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1.0 Abstract 
 
Attraverso il sequenziamento completo dell’esoma di tumori ipofisari e in 
particolare adenomi secernenti GH (growth hormone) questo lavoro ha come 
obiettivo quello di valutare il coinvolgimento del cAMP nella proliferazione 
somatotropica. In particolare, l’analisi delle alterazioni del numero di copie, 
eseguita in seguito al sequenziamento dell’esoma, ha evidenziato come SCNAs 
(somatic copy number alterations) generalmente rare negli adenomi ipofisari, siano 
invece frequenti negli adenomi secernenti-GH. Inoltre SCNA di singoli geni 
sembra interessino effettivamente, nei somatotropinomi, geni correlati a vie di 
segnalazione del cAMP.  
Essendo i somatotropinomi altamente sensibili al cAMP si è ipotizzato che una 
deregolazione delle vie di segnalazione del cAMP potesse essere correlata al danno 
al DNA e che questo fosse accoppiato alla sovrapproduzione di GH. Relativamente 
a questo, gli autori hanno dimostrato che il processo di riparazione del danno al 
DNA correlato al cAMP è significativamente compromesso negli adenomi ipofisari 
che secernono GH. È stato dimostrato in normali cellule ipofisarie primarie di topo 
e in vivo che andando a stimolare la produzione di cAMP è possibile rilevare un 
incremento della produzione di GH e conseguenti danni al DNA. Allo stesso tempo 
andando ad inibire la produzione di cAMP si ha una riduzione del danno al DNA 
oltre che dei livelli dell’ormone della crescita e questo sembra confermare che 
l’attivazione costitutiva delle vie segnalazione del cAMP svolge un ruolo 
importante nello sviluppo dei somatotropinomi e nella secrezione dell’ormone della 
crescita (GH), ma è anche a sua volta correlabile all’aumento di SCNAs 
caratteristiche degli adenomi secernenti-GH. 
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2.0 Introduzione 
 
2.1 Adenoma ipofisario 
L’adenoipofisi costituisce la porzione anteriore della ghiandola pituitaria mentre 
quella posteriore è detta neuroipofisi. L’ipofisi è responsabile del controllo della 
secrezione ormonale dell’intero organismo attraverso la produzione di diversi 
ormoni (ACTH, TSH, GH, PRL, LH e FSH). 
Gli adenomi ipofisari, recentemente riclassificati dall’Organizzazione Mondiale 
della Sanità in “tumori ipofisari neuroendocrini” (PitNET – pituitary 
neuroendocrine tumors), vengono definiti come tumori benigni a carico 
dell’adenoipofisi [1]. Gli adenomi ipofisari hanno una prevalenza di 1 su 1000 
individui e l’incidenza di adenomi secernenti GH è compresa tra il 9% e il 14%. 
Essi costituiscono circa il 15% di tutti i tumori cerebrali e, in alcuni casi, tumori più 
aggressivi possono invadere anche le strutture circostanti e riformarsi anche in 
seguito ad operazioni di rimozione. Vengono in realtà definiti come tumori 
invariabilmente benigni poiché tra i tumori ipofisari maligni sono generalmente 
compresi solamente casi di metastasi craniospinale o metastasi diffusa anche in siti 
lontani ma si tratta di eventi piuttosto rari.  Gli adenomi possono essere 
“funzionanti” (secernenti ormoni) e “non funzionanti”. Anche le dimensioni del 
tumore contribuiscono alla sua classificazione, è possibile infatti distinguere 
microadenomi (dimensioni inferiori ad 1 cm) e macroadenomi (dimensioni 
maggiori di 1 cm) [2]. 
 
2.2 Patogenesi degli adenomi somatotropi 
Per quanto riguarda la patogenesi degli adenomi somatotropi, la deregolazione del 
cAMP sembra essere uno dei fattori più rilevanti. A supporto di ciò, vengono presi 
in considerazione altri studi in cui viene riportato il ruolo chiave svolto dal cAMP 
in sindromi genetiche rare correlate a tumori ipofisari o ipersecrezione endocrina. 
Tra queste è presente la Sindrome di Carney, una rara neoplasia endocrina multipla 
causata nella maggior parte dei casi da difetti del gene PRKAR1A. Difetti che 
portano all’inattivazione di PRKAR1A causano infatti anomalie nelle vie di 
segnalazione del cAMP e conseguente sviluppo di tumori endocrini e non endocrini 
tra cui anche adenomi somatotropi secernenti GH [3]. La sindrome di McCune-
Albright è invece una malattia rara che ha tra le conseguenze anche ipersecrezione 
delle ghiandole endocrine. Anche in questo caso una mutazione somatica nei tessuti 
colpiti porta ad attivazione della via di trasduzione del segnale che genera cAMP 
[4]. Inoltre, gli stessi autori avevano in precedenza dimostrato l’elevata sensibilità 
al cAMP per quanto riguarda proliferazione e produzione di GH negli adenomi 
secernenti GH. Nel caso specifico dei somatotropinomi è dimostrato che 
l’attivazione delle vie dipendenti dal cAMP genera segnali proliferativi, a 
differenza delle cellule ipofisarie di altro tipo dove il suo effetto rimane ancora 
incerto [5]. 
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Per quanto riguarda la secrezione di GH è stato preso in considerazione il fattore di 
rilascio dell’ormone della crescita GH (GHRH) ed è stato ipotizzato che le 
mutazioni attivanti il recettore per il GHRH potessero verificarsi in un sottoinsieme 
di tumori ipofisari caratterizzati da iperproduzione di GH. Il GHRH è un ormone 
rilasciato dall’ipotalamo ed agisce sulle cellule somatotrope dell’adenoipofisi 
legandosi a recettori accoppiati a proteine G rappresentando il principale regolatore, 
per quanto riguarda la stimolazione, della secrezione di GH. Il legame di GHRH ai 
recettori accoppiati a proteine G determina un aumento di cAMP, tuttavia, le analisi 
di una serie di campioni hanno mostrato che nessuna variante del recettore per il 
GHRH è associata ad elevazione basale del cAMP e che le risposte indotte da 
GHRH sono variabili ed inoltre sembrano essere rare le mutazioni che attivano 
costitutivamente il recettore [6]. 
Per quanto riguarda un ulteriore segno distintivo di questi adenomi ipofisari, 
l’aneuploidia, essa è stata associata all’aumento dell’espressione dell’oncogene 
PTTG. Il gene di trasformazione del tumore ipofisario (PTTG) è una securina 
isolata da linee cellulari tumorali ipofisarie e presenta le caratteristiche di un 
protoncogene, un gene che se attivato in maniera impropria da eventi mutazionali 
può portare alla trasformazione di una cellula fino alla formazione di tumori. Gli 
studi riguardanti l’oncogene PTTG, tramite clonazione ed ibridazione in situ, 
mostrano la sua espressione in adenomi ipofisari non funzionanti ma non a livello 
del normale tessuto ipofisario. Inoltre, l’abbondanza di PTTG è un marcatore 
molecolare per l’invasività nei tumori ipofisari secernenti l’ormone e ciò suggerisce 
che il gene PTTG possa svolgere un ruolo nella patogenesi del tumore. È stato 
quindi verificato che PTTG causa aneuploidia, ovvero la mancata degradazione di 
questo gene o un suo eccessivo accumulo in seguito a sovraespressione inibisce la 
progressione della mitosi e la segregazione cromosomica [7]. 
La formazione dell’adenoma può dunque derivare dall’attivazione di oncