢɟɤɛŬŰɑɜɖɠ ŮŰŮɟɞɢɟɤɛŬŰɘɜɘəɐɠ űɨůŮɤɠ, Ůɜɩ ɖ ŮŰŮɟɞɢɟɤɛŬŰɑɜɖ ɛˊɞɟŮɑ Ůˊɑůɖɠ ɜŬ 

ɓɟŮɗŮɑ ůŰɖɜ ŮˊɘűɎɜŮɘŬ Űɤɜ ˊɡɟɖɜɑůəɤɜ ɐ ůŮ ŭɘŬəɟɘŰɏɠ ŮůŰɑŮɠ ɛɏůŬ ůŰɞ 

ɜɞɡəɚŮɧˊɚŬůɛŬ. ȷˊɧ Űɖɜ Ɏɚɚɖ ˊɚŮɡɟɎ, ɖ ŮɡɢɟɤɛŬŰɑɜɖ ɓɟɑůəŮŰŬɘ ŭɘŬůəɞɟˊɘůɛɏɜɖ ůŰɞ 

ɡˊɧɚɞɘˊɞ ɜɞɡəɚŮɧˊɚŬůɛŬ əŬɘ əɞɜŰɎ ůŰŬ ŬɜɞɑɔɛŬŰŬ Űɤɜ ˊɡɟɖɜɘəɩɜ ˊɧɟɤɜ. ȼ 

ŭɘŮɟŮɨɜɖůɖ əɡŰŰŬɟɘəɩɜ Űɨˊɤɜ, ɧˊɤɠ ŰŬ ɟŬɓŭɑŬ Űɞɡ ŬɛűɘɓɚɖůŰɟɞŮɘŭɞɨɠ Űɤɜ 

ɜɡəŰɧɓɘɤɜ ɗɖɚŬůŰɘəɩɜ, ˊɞɡ ˊŬɟɞɡůɘɎɕɞɡɜ ŬɜŰɘůŰɟɞűɐ Űɖɠ ůɡɛɓŬŰɘəɐɠ ŬɟɢɘŰŮəŰɞɜɘəɐɠ 

Űɖɠ ɢɟɤɛŬŰɑɜɖɠ, ŬˊɞəɎɚɡɣŮ ŭɨɞ əɨɟɘɞɡɠ ɛɖɢŬɜɘůɛɞɨɠ ˊɟɧůŭŮůɖɠ ůŰɖɜ ˊɡɟɖɜɘəɐ 

ˊŮɟɘűɏɟŮɘŬ ˊɞɡ ŭɘŬŰɖɟɞɨɜ Űɖɜ ˊŮɟɘűŮɟŮɘŬəɐ ŰɞˊɞɗɏŰɖůɖ Űɖɠ ŮŰŮɟɞɢɟɤɛŬŰɑɜɖɠ: Űɞɜ A-

tether, ɞ ɞˊɞɑɞɠ ŬˊɞŰŮɚŮɑŰŬɘ Ŭˊɧ Űɖɜ Lamin A/C əŬɘ Űɘɠ ˊɟɤŰŮȶɜŮɠ ˊɞɡ ŬɚɚɖɚŮˊɘŭɟɞɨɜ 

ɛŮ ŬɡŰɐɜ, əŬɘ Űɞɜ B-tether, ˊɞɡ ŬɜŰɘůŰɞɘɢŮɑ ůŰɞɜ LBR.  

ȼ ˊŬɟɞɨůŬ ŮɟɔŬůɑŬ ůŰɧɢŮɡŮ ůŰɖ ŭɘŮɟŮɨɜɖůɖ Űɞɡ ɟɧɚɞɡ ˊɞɡ ŮɜŭɏɢŮŰŬɘ ɜŬ 

ŭɘŬŭɟŬɛŬŰɑɕɞɡɜ ɞ LBR əŬɘ ɖ Lamin A/C ůŰɖ ŭɘŬŰɐɟɖůɖ Űɖɠ ŬəŮɟŬɘɧŰɖŰŬɠ Űɞɡ ˊɡɟɐɜŬ 
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əŬɘ Űɖɠ ŬɟɢɘŰŮəŰɞɜɘəɐɠ Űɖɠ ɢɟɤɛŬŰɑɜɖɠ, ɛŮ Űɖ ɢɟɐůɖ NIH/3T3 ɘɜɞɓɚŬůŰɩɜ ˊɞɜŰɘəɞɨ 

ůŰɞɡɠ ɞˊɞɑɞɡɠ ŮɑɢŮ ɔɑɜŮɘ ŬˊŬɚɞɘűɐ Űɤɜ ŭɨɞ ŬɡŰɩɜ ɓŬůɘəɩɜ ůɡůŰŬŰɘəɩɜ Űɖɠ ˊɡɟɖɜɘəɐɠ 

ˊŮɟɘűɏɟŮɘŬɠ, ŮɑŰŮ ɛŮɛɞɜɤɛɏɜŬ ŮɑŰŮ ůɡɜŭɡŬůŰɘəɎ. Ʉɘɞ ůɡɔəŮəɟɘɛɏɜŬ, ŭɘŮɟŮɡɜɐɗɖəŬɜ ɞɘ 

ɘŭɘɧŰɖŰŮɠ Űɞɡ ˊɡɟɖɜɘəɞɨ űŬəɏɚɞɡ əŬɘ ɖ ŭɡɜŬɛɘəɐ Űɖɠ ɢɟɤɛŬŰɑɜɖɠ ɢɟɖůɘɛɞˊɞɘɩɜŰŬɠ 

əɡɟɑɤɠ ɛŮɗɧŭɞɡɠ ɛɘəɟɞůəɞˊɑŬɠ. ɇŬ ŬˊɞŰŮɚɏůɛŬŰŬ ˊɞɡ ɏɢɞɡɜ ˊɟɞəɨɣŮɘ ɏɤɠ ŰɩɟŬ 

ɏŭŮɘɝŬɜ ɧŰɘ ɖ ŰŬɡŰɧɢɟɞɜɖ ŬˊɞɡůɑŬ ŬɡŰɩɜ Űɤɜ ŭɨɞ ˊɟɤŰŮɥɜɩɜ ɛˊɞɟŮɑ ɜŬ ˊɟɞəŬɚɏůŮɘ 

Űɖɜ ŬůɨɛɛŮŰɟɖ əŬŰŬɜɞɛɐ əɨɟɘɤɜ ůɡůŰŬŰɘəɩɜ Űɖɠ ˊɡɟɖɜɘəɐɠ ˊŮɟɘűɏɟŮɘŬɠ, ŬɚɚɎ əŬɘ 

ŬɚɚŬɔɏɠ ůŰɖɜ əŬŰŬɜɞɛɐ Űɖɠ ɢɟɤɛŬŰɑɜɖɠ ůŰɞ ŮůɤŰŮɟɘəɧ Űɞɡ ˊɡɟɐɜŬ, ɢɤɟɑɠ ɤůŰɧůɞ ɜŬ 

ŮˊɖɟŮɎɕŮŰŬɘ ɖ ŭɡɜŬɛɘəɐ Űɖɠ ɢɟɤɛŬŰɑɜɖɠ ɐ ɎɚɚŮɠ əɡŰŰŬɟɘəɏɠ ɚŮɘŰɞɡɟɔɑŮɠ, ɧˊɤɠ ɖ 

əɘɜɖŰɘəɧŰɖŰŬ Űɤɜ əɡŰŰɎɟɤɜ. ȷˊɧ Űɖɜ Ɏɚɚɖ ˊɚŮɡɟɎ, ŰŬ əɨŰŰŬɟŬ ˊɞɡ ŮɑɢŬɜ ɡˊɞůŰŮɑ 

ɛŮɛɞɜɤɛɏɜɖ ŬˊŬɚɞɘűɐ ɛɘŬɠ Ůə Űɤɜ ŭɨɞ ˊɟɤŰŮɥɜɩɜ (LBR ɐ Lamin A/C) űɎɜɖəŬɜ ɜŬ 

ŮˊɖɟŮɎɕɞɜŰŬɘ ɛɧɜɞ ŮɚŬűɟɩɠ. ɄŬɟɎ Űɘɠ Ůɜ ɚɧɔɤ ŬŰɡˊɑŮɠ, ɧɚɞɘ ɞɘ ˊɚɖɗɡůɛɞɑ əɡŰŰɎɟɤɜ 

ˊɞɡ ŮɑɢŬɜ ɡˊɞůŰŮɑ əɎˊɞɘŬ ɛŮŰɎɚɚŬɝɖ ŬˊɞŭŮɑɢɗɖəŬɜ ɘəŬɜɞɑ ůŰɞ ɜŬ Ůˊɘɓɘɩɜɞɡɜ əŬɘ ɜŬ 

ˊɞɚɚŬˊɚŬůɘɎɕɞɜŰŬɘ. ȷɡŰɏɠ ɞɘ ˊŬɟŬŰɖɟɐůŮɘɠ ɡˊɞŭɖɚɩɜɞɡɜ Űɖɜ ɨˊŬɟɝɖ Ɏɚɚɤɜ 

ɛɖɢŬɜɘůɛɩɜ ˊɞɡ ɛˊɞɟŮɑ ɜŬ ɏɢɞɡɜ ŬɜŰɘůŰŬɗɛɘůŰɘəɧ ŬˊɞŰɏɚŮůɛŬ əŬɘ ɜŬ ŬɜŬˊɚɖɟɩɜɞɡɜ 

Űɖɜ ŬˊɞɡůɑŬ Űɤɜ LBR əŬɘ Lamin A/C. ɋůŰɧůɞ, ɡˊɎɟɢɞɡɜ Ŭəɧɛɖ ˊɞɚɚɎ ŮɟɤŰɐɛŬŰŬ 

ˊɞɡ ˊɟɏˊŮɘ ɜŬ ŭɘŮɡəɟɘɜɘůŰɞɨɜ ˊɟɞəŮɘɛɏɜɞɡ ɜŬ ŬˊɞəŰɐůɞɡɛŮ ɛɑŬ əŬɚɨŰŮɟɖ ŮɘəɧɜŬ Űɖɠ 

ŬɘŰɘɩŭɞɡɠ ůɢɏůɖɠ ɛŮŰŬɝɨ Űɖɠ ɏɚɚŮɘɣɖɠ ŬɡŰɩɜ Űɤɜ ŭɨɞ ˊɟɤŰŮɥɜɩɜ əŬɘ Űɤɜ űŬɘɜɞŰɨˊɤɜ 

ˊɞɡ ˊɟɞəɨˊŰɞɡɜ, əŬɗɩɠ əŬɘ Űɤɜ Ŭɟɢɩɜ ˊɞɡ ŭɘɏˊɞɡɜ Űɖɜ ŬɟɢɘŰŮəŰɞɜɘəɐ Űɖɠ 

ɢɟɤɛŬŰɑɜɖɠ ůŮ ɔŮɜɘəɧŰŮɟɞ ˊɚŬɑůɘɞ. 
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Abbreviations 
 

 

3C: Chromatin Conformation Capture 

cHC: constitutive Heterochromatin 

DKO: Double Knock Out 

EC: Euchromatin 

ER: Endoplasmic Reticulum 

fHC: facultative Heterochromatin 

FRAP: Fluorescence Recovery After Photobleaching 

HC: Heterochromatin 

HP1: Heterochromatin Protein 1 

INM: Inner Nuclear Membrane 

KO: Knock Out 

LAD: Lamina Associated Domain 

LBR: Lamin B Receptor 

LINC: Linker of Nucleoskeleton and Cytoskeleton 

LLPS: Liquid-liquid Phase Separation 

NE: Nuclear Envelope 

NL: Nuclear Lamina 

NPC: Nuclear Pore Complex 

ONM: Outer Nuclear Membrane 

ROI: Region Of Interest 

TAD: Topologically Associated Domain 
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1. Introduction 
 

 

1.1. The Eukaryotic Nucleus 
 

The cell nucleus (Fig.1) is a membrane-bound organelle common amongst 

eukaryotic cells, most widely known as the compartment that contains the genetic 

material of the cell. However, the role of the eukaryotic nucleus extends beyond being 

a DNA storage organelle. This membranous structure also serves as the ñcommandò 

center of the cell, inside which important cellular processes, such as replication, 

transcription and repair of the genetic material, take place (Foisner, 2003). 

 

 

Figure 1. Schematic representation of the eukaryotic nucleus (arrows indicate the main 

features of the nucleus) (Sazer &Schiessel, 2017). 

 

The inside of the nucleus, which is known as the nucleoplasm, is enclosed by 

a double-layered membrane called the Nuclear Envelope (NE). The NE is comprised 

of the Inner Nuclear Membrane (INM), which faces the nucleoplasm, the Outer Nuclear 

Membrane (ONM), which faces the cytoplasm and is continuously connected to the 

rough Endoplasmic Reticulum (ER), the nuclear pores and their corresponding 

membrane (Hetzer, 2010). The nuclear pores host large protein complexes called 
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Nuclear Pore Complexes (NPCs) that regulate the communication between the 

nuclear interior and the cytoplasm by facilitating large molecule transport from and to 

the cytoplasm (Hoeltz et al., 2011).  

The very fragile and sensitive genetic material of the cell is stored in the 

nucleoplasm, organized in a non-stochastic manner, serving the need for a very strict 

regulation of gene expression. In addition, the inside of the nucleus provides space for 

DNA-free structures, called nucleoli, that are separated from the rest of the 

nucleoplasm by liquid-liquid phase separation, since they exhibit liquid-like behavior. 

Nucleoli can be two or more in number per nucleus and their function lies in ribosome 

synthesis and assembly, as well as other cellular processes, such as response to 

stress conditions (Dubois & Boisvert, 2016).  

 

1.2. The Nuclear Lamina 
 

The Nuclear Lamina (NL) is an extensively studied and critical feature of the 

nuclear periphery. The main building blocks of this structure are proteins known as 

lamins. These proteins assemble into type V intermediate filaments which extend right 

beneath the nuclear envelope (Herrmann & Aebi, 2016). This meshwork along with its 

associated proteins forms the nucleoskeleton which plays a critical role in the 

regulation of nuclear mechanics, while it also offers a binding platform for DNA (Dechat 

et al., 2010).  

In mammals, there are three genes that encode for two distinct types of lamins: 

A and B-type lamins. A-type lamins are all products of the alternative splicing of a 

single gene. The LMNA gene encodes for the two major type-A isoforms, Lamin A and 

Lamin C, as well as for the tissue-specific ȷȹ10 and C2. Lamin B1 and Lamin B2, 

which fall into the B-type category, are products of the LMNB1 and LMNB2 genes, 

respectively (Adam, 2017). LMNB2 also encodes for the rare germ-line-specific 

isoform Lamin B3 (Sch¿tz et al., 2005). Lamins are also present in nuclei of other 

species, such as Caenorhabditis elegance (Liu et al., 2000) and Drosophila 

melanogaster (Dºring & Stick, 1990).  

Structurally, lamins are comprised of an N-terminal head, a central rod domain, 

which contains 4 a-helical coils (1A, 1B, 2A, 2B) separated by linker regions of high 
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flexibility, and a C-terminal tail that contains a nuclear localization signal (NLS), a 

domain that belongs to the immunoglobin family of protein domains and a CaaX motif 

(C: cysteine, a: aliphatic amino acid, X: any amino acid) (Gruenbaum & Medalia, 

2015). The latter is present in all lamin isoforms except for Lamin C and offers a 

farnesylation site that is critical for the maturation process of lamins. This multiple-step 

process includes the addition of a prenyl moiety at the cysteine residue of pre-lamin 

A, pre-lamin B1 and pre-lamin B2. Prenylation is followed by the proteolytic removal 

of -aaX and the methylation of cysteine by an isoprenyl carboxy methyltransferase. 

The maturation process of Lamin A includes an additional step, at which the last fifteen 

C-terminal amino acids are proteolytically removed by the ZMSTE24/FACE1 enzyme 

(de Leeuw et al., 2018). Thus, mature B-type lamins remain farnesylated, in contrast 

to the mature Lamin A. The retention of the prenyl moiety on B-type lamins has been 

associated with their interaction with the INM (Gruenbaum & Foisner, 2015), while the 

absence of farnesylation combined with the phosphorylation of Lamin A in specific 

steps of the cell cycle increases the proteinôs solubility (Torvaldson et al., 2015). 

Both types of lamins are mainly located at the nuclear periphery, where they 

oligomerize (Fig. 2) to create flexible, 3.5nm thick filaments. Each type forms distinct 

(Fig. 3) and spatially distinguishable meshworks (Fig. 4), as it has been proven by the 

use of modern high-resolution microscopic techniques (3D-structured illumination 

microscopy (3D-SIM), stochastic optical reconstruction microscopy (STORM)) (Shimi 

et al., 2015; Xie et al., 2016; Nmezi et al., 2019). Yet, studies have shown that in the 

absence of one isoform, the meshworks of the rest of the lamins undergo structural 

changes, implying that, even though distinct, these filaments extensively interact with 

each other (Shimi et al., 2015).  

Except for their localization in the nuclear periphery, a fraction of A-type lamins 

is also present in the nucleoplasm. There, Lamin A and Lamin C form more loose 

filaments, as well as dense foci in the nuclear interior and have been associated with 

the organization of chromatin and other nuclear processes, such as DNA replication 

and repair (Dechat et al., 2011; Naetar et al., 2017). Interestingly, there are studies 

that associate the nucleoplasmic fraction of Lamin A/C with euchromatic regions that 

also contain the lamina-associated polypeptide 2Ŭ (LAP2Ŭ). Loss of LAP2Ŭ has been 

found to cause alterations regarding the binding of Lamin A/C to euchromatic regions, 
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as well as the euchromatin epigenetic markers. More specifically, regions that lose or 

gain Lamin A/C binding exhibit a decrease or an increase in euchromatic histone 

modifications, respectively, implying a role of Lamin A/C in the regulation of gene 

expression (Gesson et al., 2016). 

 

  

 

Figure 2. Schematic representation of how lamin filaments are formed. Lamin monomers 

arranged in parallel assemble into coiled-coil dimers, which in turn can interact in a head-to-

tail manner to form polymers. Lamin polymers are then arranged antiparallel to each other and 

build what is called a protofilament. Three or four protofilaments are laterally associated and 

form intermediate filaments with a diameter of about 10nm (Dittmer & Misteli, 2011).  
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Figure 3. Reconstructed 3D-SIM images of MEFs nuclei labelled with antibodies against all 

possible combinations of the different lamin isoforms. The images show that different isoforms 

form mostly distinct meshworks with only a few overlapping areas (Shimi et al., 2015). 

 

   

Figure 4. STORM images of 3 distinct cell types (MEFs, HeLa, human fibroblasts) labelled 

with antibodies against Lamin A/C and Lamin B1, showing the concentric and spatially 

distinguishable networks of these two lamin isoforms (Nmezi et al., 2019).  

 

The different types of lamins exhibit specificity regarding the cell types and 

developmental stages in which they are present. In particular, B-type lamins are 

ubiquitous in all nucleated mammalian cell types, while A-type lamins are expressed 

at low levels in pluripotency in comparison with the higher expression that 

characterizes more differentiated cell types (Eckersley-Maslin et al., 2013; Wong & 

Stewart, 2020). In addition, different types of lamins form filaments of different 

physicochemical properties. As a result, changes in the stoichiometric ratio of A-/B-
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type lamins can change the structural characteristics of the nucleus, such as stiffness 

and contractility. Through their interaction and cooperation with multiple proteins of the 

nuclear envelope and the nuclear periphery, lamins can act as multifunctional factors 

that participate, not only in the maintenance and regulation of the nuclear morphology 

and mechanics, but also in the regulation of chromatin states and organization 

(Vahabikashi et al., 2022), 

 

 

1.3. Chromatin 

 

1.3.1. The Nucleosome and the Histone Code 

 

The genetic material is tightly 

packed inside the eukaryotic nucleus in 

the form of chromatin. The word 

chromatin refers to a complex that 

contains the DNA along with its 

structural and regulatory protein 

partners (Gilbert et al., 2005). The 

fundamental structural component of 

the chromatin fibre is the nucleosome, 

which consists of an octamer of histone 

proteins and 147 DNA base pairs 

wrapped almost twice around this 

protein core (McGinty & Tan, 2015). 

Four core histones participate in the 

histone octamer composition: H2A, 

H2B, H3, H4 (Fig. 5). These proteins 

are rich in arginine and lysine residues 

and, thus, they are positively charged. This feature facilitates their interaction with the 

negatively charged phosphates of the DNA backbone, serving the formation of the 

nucleosome particle. Inside the nucleosome core histones H3 and H4 form a tetramer 

that interacts with two H2A-H2B dimers via hydrogen bonds. The nucleosome is 

 

Figure 5. Schematic representation of the 

nucleosome particle structure (McGinty & Tan, 

2015). 
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sealed with a single molecule of the linker histone H1, which stabilizes the 

nucleoprotein complex (Cutter & Hayes, 2015). 

Histones are highly conserved among eukaryotes. Apart from the four core 

histones there are also histone variants which arose from gene duplication events and 

are expressed in specific differentiation and embryogenesis stages. A couple of 

examples are the H3.3 variant of histone H3 that is specific for testes, as well as H2A.x 

variant of histone H2A, which is present on double strand breaks and is a marker of 

DNA damage (Talbert & Henikoff, 2021).  

Structurally, histones consist of a C-terminal hydrophobic histone fold, which is 

responsible for histone:histone and histone:DNA interactions, and an N-terminal tail 

that extends outside the nucleosome, offering spots for epigenetic chemical 

modifications (Mari¶o-Ram²rez et al., 2007; Zhang et al., 2020). These modifications 

are associated with the regulation of chromatin accessibility and gene expression. 

They include methylation, acetylation, phosphorylation, ubiquitination and 

SUMOylation and they collectively constitute the ñhistone codeò. According to the 

ñhistone codeò hypothesis, different combinations of histone modifications on one or 

more histone tails can result in differences in the regulation of gene expression and 

cell fate (Turner, 2002). The epigenetic histone modifications are placed on and 

removed from specific residues of the histone tails by enzymes called ñwritersò and 

ñerasersò, respectively. Enzymes called ñreadersò are able to recognise these chemical 

moieties and recruit other proteins that play a more active role in the regulation of gene 

expression (Nicholson et al., 2015). The trimethylation of lysine 9 of histone H3 

(H3K9me3) and the trimethylation of lysine 27 of histone H3 (H3K27me3), which are 

common heterochromatin markers and induce transcriptional repression (Araki & 

Mimura, 2017), as well as the acetylation of lysine 4 of histone H3 (H3K4ac) which 

has been found to be enriched on promoters of actively transcribed genes (Guillemette 

et al., 2011), are only a few representative examples of the most common epigenetic 

histone modifications (Fig. 6). 
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Figure 6. Schematic illustration of the main epigenetic modifications of histones' N-terminal 

tails (Araki & Mimura, 2017). 

 

 

1.3.2. Chromatin organization in 3D space 

  
 During the past couple of decades, the development of modern tools for the 

investigation of chromatin architecture, such as Fluorescence in situ Hybridization 

(FISH), Chromatin Conformation Capture (3C) techniques and Chromatin 

Immunoprecipitation (ChIP) protocols, enabled scientists to make great progress in 

this field. Intensive studies led to gaining more insight into the principles of chromatin 

organization and revealed that the formation of the chromatin landscape happens at 

multiple levels, including inter- and intra-chromosomal interactions and chromatin loop 

formation, serving the need for efficient packaging and regulation of the genetic 

material (Fig. 8) (Kempfer & Pombo, 2020). 

On the macroscale, chromosomes occupy specific locations inside the nucleus, 

called chromosome territories, as has been established by FISH experiments. The 

arrangement of chromosome territories appears to be radial, and the positioning of 

each chromosome is cell-type-specific while it also depends on the gene-density and 

chromosome size, as well as the stage of differentiation each cell undergoes. Thus, 
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large and gene-poor chromosomes tend to reside in the nuclear periphery, while small 

and gene-rich chromosomes accumulate in the nuclear interior, with this pattern being 

altered in case there are alterations in the transcriptional profile of the cell (Fritz et al., 

2019). Even though chromosomes are spatially distinct, inter-chromosomal 

interactions are present, with the most characteristic examples being the 

heterochromatic foci of murine nuclei where centromeres are gathered, as well as the 

ñtranscription factoriesò, in which the transcription machinery concurrently acts on 

genes of different chromosomes (Fraser et al., 2015; SzczepiŒska et al., 2019). 

At the chromatin level, there are two types of chromatin in interphase nuclei: 

euchromatin (EC) and heterochromatin (HC). The word euchromatin refers to the type 

of chromatin that is less condensed and more accessible to transcription factors and 

DNA / RNA polymerases, compared to heterochromatin, which is more condensed and 

is generally rendered ñinactiveò (Gilbert et al., 2005). Heterochromatin is further 

distinguished into two subtypes: constitutive HC (cHC), which is mostly depleted of 

genes, includes centromere and telomere sequences and is constitutively repressed, 

and facultative HC (fHC), which is cell-type specific and can adapt the expression of 

its genes according to the developmental and differentiation stage of the cell (Saksouk 

et al., 2015). Modern studies propose the classification of chromatin in two distinct 

nuclear compartments, in respect to euchromatin and heterochromatin. The ñA 

compartmentò is mostly euchromatic, is enriched for short interspersed nuclear 

elements (SINEs) and ñactiveò histone markers and is accessible to transcription 

factors. The ñB compartmentò corresponds to domains of heterochromatic nature and 

contains mainly pericentromeric satellite repeats, long interspersed nuclear elements 

(LINEs) and long terminal repeats (LTRs) (Solovei et al., 2016; Zheng & Xie, 2019).  

Conventionally, the two types of chromatin occupy spatially distinct positions 

inside the nucleus. The highly condensed HC forms a dense layer that is in close 

proximity with the nuclear envelope, as well as a layer that covers the surface of the 

nucleoli. EC occupies the rest of the nucleoplasm while it is also located near the 

nuclear pores where it can interact with the NPCs (Fig. 7) (Solovei et al., 2016; 

Feodorova et al., 2020). The role of the nuclear periphery in the spatial organization 

of the genome is considered to be highly significant, with the binding of HC to the NE 

participating in the correct folding of chromosomes inside the nucleus and the 

maintenance of the conventional nuclear architecture (Rullens & Kind, 2021). 



нп 
 

 

 

Figure 7. Representative images of the conventional nuclear architecture of the mammalian 

nucleus. (A) Electron microscopy image showing HC as darkly stained particles close to the 

NE, the nucleoli, as well as inside the nucleoplasm, and EC as lightly stained chromatin 

distributed in the rest of the nucleus and adjacent to the NPCs. (B) Schematic representation 

of the distribution of EC and HC inside the nucleus (Feodorova et al., 2020). 

 

 On the microscale, distinct chromosomes can form internal loops, bringing 

distant loci in close proximity with each other and, thus, increasing the probability of 

their interaction. These architectural chromatin units are known as Topologically-

Associated Domains (TADs) and are evolutionarily conserved across the animal 

kingdom. TADs have been found to facilitate the interaction of genes with distant cis-

regulatory elements, while it has also been proposed that they participate in the 

coordinated expression of groups of genes specifically expressed in the various stages 

of differentiation. TADs are well-defined units, separate from each other, with only 

minor inter-TAD interactions, flanked by boundary regions with specific genetic identity 

and marked with CTCF and cohesin complexes (Dixon et al., 2012; Szabo et al., 2019; 

Rada-Iglesias et al., 2018). These complexes are of high significance for the structural 

integrity of TADs, as well as for the maintenance of their borders (Zheng & Xie, 2019). 



нр 
 

Figure 8. Schematic 

representation of the way 

genome is organized in 3D space. 

(a) Interphase chromosomes 

(depicted with different colors) 

occupy distinct territories. (b) In 

compartment A chromatin is 

dispersed inside the 

nucleoplasm, while compartment 

B preferentially interacts with the 

NE and the nucleolus. (c-d) 

Topologically - Associated 

domains (TADs) contain inter- 

and intra-chromosomal 

interactions that depend on 

cohesin-mediated chromatin 

looping. CTCF acts at TAD 

borders as an insulator, setting boundaries between the different TADs (Zheng & Xie, 2019).  

 

 

1.3.3. Heterochromatin Protein 1 and the biophysics of chromatin organization 

 

Extensive investigations that combine experimental and computational models 

have revealed that chromatin and its protein partners have the ability to act as 

polymers in a solution and form biomacromolecular condensates via liquid-liquid 

phase separation (LLPS) (Laghmach et al., 2020). The theory suggests that the 

compartmentalization of chromatin could be attributed to chromatin binding factors, 

such as histone modification readers, or nucleosome arrays, that have the innate 

tendency to undergo phase separation. LLPS of such factors may lead to a chromatin 

compaction gradient and the subsequent transcriptional repression (Zhang et al., 

2020; Demmerle et al., 2023).  

A potential candidate that drives heterochromatin compaction via phase 

separation is Heterochromatin Protein 1 (HP1). The members of the HP1 family are 

evolutionarily conserved proteins that are involved in the establishment and 
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maintenance of genome organization. Their N-terminus carries a chromatin 

organization modifier (chromo-box) domain (CHD) that allows them to recognize and 

interact with di- and trimethylated lysine 9 of histone H3 (Nielsen et al., 2002), while 

their C-terminus contains a chromo-shadow domain (CSD), responsible for their 

homo- and hetero-dimerization (Smothers & Henikoff, 2000). Three isoforms are 

present in mammals: HP1Ŭ and HP1ɓ, which are mainly present in heterochromatin, 

and HP1ɔ, which can be found on both euchromatic and heterochromatic loci. 

Constitutively heterochromatic regions of chromatin, such as centromeres and 

telomeres, exhibit enrichment for HP1. These proteins are also found enriched in the 

nuclear periphery, with their interaction with major components of the NE, such as 

LBR, being a possible explanation for this localization pattern (Lomberk et al., 2006). 

HP1 is a well-studied ñreaderò of the histone epigenetic modification H3K9me3 

and plays a major role in the establishment of a heterochromatic state in regions that 

contain this modification. More specifically, HP1 recognizes H3K9me3 via its CHD and 

attracts methyltransferases (SUV39H1 (mammals), Su(VAR)3-9 (D. melanogaster)), 

which, in turn, add more methyl moieties on adjacent nucleosomes, thus, promoting 

heterochromatin spreading. Additionally, HP1 has also been found to play an active 

role in other cellular processes, such as DNA replication and repair and the 

establishment of nuclear architecture, via its interaction with proteins involved in these 

functions (Kwon & Workman, 2008). Interestingly, HP1 has also been reported on 

euchromatic areas of the genome, implying a role of transcriptional regulation in those 

areas too. In fact, HP1 proteins act in a context, isoform and protein-partner-

dependent manner and can have an activating or repressive impact in the expression 

of a gene (Schoelz & Riddle, 2022). 

Regarding the involvement of HP1 in chromatin compartmentalization, it has 

been reported that HP1 tends to form condensates in vitro (Larson et al., 2017; Strom 

et al., 2017), while ectopic targeting of HP1Ŭ on specific genomic loci can lead to 

condensation of the targeted regions (Li et al., 2003). These findings, along with the 

fact that HP1 can bind to DNA strongly and that HP1a dimers may be able to interact 

with neighboring dimers and form oligomers, provide more evidence that support the 

idea of it playing a role in chromatin condensation state via LLPS (Hildebrand & 

Dekker, 2020). 
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1.3.4. Chromatin ï Nuclear Lamina Relationships 
 

Studies using Chromatin Immunoprecipitation (ChIP) and DamID protocols to 

investigate the principles of chromatin organization revealed specific regions of 

chromatin that extensively interact with the NL. These regions are referred to as 

Lamina-Associated Domains (LADs) and form a dense heterochromatic zone that 

underlines the NE (Guerreiro & Kind, 2019). It is not yet known whether LADs directly 

interact with the NL components or not, but the investigation of the INM proteome and 

the proteins that are associated with LADs revealed an overlap between the two, 

implying that the proteins that are common in the two compartments may act as 

mediators of LAD binding to the NL (Fig. 9) (Wong et al., 2021). LADs are gene-poor, 

late replicating, A/T-rich regions of chromatin that are enriched for Long Interspersed 

Nuclear Elements (LINEs) and heterochromatic histone markers, such as H3K9me2/3 

(Rullens & Kind, 2021). A mammalian genome can contain approximately 1100-1400 

LADs, with the latter corresponding to around 40% of the whole genome (Amendola 

& van Steensel, 2014). 

 

 

Figure 9. Depiction of a putative model of how proteins found in both the local INM and LAD 

proteomes (zone 1: NL proteome, zone 2: overlapping microproteome, zone 3: LAD proteome) 

may contribute to the maintenance of LADs in the nuclear periphery, as proposed by Wong et 

al., 2021. 

 

Same as chromatin, LADs can also be distinguished into two distinct 

categories: constitutive (cLADs) and facultative LADs (fLADs). cLADs are present in 
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all cell types and are mostly depleted of genes, while fLADs are cell type-specific and 

mainly contain developmental genes (Y§nez-Cuna & van Steensel, 2017; Rullens & 

Kind, 2021). LADs are also highly heterogeneous. While cLADsô interactions with the 

NL are maintained, the subset of fLADs that contact the NL can differ from cell to cell 

(Briand and Collas, 2020). The heterogeneity of fLADs is reinforced by the stochastic 

distribution of fLADs in daughter nuclei after mitosis, when only a subset of them return 

to the nuclear periphery (Fig. 10) (Kind et al., 2013). 

 

 

Figure 10. Graphical representation of the stochastic distribution of fLADs before and after 

mitotic division (Amendola & van Steensel, 2014). 

 

The proteome of the nuclear periphery contributes to the formation of a local 

microenvironment, which was at first considered to be strictly repressive. However, 

this is not the case. Although the majority of LADsô genes are found to be repressed, 

there are several genes that are in a ñpoised stateò, ready to be expressed. In fact, the 

NL attracts transcriptional repressors, increasing their local concentration, while 

chromatin within the LADs is highly condensed and, thus, less accessible to chromatin 

related factors. Despite that, there is a fraction of genes that can move towards or from 

the NL, escape the repressive environment and change their expression potential. 

Nevertheless, detachment of a gene from the NL or translocation towards the NL does 

not always mean that the gene becomes activated or repressed, respectively (Briand 

& Collas, 2020). Actually, changing the position of a gene inside the nucleus can 

increase the possibility of the gene interacting with the appropriate factors that will 

facilitate its expression or silencing (Amendola & van Steensel, 2014).  

The LAD borders are a very important feature of these domains. They are 

enriched for H3K27me3 and the CCCTC-binding factor (CTCF), a protein that acts as 
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an insulator that prevents euchromatin spreading from LAD-proximal euchromatic 

regions (Briand & Collas, 2020; Hoskins et al., 2021). Interestingly, it has been shown 

that the variation observed between fLADs is mainly due to changes that occur in the 

LAD borders rather than in the entire LAD (Briand & Collas, 2020). 

Apart from LADs and TADs, there are also other domains of chromatin that are 

associated with distinct nuclear compartments. Nucleoli-Associated Domains (NADs) 

are a great example of such domains. NADs are also heterochromatic and are in tight 

contact with the nucleoli surface, an interaction mediated by mechanisms that are not 

yet clear. NADs have been shown to overlap with fLADs. The stochastic nature of 

LADs may allow the shuffling of these domains between the NL and the nucleoli during 

the postmitotic reestablishment of chromatin architecture (Kind et al., 2015). Another 

type of nuclear peripheral chromatin domains has recently been described: H3K9me2-

Only Domains (KODs). These domains are enriched for H3K9me2, while they exhibit 

only limited interaction with Lamin B. They have been found to be enriched for tissue-

specific enhancers that are able to escape the repressive NL environment. The histone 

modifications that mark these genomic loci are considered to maintain these 

enhancers in a poised state, allowing them to become rapidly activated when it is 

required and, thus, facilitating the spatiotemporal regulation of developmental genes 

or genes involved in differentiation (Fig. 11) (Smith et al., 2021).  
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Figure 11. Graphical representation of H3K9me2-Only Domains (KODs). KODs are enriched 

for H3K9me2 and tissue-specific enhancers, while they display only limited contact with Lamin 

B (edited image, obtained by Smith et al., 2021). 

 

 

1.4. Proteins of the Nuclear Envelope 
 

The nuclear envelope contains a large number of proteins with multiple and yet 

overlapping functions. After being synthesized in the ER, these proteins are 

specifically targeted to either the inner or the outer nuclear membrane. Thus, the 

distinct functions of the two nuclear envelope membranes are attributed to the different 

sets of proteins decorating each one of them (Schirmer & Foisner, 2009). 

The proteins of the nuclear envelope share common domains and motifs that 

mediate their interaction with other components of the nuclear periphery. A very 

representative example of such domains is the LEM domain, a helix-loop-helix motif 

able to interact with chromatin via its binding of the DNA-bridging protein Barrier-to-

Autointegration Factor (BAF). Its name is attributed to the three NE proteins it was 

firstly found to be present in: Lamina-associated polypeptide 1/2 (Lap1/2), Emerin and 

Man1 (Barton et al., 2015). Other features of the nuclear envelope proteins include 
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their ability to form complexes, not only with one another, but also with nuclear lamina 

components, epigenetic markers, transcriptional regulators and proteins and enzymes 

related to chromatin, with these interactions serving the NE proteinsô active role in 

targeting specific genomic loci to the nuclear periphery and shaping the genomic 

landscape (Briand & Collas, 2020; Mirza et al., 2021). 

 

1.4.1. LINC and NPC: two major features of the Nuclear Envelope 
 

One of the most important complexes that is localized in the nuclear envelope 

is the Linker of Nucleoskeleton and Cytoskeleton (LINC) complex, which apart from 

its apparent role of connecting the inside of the nucleus with the rest of the cell, has 

also been found to play a role in the maintenance of NEôs structural integrity. In more 

detail, the LINC complex is comprised of proteins that are members of two large 

families: SUN and KASH proteins (Jahed et al., 2021). The proteins of the SUN family 

are transmembrane proteins of the INM with an N-terminal tail that protrudes towards 

the nucleoplasm where it binds the NL and chromatin-related factors, and a C-terminus 

that carries a SUN domain and protrudes towards the perinuclear space. These SUN 

domains interact with the KASH domains on the C-termini of proteins that belong to 

the KASH family, and which are mainly found crossing the ONM. The latter onesô N-

terminal tails are found on the cytoplasmic side of the ONM, where they bind 

components of the cytoskeleton (Wang et al., 2012). The LINC complex can thereby 

act as a link between the nucleoplasm and the rest of the cell, as well as its 

extracellular environment (Fig. 12). Via this complex, mechanical signals on the 

surface of the cell can be transmitted inside the nucleus where they are translated into 

changes in gene expression (Bouzid et al., 2019). 



он 
 

 

Figure 12. Schematic representation of the LINC complex. The KASH proteins of the ONM 

(Nesprin-1, Nesprin-2, Nesprin-3, Nesprin-4) interact with SUN protein trimers of the INM, 

forming bridges between chromatin and the nuclear lamina and different components of the 

cytoskeleton (Vahabikashi et al., 2022). 

 

Another complex of the nuclear envelope that is of high importance is the 

Nuclear Pore Complex (NPC), whose molecular weight can reach up to 120MDa in 

vertebrates. The NPC consists of a total of 30 proteins, referred to as Nucleoporins 

(Nups), which can form channels that run through the NE and play a rather significant 

role in the communication between the nuclear interior and the rest of the cell (Fig. 13) 

(Hoeltz et al., 2011). During the last decade multiple studies have shown that apart 

from their regulatory role in the transport of large molecules from and to the 

nucleoplasm, NPCs also contribute to other nuclear processes, such as chromatin 

organization inside the nucleus and transcriptional regulation (Kuhn and Capelson, 

2019). 
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Figure 13. Schematic representation of the Nuclear Pore Complex. The individual subparts of 

an NPC consist of the nucleoporins shown in the corresponding tables (colour-coded) 

(Starmbio-De-Castillia et al., 2010). 

 

Interestingly, a specific member of the SUN family, Sun1, has been found to 

interact with components of the NPC and is considered to participate in the NPCsô 

assembly in interphase nuclei (Liu et al., 2007). Moreover, components of the LINC 

complex appear to play a role in the right localization of the NPCs on the NE (Jahed 

et al., 2016). A similar relationship between the NPCs and proteins of the NL has also 

been revealed. A couple of studies have shown that upon loss of Lamin A major 

components of the NE exhibit asymmetric localization patterns, which also happen to 

coincide with abnormalities in the NE, such as areas of widened perinuclear space 

(Sullivan et al., 1999; Thanisch et al., 2017). Such studies pinpointed the potential 

functional relationships between the numerous proteins of the nuclear envelope, 

underlining the fact that they act cooperatively for the maintenance of NEôs integrity. 
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1.4.2. The Lamin B Receptor, LBR 
 

The Lamin B Receptor (LBR) is one of the most well-studied nuclear envelope 

proteins. It resides in the INM as a multifunctional transmembrane protein, while a 

fraction of it can also be found in the endoplasmic reticulum (ER), where it is composed 

(Holmer and Worman, 2001). LBR was first recognized in 1988 by Worman et al., in 

turkey erythrocytes, as a 58kDa protein (p58) that is localized at the NE and displays 

a high affinity for Lamin B. It is now known to be evolutionary conserved and expressed 

in all metazoans. 

LBR is structurally comprised of a region that contains eight transmembrane 

domains, flanked by a long amino-terminal tail and a short carboxy-terminal end, both 

protruding into the nucleoplasm (Fig. 14) (Worman et al., 1990). 

 

 

Figure 14. Schematic representation of full-length Lamin B Receptor's main domains, as well 

as some of its main interactors and their binding sites (edited image, obtained by Nikolakaki 

et al., 2017). 

 

The transmembrane segments of LBR display high homology and gene 

structure similarity with yeast and plant C14-sterol reductases, as well as ER enzymes 
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that have sterol reductase activity (Holmer et al., 1998). In addition, human LBR was 

found to be capable of restoring the sterol biosynthetic pathway in C14-sterol 

reductase-defective yeast cells. These imply that LBR itself exhibits C14-sterol 

reductase activity as well (Silve et al., 1998). Interestingly, a study in 2016 showed that 

LBR seems to be essential for cholesterol synthesis in human cells, despite the 

existence of an ER enzyme, called TM7SF2, which catalyzes the same reaction of the 

cholesterol biosynthetic pathway (Tsai et al., 2016). 

Apart from its enzymatic activity, LBR has also been found to interact with 

components of the nuclear periphery, a function that is mainly attributed to its amino-

terminal tail. This amino-terminal tail is comprised of three distinct structural domains 

and serves as a docking site for other proteins of the nuclear periphery, such as the 

nuclear lamins and proteins related to chromatin. More specifically, these three 

structural components are: a Tudor domain, a region containing arginine-serine 

dipeptides (RS motif) and a second globular domain. The Tudor domain obtains a 

barrel-like structure and has been found to bind free, unmethylated histone H3 

molecules, implying a potential role in histone chaperoning and nucleosome assembly 

(Liokatis et al., 2012). Regarding the second part, it is a domain rich in RS repeats, 

which provides sites for phosphorylation by kinases such as SRPK1, PKA and p34cdc2. 

SRPK1 is a kinase that phosphorylates RS motifs, which are commonly found in 

splicing factors. The phosphorylation of LBR by SRPK1 and PKA regulates its 

oligomerization as well as its interaction with other proteins of the nuclear periphery, 

via changes in its conformation, as has been shown by in silico molecular dynamics 

experiments (Papoutsopoulou et al., 1999; Nikolakaki et al., 1996; Sellis et al., 2012). 

P34cdc2 is a mitotic kinase that regulates LBRôs phosphorylation state during the cell 

cycle (Nikolakaki et al., 1997). The RS motif has been found to be offered as a binding 

platform not only for lamin B, but also for H3-H4 oligomers and fully assembled 

nucelosomes (Liokatis et al., 2012). Interestingly, the lack of ELYS, a major component 

of the NPC, has been found to lead to the phosphorylation of certain residues within 

the RS domain, causing defective LBR localization. This can be translated in a 

compromised nuclear envelope integrity (Mimura et al., 2016). The last part of LBRôs 

amino terminal tail is a second globular domain, which belongs to no specific 

conformation category. This domain has been reported as the one responsible for 

LBRôs indirect interaction with Heterochromatin Protein 1 (HP1), which is mediated by 
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histone H3/H4 oligomers (Ye et al., 1997; Polioudaki et al., 2001). LBR can also 

interact with Methyl CpG-binding protein 2 (MeCP2). The relationship between these 

two proteins underlines the role of the nuclear envelope proteins in the maintenance 

of heterochromatin in the nuclear periphery and the regulation of gene silencing during 

cell differentiation (Guarda et al., 2009).  

LBR can also be modified by O-ɓ-N-Acetylglucosaminyltransferase (OGT), an 

enzyme known for adding O-GlcNAc moieties on serine and threonine residues of a 

wide variety of proteins. The biological importance of this LBR modification is not yet 

clear, but what has been shown by Smet-Nocca et al. in a study of 2018 implies a 

potential crosstalk between O-GlcNAcylation and phosphorylation of LBR, which can 

affect its DNA-binding ability (Smet-Nocca et al., 2018).  

LBRôs biosynthesis takes place in the ER, as was previously mentioned. 

Subsequently, the protein is laterally diffused across the membranes of the nuclear 

envelope until it reaches the INM where it is established via its interactions with other 

intranuclear components (diffusion-retention mechanism) (Ungricht et al., 2015). 

Regarding LBRôs mobility, it is far from homogenous, since the protein can be found 

not only as a free molecule in the ER and the INM, but also as a part of distinct 

microdomains of LBR molecules that are self-oligomerized and accumulate in the INM. 

Giannios et al. in 2017 showed that LBRsô dynamics are compartment-dependent, with 

the ER fraction of LBR being the most mobile, followed by the non-uniformly distributed 

LBR molecules of the INM (free molecules and microdomains) (Giannios et al., 2017).  

Another rather important role of LBR is the regulation of mitotic NE disassembly 

and post-mitotic NE reassembly. In interphase, LBR appears to be localized on the 

INM of the NE giving a clear nuclear rim, while a more mobile fraction of this protein 

is also found on the ER membranes, where its biosynthesis occurs. In mitosis, mitotic 

kinases phosphorylate LBR on certain residues, causing its detachment from nuclear 

components, that participate in its retention in the INM, thus promoting its redistribution 

into the ER and the NE breakdown. In late anaphase, LBR regains its DNA-binding 

ability and brings ER membranes in close proximity to the condensed chromatin, 

resulting gradually in its compartmentalization from the rest of the cell and in the NE 

reassembly (Ellenberg et al., 1997). 
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Taking LBRôs bifunctionality into consideration, it has been proposed by Schuler 

et al. that the gene that encodes for LBR may have risen from the recombination of 

two distinct primordial genes, giving the protein its chimeric nature (Schuler et al., 

1994). In 2017 Nikolakaki et al. also proposed a model that could explain these 

characteristics of LBR. According to this provisional model, LBR takes part in the 

creation of lipid rafts in the INM via its sterol reductase activity. These lipid rafts are 

offered for the accommodation of the complexes LBR forms with other proteins of the 

nuclear periphery and may serve as heterochromatin docking sites on the nuclear 

envelope (Nikolakaki et al., 2017). 

Interestingly, in recent studies, LBR has been found to be causally related to 

cellular senescence, a cellular state characterized by irreversible growth arrest in 

mammalian cells. More specifically, knock-down of functional LBR seems to facilitate 

cellular senescence, by inducing changes in chromatin architecture, including the 

formation of senescence-associated heterochromatic foci (SAHF), and the loss of 

interaction with senescence-associated genesô (SAGs) promoters, which leads to their 

activation and the promotion of the senescence-associated secretory phenotype 

(SASP) (En et al., 2020; Arai et al., 2019; Luk§ġov§ et al., 2017). 

 

1.5. Nuclear Envelope-associated pathologies 
 

The nuclear envelope integrity and the maintenance of the genomic landscape 

are often compromised as a result of mutations in genes encoding for nuclear 

envelope and nuclear lamina components. These mutations can lead to a series of 

human pathological conditions, collectively termed as ñnuclear envelopathiesò. The 

high number and the multifunctionality of the proteins located at the nuclear periphery 

are translated to an extensive spectrum of phenotypic alterations that characterize 

these diseases. Envelopathies are mainly tissue-specific and they have been found to 

affect the heart and skeletal muscles, adipose tissue and peripheral nervous system 

(Janin et al., 2017).  

An important subcategory of envelopathies is ñlaminopathiesò, a group of 

diseases caused by mutations in the genes encoding for Lamin A/C or proteins that 

interact with the nuclear lamina, for example LBR. Such mutations can lead to 
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muscular dystrophies, cardiomyopathies, lipodystrophies, as well as progeroid 

syndromes. Collectivelly, these diseases are characterized by nuclear abnormalities, 

including changes in the nuclear shape and the epigenetic landscape, as well as in 

the distribution of chromatin (Chi et al., 2009; Worman, 2012). Such an example is the 

Hutchinson-Gilford Progeria Syndrome (HGPS), a rare progeroid syndrome caused 

by a mutation in the LMNA gene that leads to the production of a prelamin A variant, 

called progerin. On the cellular level, the accumulation of progerin leads to alterations 

in the heterochromatin positioning on the nuclear periphery, the epigenetic landscape, 

as well as gene expression (Marcelot et al., 2020). On the organismal level, patients 

present early ageing features and usually die at an early age from cardiovascular 

complications (Kang et al., 2018). Mutations in the LBR gene have also been 

associated with laminopathies in humans, such as Pelger-Hu±t anomaly and 

Greenberg skeletal dysplasia. Pelger-Hu±t anomaly patients who are heterozygous 

for LBR mutations exhibit neutrophils with hypolobulated nuclei, while for those who 

are homozygous for LBR mutations the phenotype appears to be much more severe. 

The neutrophils of these patients exhibit deformed, unsegmented nuclei and patients 

suffer from a wide range of defects, such as cardiac defects and cognitive impairment. 

Greenberg skeletal dysplasia is associated with mutations in the C-terminus of LBR 

and is developmentally lethal. It is considered to be a cholesterol metabolism disease, 

since the transmembrane domains of the protein are affected and lead to cholesterol 

synthesis deficiency (Nikolakaki et al., 2017). 

Multiple studies have been focused on gaining mechanistic insights into how 

mutations of the proteins of the nuclear lamina can cause the irregularities that 

characterize laminopathies. Two main explanations have been given so far. The first 

one suggests that defects of the nuclear lamina or the nuclear envelope can lead to 

defective gene expression profiles, underlining the role of the nuclear periphery in the 

regulation of transcription. The second one is based on the involvement of the nuclear 

lamina in mechanotransduction and signalling, proposing that abnormalities of the 

nuclear lamina meshwork may cause mechanical stress sensitivity. A third possible 

explanation could be a combination of the first two. According to this one, impaired 

reaction to mechanical stress can cause increased activation of stress-responsive 

signalling pathways, which can be translated into altered transcriptional profiles (Shin 

and Worman, 2020). 
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 Although such diseases are quite rare, they provide a very helpful model for 

investigating the roles of the nuclear periphery in shaping the nucleus and regulating 

chromatin architecture and gene expression. Novel findings regarding the roles of 

lamins in health and disease can also find applications in the study of modern diseases 

such as cardiomyopathies and metabolic syndromes, as well as in the investigation of 

the molecular basis of tissue and organ alterations that occur during the normal aging 

process (Wong and Stewart, 2020).   

 

1.6. Inverted Chromatin Architecture 

 

Apart from the abnormalities in chromatin architecture that have been described 

by scientists so far in several pathological conditions, including laminopathies, 

chromatin landscapes that deviate from conventional nuclear architecture can also be 

found in nature. The most representative example of such alterations is the inverted 

chromatin architecture of the rod photoreceptors in the retina of nocturnal mammals 

(Feodorova et al., 2020). The nuclei of these cells are characterized by the dissociation 

of heterochromatin from the nuclear periphery and its assembly in one major focus in 

the center of the nucleus. Specifically, in murine rod cells constitutive heterochromatin 

is tightly packed in a central heterochromatic core, covered by a shell of facultative 

heterochromatin, followed by euchromatin, which extends towards the nuclear 

envelope (Fig. 15) (Solovei et al., 2009). This single chromocenter is characterized by 

high density, as well as refractivity, resembling a lens that prevents light from scattering 

and, thus, facilitates night vision (Solovei et al., 2009; Kreysing et al., 2010). 

The inverted nuclear architecture is rendered disadvantageous compared to 

the conventional nuclei, since changes in the positioning of specific genomic loci inside 

the nucleus as well as changes in the accessibility of chromatin may lead to alterations 

in gene expression and inefficient DNA double-strand break repair (Frohns et al., 

2014). This may explain why chromatin inversion is only present in very specific cell 

types, in which it serves other purposes, such as nocturnal animalsô vision in the dark. 
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Figure 15. FISH images of three different cell types showing differences in the distribution of 

constitutive heterochromatin, facultative heterochromatin and euchromatin. Three probes 

were used for the purposes of this experiment: (1) MSR (major satellite repeats) ï 

representative of cHC, shown in blue, (2) L1 (the major class of the long interspersed repetitive 

sequences) ï representative of fHC, (3) B1 (the major class of the short interspersed repetitive 

sequences related to human Alu sequences) ï representative of euchromatin, shown in green 

(edited image, obtained by Solovei et al., 2009). 

 

Mouse rod cells have been extensively used as models of this chromatin state, 

in studies that attempted to investigate the importance of and mechanistically explain 

the spatial organization of the genome. These studies revealed that there are two 

major peripheral tethers for heterochromatin binding to the nuclear periphery: the A- 

and the B- tether. The A-tether is comprised of Lamin A/C along with other proteins of 

the nuclear periphery with whom A-type lamins cooperate, while the B-tether refers to 

the Lamin B Receptor (Solovei et al., 2013).  

Murine rod cells lack both peripheral heterochromatin tethers: LBR and Lamin 

A/C. In fact, rod cells express LBR during embryogenesis and the first postnatal days. 

This is normally followed by LBR downregulation, which is gradually substituted by the 

expression of Lamin A/C, with the exception of a few terminally differentiated cell types 

that express both proteins. In rod cells, even though LBR expression levels are 

gradually declined, Lamin A/C never starts being expressed. The lack of both 

heterochromatin tethers leads to a global spatial chromatin reorganization that results 

in the complete inversion of chromatin (Fig. 16A) (Solovei et al., 2013). Similar 

alterations in chromatin architecture have also been reported for other cell types, such 

as mouse olfactory neurons. In this type of cells, downregulation of LBR during 

differentiation coincides with the partial merging of chromocenters and the positioning 
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of certain alleles in specific locations in the nucleus, which will determine if they are 

going to be expressed or not. However, the initiation of Lamin A/C expression allows 

these cells to maintain the conventional chromatin landscape (Fig. 16B) (Clowney et 

al., 2012). 

 

 

Figure 16. Schematic representation of the alterations in chromatin organization, as they 

occur during the differentiation of (A) mouse rod cells, (B) mouse olfactory neurons (edited 

image obtained by Solovei et al., 2016). 

 

Interestingly, studies have shown that nuclei of LBR-null mice that do not 

normally express Lamin A/C are inverted, while nuclei of cells derived from Lamin A/C-

null mice that do not endogenously express LBR can be either inverted or 

conventional. Moreover, ectopic expression of LBR in mouse rod cells can rescue the 

inverted phenotype. On the other hand, ectopic expression of Lamin A/C in this cell 

type cannot fully restore the conventional nuclear architecture. These findings imply 

that the A-tetherôs heterochromatin binding ability also depends on Lamin A/Côs 

partners, which may not be expressed themselves in mouse rod cells (Solovei et al., 

2013). Despite the continuous research on the field of chromatin inversion, these A-

type laminsô partners have not been recognized to date. Also, the mechanism through 
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which chromatin inversion occurs as well as the conditions under which it occurs 

remain to be elucidated.  
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The main goal of this study was to investigate the role of major components of 

the nuclear envelope and the nuclear lamina in the maintenance of nuclear integrity 

and the regulation of chromatin architecture. The interest was focused on the 

phenotypes generated in NIH/3T3 mouse fibroblasts upon loss of LBR and/or Lamin 

A/C regarding the nuclear envelope properties and chromatin dynamics, as well as on 

the mechanistic aspects of these effects. More specifically, this work aimed to: 

 

i. Investigate how major components of the nuclear periphery behave upon loss 

of LBR and/or Lamin A/C. 

 

ii. Assess whether there are any alterations regarding the chromatin landscape 

and dynamics in the cells that lack LBR and/or Lamin A/C. 

 

iii. Examine how cell motility and migration ability might be affected in the absence 

of LBR and/or Lamin A/C. 
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2. Materials and Methods 
 

 

2.1. Experimental model  

 

All experiments were conducted in NIH/3T3 cells. NIH/3T3 LBR KO, LMNA KO, 

LBR-LMNA DKO and LMNA-LBR DKO stable cell lines were generated using the 

CRISPR/Cas9 gene editing technology and characterized by other members of the 

lab (Martzios Panagiotis, Soupsana Katerina, Tassou Vassiliki). 

 

2.2. Cell Culture 
 

NIH/3T3 cells were cultured in Dulbeccoôs Modified Eagles Medium (DMEM)ï

high glucose with sodium pyruvate (Gibco, 41966-029), supplemented with 2mM L-

glutamine (Biosera, MS014N100P), 2mM penicillin/streptomycin (Biosera, 

MS012B100A) and 10% or 15% fetal bovine serum (FBS) (Gibco, 10270-106). Cells 

were kept in an incubator with the appropriate humidity at 37oC, supplemented with 

5% CO2. They were split approximately every 2 days, when they reached a confluency 

percentage of 80%. This procedure included rinsing cells twice with Dulbeccoôs 

Phosphate Buffered Saline (DPBS) (Biosera, MS018S1002) and detaching them using 

a Trypsin/EDTA solution (Biosera, MS00WA100M), diluted in PBS (1:2). Trypsin was 

deactivated by the addition of fully supplemented growth medium and the appropriate 

amount of cells were seeded into new cell culture dishes. For long-term storage, cells 

were detached from the plate as above, centrifuged at 1000 rpm for 3 minutes and 

resuspended in Freezing Medium, which contained 30% v/v FBS and 10% v/v 

Dimethyl-Sulfoxide (DMSO) in DMEM. They were then transferred into cryovials, 

slowly frozen down at -80oC and stored in liquid nitrogen. Cells were recovered from 

the liquid nitrogen by quickly being thawed in a 37oC waterbath. Fresh warm medium 

was added and they were transferred into cell culture dishes. All cell lines were 

regularly tested for mycoplasma contamination.  
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2.3. Plasmids 
 

All plasmids used in this work were designed and constructed by other 

members of the lab (Soupsana Katerina) using standard cloning procedures. The 

constructs used for the rescue experiments were the following: pEGFPN1-huLaminA 

(Fig. 17), pEGFPN3-huLaminB1 (Fig. 18) and pEGFPN2-mLBR (Fig. 19). pPycagip-

eGFP-huHP1a (Fig. 20) was used for FRAP experiments. 

 

 

 

 

Figure 17. pEGFPN2-huLaminA plasmid map. 
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Figure 18. pEGFPN3-huLaminB1 plasmid map. 

 

 

Figure 19. pEGFPN2-mLBR plasmid map. 
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Figure 20. pPycagip-eGFP-huHP1a plasmid map. 

 

 

2.4. Plasmid Isolation 
 

Plasmids were isolated using the NucleoBond Xtra Midi kit (Macherey-Nagel 

740410.50). 

 

2.5. Transfection 
 

Transfection of NIH/3T3 cells was performed using polyethyleneimine (PEI). 

PEI is a synthetic polymer that can form complexes with the negatively charged DNA 

backbone, due to its positive nature, and introduce it to the cells by endocytosis. More 

specifically, 2 ug of plasmid DNA (for a 35mm dish) were diluted in 25ul of free DMEM 

(Mix 1) and 0.9ul of working PEI solution (9ul PEI in 500ul sterile cell culture water 

(Biosera, MS00Q2100A)) were diluted in 75ul free DMEM (Mix 2). Mix 1 and Mix 2 

were combined in a third tube, mixed by pipetting and incubated for 30min at room 

temperature. Cells were seeded the previous day so that the day of the transfection 
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they had reached approximately 50% confluency. Their medium was changed 

immediately before the transfection procedure. For a 35mm dish, 1ml fresh fully 

supplemented growth medium was used. Mix 3 was added dropwise. An incubation of 

4.5 hours at 37oC followed. At the end of the incubation period, the medium was 

changed again. This time, 2 ml of fresh fully supplemented growth medium was added 

to the cells and they were incubated for 24-48hrs at 37oC, depending on the 

experiment. 

 

2.6. Indirect Immunofluorescence 
 

Cells were grown on glass coverslips (#N1.5) until they reached the desired 

confluency. Then, they were rinsed three times with PBS and fixed for 5-10min at room 

temperature using a fixation solution containing 1-4% formaldehyde (FA) diluted in 

PBS. The concentration of the FA and the duration of the incubation depended on the 

antibody used. The fixation step was followed by two washes with PBS and an 

incubation with Quench buffer (0.07gr glycine in 50ml PBS) for 10min at room 

temperature. Samples were rinsed again once with PBS and they were permeabilized 

and blocked with Blocking Buffer (150mM NaCl, 20mM Hepes pH 7.4, 2mM MgCl2, 

0.5% Fish Skin Gelatin, 0.2% Triton-X100, 0.1mM EGTA) for 15min at room 

temperature. Then, primary antibodies, diluted in blocking buffer, were added to the 

samples for 1hr at room temperature in a humified chamber, protected from light. 

Samples were washed three times with blocking buffer, leaving the last wash for 15min 

at room temperature. Secondary antibodies were added, incubated and removed as 

above. A rinsing step with PBS followed and samples were incubated with a TO-PRO-

3 iodide (642/661) solution (Invitrogen, T3605) (diluted 1:10000 in PBS) for 1hr at room 

temperature, protected from light. Finally, samples were again rinsed five times with 

PBS and mounted on slides using an antifading mounting medium (Vectashield, H-

1000). Samples were stored till examined at 4oC, protected from light. All details 

regarding the antibodies used can be found in tables 1 and 2. All antibodies were 

previously tested for specificity and optimum fixation and dilution conditions. 
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Table 1. Primary antibodies. 

Antibody Species Dilution Fixation Reference 

a-LMNB2 Rabbit 1:200 1% FA, 10min ProteinTech 10895-1-AP 

a-Nesprin3 Rabbit 1:200 1% FA, 10min ProteinTech 27132-1-AP 

a-Nups Mouse 1:500 1% FA, 10min Millipore, MABS1267 

a-TMPO Rabbit 1:100 1% FA, 10min ProteinTech 14651-1-AP 

 

Table 2. Secondary antibodies. 

Antibody Dilution Reference 

Anti-Rabbit IgG, Alexa Fluor 488 1:400 Invitrogen A11008 

Anti-Mouse IgG, Alexa Fluor 568 1:400 Invitrogen A11004 

 

 

2.7. Confocal Microscopy 
 

Unless stated otherwise, all images were acquired with a Leica SP5 TCSII 

confocal microscope using Argon laser at 10% of the maximum intensity, Diode-

pumped solid-state laser (561nm), HeNe laser (633nm) and an HCX PL APO CS 

63X/1.4 oil or an HCX PL APO CS 100X/1.4 oil objective. Bidirectional scanning with 

a speed of 400Hz was applied and the sequential image acquisition mode was used. 

Images were obtained as Z-stacks with 0.42um intervals and the line average was set 

as 2 or 4 (depending on the observed sample). The image analysis was 512 x 512 

pixels. All confocal images were edited using LAS X, Adobe Photoshop CC 2015 and 

Fiji software. 
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2.8. Fluorescence Recovery After Photobleaching (FRAP) 
 

2.8.1. Experimental procedure 
 

FRAP experiments were conducted on a Leica SP5 TCSII confocal microscope 

using the Argon laser at 10% of the maximum power and an HCX PL APO CS 63X/1.4 

oil objective. Pinhole and zoom factor were adjusted to 1.57 Airy Units and 10-12, 

respectively. Image analysis was set at 256x256 pixels (8bit). The 488nm laser line 

was at 15%, with an emission detection range of 500-550nm. The regions of interest 

(ROIs) were circular, 1um diameter, and they were bleached using the 488nm laser 

line at 100% of the maximum power. Bidirectional scanning with a speed of 1400Hz 

was applied. Fifty images (one image every 0.113s) were taken before three bleach 

pulses (one every 0.113s) were performed. After bleaching, 350 images were taken 

every 0.113s. At the end of the experiment, the following ROIs were also recorded: a) 

unbleached ROI (unfrap)- a circular ROI of 1um diameter in a similar region, b) the 

whole nucleus and c) background - a circular ROI of 1um diameter outside of the 

nucleus. Samples were kept at a constant temperature of 37oC and their medium was 

changed to Minimum Essential Eagleôs Medium (Sigma Aldrich, M3024). 

 

2.8.2. FRAP data analysis 
 

The raw FRAP data were corrected for background fluorescence and 

photobleaching, by subtracting the background fluorescence intensity (Fbk) from the 

bleached (Ffrap(t)) and the unbleached (Funfrap(t)) region intensity for each time point 

and calculating the corrected fluorescence signal (Fcorrected(t)) for each time point by: 

 

ὊὧέὶὶὩὧὸὩὨὸ  
ὊὪὶὥὴὸ ὊὦὯ

ὊόὲὪὶὥὴὸ ὊὦὯ
 

(Kang et al., 2012). 
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The corrected data were then normalized into a 0-1 scale, using the following 

equation: 

Ὂὸ  
ὊὧέὶὶὩὧὸὩὨὸ Ὂπ

ὊὭὊπ
 

 

Where F0 is the postbleach initial fluorescence intensity and Fi corresponds to the 

average prebleach fluorescence intensity (Kang et al., 2015). 

For the quantitative analysis of FRAP data several parameters had to be 

calculated. For this purpose, the normalized fluorescence intensities within the 

bleached ROIs were plotted as a function of time. The half time of recovery t1/2 was 

readily extracted from the resulting fluorescence recovery curves, as the time required 

for a bleached spot to reach half of the steady state fluorescence intensity (plateau). 

The mobile fraction (Mf) of the fluorescently labelled protein corresponds to the plateau 

of the fluorescence recovery curve and was calculated as the average of the last 100 

out of the 350 normalized postbleach fluorescence intensities of the bleached spot 

(postbleach steady state fluorescence intensity). 

The diffusion coefficient (Da) for each bleached focus was calculated as 

proposed by Kang et al.: 

ὈὧέὲὪέὧὥὰ 
ὶὲͮς ὶὩͮς

ψz ὸρȾς
 

 

Where rn is the nominal radius of the bleached spot as defined by the user (in this case 

rn=0.5um) and re is the effective radius of a postbleach profile (here re=0.5755um, as 

determined by colleagues in previous experiments) (Kang et al., 2012). 

The mean, the standard deviation and the coefficient of variation (CV) for each 

variable were calculated. All outliers were identified by calculating the Mahalanobis 

distance and removed from the data sets. The remaining data were plotted in violin 

plots in order to compare the mean and the distribution of data around the mean 

between each data set. 
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2.9. Wound Healing Assay 
 

2.9.1 Experimental procedure 
 

For the wound healing assay, cells were seeded onto 24-well cell culture dishes 

and incubated at 37oC until they reached a confluent monolayer. Then, a cell-free gap 

was created by scratching the monolayer with the sharp end of a 200ul pipette tip. 

After the generation of wounds, cells were transferred at the IncuCyte ZOOM 2016B 

environmental chamber and they were incubated under standard conditions. Cells 

were monitored for a total of 48 hours using the IncuCyte ZOOM 2016B software. 

Photos of the cell-free areas were obtained at 2-hour time intervals (4 photos per well) 

using the phase contrast mode and the 4x objective. Five independent experiments 

were conducted for each clone. The images obtained were edited using Adobe 

Photoshop CC 2015 and the cell-free area of each time point was measured using the 

Fiji software. 

 

2.9.2. Wound Healing assay data analysis 
 

The analysis of the data obtained by the wound healing assay was performed 

as proposed in a paper published by Jonkman et al. in 2014. The cell free areas were 

measured by manually drawing lines along the leading edges of each cell front using 

the free-hand tool of Fiji software (Fig. 21).  

 

Figure 21. Representative images of the selected gap area (yellow line) that is measured 

over time (3 distinct time points), using Fiji software (scalebar: 500um). 
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The measurements of the gap area were then plotted as a function of time and 

the general equation of the trendline of the plotted values was generated: 

ὃὸ άὸ ὦ 

Where A(t) is the gap area at each timepoint, m is the slope of the line and b 

corresponds to the initial gap area (t=0). 

To determine the velocity at which cells migrate towards the cell free area, the following 

equation was used: 

ὠάὭὫὶὥὸὭέὲ  ȿίὰέὴὩȿȾς ὼ ὰ 

 

Where Ì is the length of the gap area. The equation above was used assuming the 

following: 

o ÓÌÏÐÅ  Ä!ȾÄÔ 

o )ÎÉÔÉÁÌ 'ÁÐ !ÒÅÁ  × Ø Ì (where w is the width of the gap (Fig. 22)) 

o Ä!ȾÄÔ  Ì Ø Ä×ȾÄÔ (Length is constant since cells do not migrate in from the 

edges of the wound) 

o Ä×ȾÄÔ  ς Ø 6ÍÉÇÒÁÔÉÏÎ. 

 

Figure 22. Representative image showing how the width of the initial gap area (yellow line) 

is measured, using Fiji software (scalebar: 500um). 

 



рт 
 

2.10. Statistical Analysis 
 

Statistical analysis of the data was performed by Gerta Qamili (Dr. Mpatsidis 

group, Department of Mathematics, University of Ioannina) and Soupsana Katerina. 

The statistical tests that were used and the calculated p-values can be found in Tables 

A1 ï A5 in the Appendix section. Asterisks are used in the various plots that follow to 

indicate the statistical significance (*: p<0.05, **: pÒ0.01, ***: pÒ0.001). 
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3. Results 
 

 

Background of the work 
 

 This work is part of a long-term project undertaken by Dr. Politouôs laboratory. 

For the purposes of this project, the following stable cell lines of NIH/3T3 cells were 

generated by Soupsana Katerina, Martzios Panagiotis and Tassou Vassiliki, using the 

CRISPR-Cas9n technology (Fig. 23): 

¶ LMNA Knock-Out 

¶ LBR Knock-Out 

¶ LMNA-LBR Double Knock-Out 

¶ LBR-LMNA Double Knock-Out 

 

 

Figure 23. Schematic representation of the experimental design for the generation of stable 

cell lines (NIH/3T3) that do not express LBR and/or Lamin A/C, using the CRISPR-Cas9n 

gene editing technology. 

 

Two clones from each cell line were studied in experiments that followed the 

cell line construction (LMNA KO1, LMNA KO2, LBR KO1, LBR KO2, LMNA-LBR 

DKO1, LMNA-LBR DKO2, LBR-LMNA DKO1, LBR-LMNA DKO2), along with their 
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respective controls (NIH WT 10% FBS, NIH WT 15% FBS). All six clones that lack 

LBR exhibited a very low growth rate compared to the rest of the clones, and, thus, 

they were cultured in growth medium with a higher FBS concentration (15% FBS). 

This required the additional use of wild-type cells that were being cultured under the 

same conditions as a control for these clones. The successful depletion of Lamin A/C 

and LBR in each case was confirmed by Western blot and immunofluorescence 

experiments with antibodies against the two proteins of interest, while the mRNA levels 

for each protein were also assessed by qRT-PCR. Moreover, the precise deletion 

caused in the LBR and LMNA genes by the CRISPR-Cas9n technology was identified 

using amplicon sequencing. 

The characterization of the single KO and double KO clones started with the 

estimation of their growth rate. LBR KO, LBR-LMNA DKO and LMNA-LBR DKO clones 

appeared to grow slower compared to the LMNA KO clones and the wild-type controls. 

At the same time, the estimation of the mitotic index and the percentage of cells at 

each cell cycle stage (measured by FACS) revealed no significant differences between 

the clones tested. 

The morphology of cells was mainly assessed by indirect immunofluorescence 

experiments, in which antibodies that recognised major components of the nuclear 

periphery were used. The assessment of these samples by confocal microscopy 

revealed alterations in the distribution of proteins located at the nuclear periphery as 

well as of main euchromatic and heterochromatic epigenetic markers. More 

specifically, a significant percentage of cells among the LMNA KO, LMNA-LBR DKO 

and LBR-LMNA DKO cell populations exhibited an uneven distribution of several 

protein markers of the nuclear periphery (all tested markers can be found in Table A6 

in the Appendix section) (Fig. 24 and Fig. 25).  

Concurrent labelling of nuclei with more than one protein revealed a tendency 

for the markers to follow the same pattern of uneven distribution in the affected nuclei. 

This phenotype was called ñasymmetricò and appeared with a higher frequency in the 

LMNA-LBR DKO and LBR-LMNA DKO clones and with a lower frequency in the LMNA 

KO clones, while it was quite rare among the LBR null cells. 
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Figure 24. Indirect Immunofluorescence images of LMNA KO and LMNA-LBR DKO nuclei 

labelled with antibodies against Nups and Lamin B1 (DNA staining: TOPRO-3, scalebar: 5um). 

The DKO nuclei exhibit asymmetric distribution of the two markers tested (by Martzios 

Panagiotis).  

 

Figure 25. Indirect immunofluorescence images of LBR KO and LBR-LMNA DKO nuclei 

labelled with antibodies against Nups and Lamin B1 (DNA staining: TOPRO-3, scalebar: 5um). 

The DKO nuclei exhibit asymmetric distribution of the two markers tested (by Martzios 

Panagiotis). 
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The chromatin markers tested so far showed deviations from their normal 

distribution, that were mostly apparent in the DKO clones. Briefly, the heterochromatin 

proteins HP1Ŭ and HP1ɔ exhibited normal distribution in the single LBR or LMNA KO 

clones, while all the DKO clones (both LMNA-LBR and LBR-LMNA DKO) exhibited a 

decreased number of heterochromatic foci, compared to the respective control cell 

populations (Fig. 26). These were only preliminary observations supported by an 

overall visual assessment of the respective microscopic images, but no quantitative 

data had been obtained at that point.  

 

Figure 26. Indirect immunofluorescence images of LMNA KO and LMNA-LBR DKO nuclei 

labelled with an antibody against HP1Ŭ (DNA staining: TOPRO-3, scalebar: 5um). Asterisks 

mark the nuclei that exhibit a decreased number of heterochromatic foci. Similar observations 

have also been made for the clones that belong to the LBR-LMNA DKO cell line (by Martzios 

Panagiotis). 

 

All these preliminary observations raised more questions regarding the causal 

relationship between loss of LBR and/or LMNA and the nuclear aberrations that had 
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been observed, as well as the way chromatin is affected upon loss of these two major 

heterochromatin tethers of the nuclear periphery. 

 

 

3.1. Loss of LBR and/or Lamin A/C causes abnormal localization of major 

components of the nuclear periphery. 

 

In the context of the present thesis, a thorough morphological analysis of the 

mutant clones was performed by conducting indirect immunofluorescence 

experiments using antibodies that recognize proteins of the nuclear envelope and the 

nuclear periphery.  

Initially, all clones were concurrently labelled with antibodies against the nuclear 

pores and Lap2 (TMPO- Lap2Ŭ, Lap2ɓ, Lap2ɔ isoforms). The antibody used against 

the nuclear pores identifies the Phenylalanin - Glycin repeats (FG-repeats) that are 

present in most of the nucleoporins of the NPC, ensuring that it captures the whole 

complex rather than single nucleoporin molecules. Lap2ɓ and Lap2ɔ are 

transmembrane proteins of the INM whereas Lap2Ŭ is present in the nucleoplasm 

where it interacts with Lamin A. The transmembrane Lap2 isoforms form a 

distinguishable nuclear rim. Thus, as it becomes quite apparent from figures 27 and 

28, Lap2 exhibits asymmetric nuclear envelope localization in the LMNA-LBR and 

LBR-LMNA DKO clones, while this phenomenon is not common among the single LBR 

or LMNA KO and wild-type cells. Nevertheless, the INM parts that seem to lack these 

proteins coincide with the parts of the NE where nuclear pores are also absent, in 

agreement with previous observations by colleagues (Martzios P.), regarding different 

combinations of NE markers.  
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Figure 27. Indirect immunofluorescence images of NIH WT, LMNA KO and LMNA-LBR DKO 

nuclei labelled with antibodies against all three Lap2 isoforms and Nups (DNA staining: 

TOPRO-3, scalebar: 5um). Arrows indicate the parts of the NE from which both Lap2 and the 

NPCs are excluded. 
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Figure 28. Indirect immunofluorescence images of NIH WT, LBR KO and LBR-LMNA DKO 

nuclei labelled with antibodies against all three Lap2 isoforms and Nups (DNA staining: 

TOPRO-3, scalebar: 5um). Arrows indicate the parts of the NE from which both Lap2 and the 

NPCs are excluded. 

. 
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The phenomenon of asymmetric distribution of major components of the 

nuclear periphery, that has been observed with a high frequency in all four LMNA-LBR 

and LBR-LMNA DKO clones, could be attributed to a discontinuity or another type of 

morphological abnormality of the nuclear envelope membrane system. For this 

reason, it was considered useful to also investigate how a protein of the ONM behaves 

upon loss of LBR and/or Lamin A/C. For this purpose, Nesprin 3 was chosen. Nesprin 

3 is a member of the KASH family and participates in the formation of the LINC 

complex. Cells of all clones were concurrently labelled with antibodies against Nesprin 

3 and the nuclear pores, in order to detect the localization of the former in asymmetric 

cells. Interestingly, this protein was also found to frequently exhibit asymmetric 

localization in the LMNA-LBR and LBR-LMNA DKO clones, following the same 

distribution pattern as the NPCs (Fig. 29 and Fig. 30). The uneven distribution of all 

the markers that have been tested so far, regardless of whether they are localized in 

the INM (Lap2), the ONM (Nesprin 3), the nuclear pore membrane (NPCs) or the 

nuclear lamina (B-type lamins), could mean that loss of LBR and Lamin A/C affects 

the total set of membranes that comprise the NE, yet in a way that is still not clear.  
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Figure 29. Indirect immunofluorescence images of NIH WT, LMNA KO and LMNA-LBR DKO 

nuclei labelled with antibodies against Nesprin 3 and Nups (DNA staining: TOPRO-3, scalebar: 

5um). Arrows indicate the parts of the NE from which both Nesprin 3 and the NPCs are 

excluded. 
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Figure 30. Indirect immunofluorescence images of NIH WT, LBR KO and LBR-LMNA DKO 

nuclei labelled with antibodies against Nesprin 3 and Nups (DNA staining: TOPRO-3, scalebar: 

5um). Arrows indicate the parts of the NE from which both Nesprin 3 and the NPCs are 

excluded. 
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In order to further validate the existence of cells with asymmetric nuclei within 

the LMNA-LBR and LBR-LMNA DKO cell populations, all clones were stained with an 

antibody that recognizes Lamin B2, a major component of the nuclear lamina and a 

common marker of the nuclear periphery, that was previously found to be 

asymmetrically localized with a higher frequency in the DKO clones (Fig. 31 - 34). 

Then, the number of cells that exhibited the symmetric and asymmetric nuclear 

phenotype was determined for a total of 700 cells per clone, in 3 independent 

experiments, and the respective percentiles were calculated. The quantitative data 

obtained confirmed the visual observations of the asymmetries, with the latter being 

very frequent among the LMNA-LBR and LBR-LMNA DKO cell populations, while a 

small percentage of cells found within the LMNA KO clones was also asymmetric. In 

more details, 5% and 8% of the nuclei in the LMNA KO1 and LMNA KO2 cell 

populations, respectively, were found to be asymmetric, while this percentage reached 

24.6% in the LMNA-LBR DKO1 clone, 12.6% in the LMNA-LBR DKO2 clone, 20.9% 

in the LBR-LMNA DKO1 clone and 13.4% in the LBR-LMNA DKO2 clone (Fig. 35). All 

differences between the tested clones and their respective controls were statistically 

significant (Table A1, Appendix). This was in agreement with previous quantification 

experiments performed by other members of the lab (Soupsana Katerina and Martzios 

Panagiotis). 
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Figure 31. Indirect immunofluorescence images of NIH wild type and LMNA KO nuclei labelled 

with an antibody against Lamin B2 (DNA staining: TOPRO-3, scalebar: 15um).   
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Figure 32. Indirect immunofluorescence images of NIH wild type and LBR KO nuclei labelled 

with an antibody against Lamin B2 (DNA staining: TOPRO-3, scalebar: 15um). 
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Figure 33. Indirect immunofluorescence images of NIH WT, LMNA KO and LMNA-LBR DKO 

nuclei labelled with an antibody against Lamin B2 (DNA staining: TOPRO-3, scalebar: 15um). 

Asterisks mark the nuclei that exhibit an asymmetric distribution of Lamin B2 in the nuclear 

periphery. 
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Figure 34.  Indirect immunofluorescence images of NIH WT, LBR KO and LBR-LMNA DKO 

nuclei labelled with an antibody against Lamin B2 (DNA staining: TOPRO-3, scalebar: 15um). 

Asterisks mark the nuclei that exhibit an asymmetric distribution of Lamin B2 in the nuclear 

periphery. 
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Figure 35.  Percentiles of cells displaying symmetric and asymmetric localization of Lamin B2 

in the following cell populations: (A) NIH WT (10% FBS), LMNA KO1, LMNA KO2, LMNA-LBR 

DKO1, LMNA-LBR DKO2, and (B) NIH WT (15% FBS), LBR KO1, LBR KO2, LBR-LMNA 

DKO1, LBR-LMNA DKO2. 700 cells (3 independent experiments) have been measured for 

each clone tested. All the differences between the mutant clones and their respective controls 

are statistically significant (***: p<0.001). 
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3.2. Overexpression of at least one of Lamin A/C or Lamin B1 or LBR is not 

sufficient to reverse the abnormal distribution of major components of the 

nuclear periphery observed in the double-knockout cells. 

 

In 2014 a scientific study by Guo et al. provided evidence that when the protein 

levels of each lamin alone are sufficiently high, the respective lamin can form an NL 

meshwork that is able to maintain the normal distribution of NPCs on the INM (Guo et 

al., 2014). Following these observations, other members of our lab (Martzios P.) 

carried out ectopic expression of either Lamin A/C, or Lamin B1, or LBR in all of the 

LMNA-LBR and LBR-LMNA double-knockout clones. These lines were transfected 

with the following plasmids: pEGFPN2-huLMNA (Fig. 17), pEGFPN3-huLMNB1 (Fig. 

18) and pEGFPN2-mLBR (Fig. 19). 24 hours post-transfection cells were labelled with 

antibodies against the NPCs in order to investigate whether the asymmetric phenotype 

could be rescued. Interestingly, the overexpression of neither of these nuclear lamina 

components appeared to be sufficient to reverse the phenotype. In fact, even the 

proteins that were overexpressed in each case presented an uneven distribution in the 

nuclear periphery, which coincided with the one observed for the NPCs.  

The incidence of cells in which the ectopically expressed proteins followed a 

normal distribution pattern, while the NPCs did not, could imply that cells might need 

more than 24 hours to fully reverse the abnormal phenotype. For this reason, we 

conducted another series of experiments, in which cells expressed the constructs 

mentioned above for 48 hours before being examined. These experiments provided 

no evidence on further phenotype reversal, since, even after 48 hours of Lamin A/C or 

Lamin B1 or LBR overexpression, cells with an asymmetric distribution of these 

proteins as well as of the NPCs were still present in all four double-knockout clones.  

 

 



ту 
 

 

Figure 36. Indirect immunofluorescence images of NIH WT (10% FBS), LMNA KO and LMNA-

LBR DKO nuclei of cells that overexpress pEGFPN2-huLMNA and are labelled with an 

antibody against Nups (DNA staining: TOPRO-3, scalebar: 5um). Arrows indicate the parts of 

the nuclear envelope where neither of Lamin A/C nor the NPCs are present. 
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Figure 37. Indirect immunofluorescence images of NIH WT (15% FBS), LBR KO and LBR-

LMNA DKO nuclei of cells that overexpress pEGFPN2-huLMNA and are labelled with an 

antibody against Nups (DNA staining: TOPRO-3, scalebar: 5um). Arrows indicate the parts of 

the nuclear envelope where neither of Lamin A/C nor the NPCs are present. 
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Figure 38. Indirect immunofluorescence images of NIH WT (10% FBS), LMNA KO and LMNA-

LBR DKO nuclei of cells that overexpress pEGFPɁ2-mLBR and are labelled with an antibody 

against Nups (DNA staining: TOPRO-3, scalebar: 5um). Arrows indicate the parts of the 

nuclear envelope where neither of Lamin A/C nor the NPCs are present. 
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Figure 39. Indirect immunofluorescence images of NIH WT (10% FBS), LBR KO and LBR-

LMNA DKO nuclei of cells that overexpress pEGFPɁ2-mLBR and are labelled with an 

antibody against Nups (DNA staining: TOPRO-3, scalebar: 5um). Arrows indicate the parts of 

the nuclear envelope where neither of Lamin A/C nor the NPCs are present. 
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Figure 40. Indirect immunofluorescence images of NIH WT (10% FBS), LMNA KO and LMNA-

LBR DKO nuclei of cells that overexpress pEGFPN3-huLMNB1 and are labelled with an 

antibody against Nups (DNA staining: TOPRO-3, scalebar: 5um). Arrows indicate the parts of 

the nuclear envelope where neither of Lamin A/C nor the NPCs are present. 
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Figure 41. Indirect immunofluorescence images of NIH WT (10% FBS), LBR KO and LBR-

LMNA DKO nuclei of cells that overexpress pEGFPN3-huLMNB1 and are labelled with an 

antibody against Nups (DNA staining: TOPRO-3, scalebar: 5um). Arrows indicate the parts of 

the nuclear envelope where neither of Lamin A/C nor the NPCs are present. 

 

 

The asymmetric phenotype was more apparent when the maximum projection 

mode of the LASX software was used, which allows the visualization of the whole 

surface of the nucleus and not only its equatorial plate (Fig. 36 ï 41). From the figures 

above it becomes clear that the ectopic expression of at least one of the Lamin A/C, 
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Lamin B1 or LBR fails to reverse the asymmetric phenotype that is frequently observed 

among nuclei of the DKO cell populations. In fact, nuclei that exhibit whole parts of the 

nuclear envelope that are emptied of nuclear pores as well as the protein that is 

overexpressed in each case were still present in all LMNA-LBR DKO and LBR-LMNA 

DKO clones. This finding does not agree with what was proposed by Guo et al. and it 

could imply that the aberrations caused upon loss of LBR and Lamin A/C are quite 

severe and might include the irreversible disruption of the membranes of the nuclear 

envelope. 

 

3.3. The number of heterochromatic foci is decreased upon combinatorial loss 

of LBR and Lamin A/C 

 

One feature that characterizes interphase nuclei of murine cells is the existence 

of foci of heterochromatic nature, which are dispersed throughout the nucleoplasm. 

These foci are called chromocenters and are the result of centromeric and 

pericentromeric heterochromatin coalescence (Saksouk et al., 2015). Former 

members of the lab (Soupsana K. and Martzios P.) observed that cells which are 

depleted for both Lamin A/C and LBR exhibit nuclei with a decreased number of 

heterochromatic foci compared to single LBR or LMNA knockout and wild type cell 

populations.  

To further validate these observations, the number of heterochromatic foci per 

nucleus was calculated for a total of 60 cells per clone in 3 independent experiments. 

From the violin plots in figures 42 and 43 it becomes quite clear that, even though the 

number of foci per nucleus is not affected upon loss of LBR or Lamin A/C alone, there 

is a noticeable difference between the number of foci in nuclei that lack both proteins 

(LMNA-LBR DKO and LBR-LMNA DKO) and that of their respective controls. Not only 

the mean values were different between the clones that were compared, but also the 

distribution of data points around the mean was altered. These differences were 

assessed by statistical analysis and were all found to be statistically significant (Table 

A2, Appendix).  
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Figure 42. Violin plots depicting the number of heterochromatic foci per nucleus for the 

following cell populations: NIH WT (10% FBS), LMNA KO1, LMNA KO2, LMNA-LBR DKO1, 

LMNA-LBR DKO2. The decrease in the number of foci per nucleus in LMNA-LBR DKO1 and 

LMNA-LBR DKO2 compared to LMNA KO1 is statistically significant (***: p<0.001). 

 

 

Figure 43. Violin plots depicting the number of heterochromatic foci per nucleus for the 

following cell populations: NIH WT (15% FBS), LBR KO1, LBR KO2, LBR-LMNA KO1, LBR-

LMNA DKO2. The decrease in the number of foci per nucleus in LBR-LMNA DKO1 and LBR-

LMNA DKO2 compared to LBR KO1 is statistically significant (***: p<0.001). 
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The presence of nuclei with fewer heterochromatic foci among the LMNA-LBR 

DKO and LBR-LMNA DKO cell populations implies an impairment of the mechanisms 

that maintain chromatin architecture of interphase nuclei. In fact, such nuclei resemble 

the inverted nuclei of the rod cells of nocturnal mammals (Solovei et al., 2009). This 

could mean that loss of both LBR and Lamin A/C may lead to the partial merging of 

heterochromatic foci, but is not sufficient for the complete chromatin inversion. 

 

 

3.4. Loss of LBR and/or Lamin A/C does not cause any irregularities regarding 

chromatin architecture and dynamics. 

 

  The decreased number of foci observed in the DKO clones is in agreement 

with the fact that Lamin A/C and LBR have been repeatedly associated with the 

regulation and maintenance of the chromatin landscape. For this reason, it was 

decided to investigate whether there are any alterations in chromatin organization and 

dynamics upon loss of Lamin A/C and/or LBR. In order to assess the possibility of such 

alterations, the distribution of the epigenetic marker H3K9me3 was studied by indirect 

immunofluorescence, while a full series of Fluorescence Recovery After 

Photobleaching (FRAP) experiments were also conducted. For the purposes of these 

experiments, cells from all the clones tested were transiently transfected with the 

plasmid pPycagip-eGFP-huHP1Ŭ (Fig. 20). HP1Ŭ is enriched in the heterochromatic 

foci of murine cell nuclei and its mobility and dynamics would serve as an indicator of 

the heterochromatin condensation. At the same time, H3K9me3, which is one of the 

epigenetic markers HP1a recognizes and binds, would allow the observation of any 

irregularities in chromatin organization upon loss of LBR and/or Lamin A/C.  

 

3.4.1. Assessing the chromatin landscape using H3K9me3 as a heterochromatin 

marker. 

 

For the investigation of any potential irregularities regarding the chromatin 

landscape, cells from all the clones examined were transiently transfected with the 
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plasmid pPycagip-eGFP-huHP1Ŭ (Fig. 20) and, 24 hours post transfection, they were 

labelled with an antibody that recognizes H3K9me3. Assessment of the samples by 

confocal microscopy (Fig. 44 ï 47) did not reveal any visually observable alterations 

regarding the levels or localization pattern of H3K9me3 in any of the LMNA KO, LBR 

KO, LMNA-LBR DKO and LBR-LMNA DKO clones, when they were compared with 

their respective controls. The epigenetic marker was found to be present in the entire 

nucleoplasm with an enrichment in the chromocenters and the nuclear periphery, in 

agreement with the distribution pattern of HP1Ŭ-eGFP in all the clones tested. Since 

no conclusion about how the loss of the two peripheral HC tethers may affect the 

chromatin landscape could be drawn from this experiment, we proceeded to the 

assessment of HP1Ŭ dynamics at the level of heterochomatic foci, using the FRAP 

assay. 

 

Figure 44. Indirect immunofluorescence images of NIH WT (10% FBS), LMNA KO1 and LMNA 

KO2 nuclei of cells that overexpress HP1a-GFP, labelled with an antibody against H3K9me3 

(DNA staining: DAPI, scalebar: 3um).    
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Figure 45. Indirect immunofluorescence images of NIH WT (15% FBS), LBR KO1 and LBR 

KO2 nuclei of cells that overexpress HP1a-GFP, labelled with an antibody against H3K9me3 

(DNA staining: DAPI, scalebar: 3um).    

 






























































































































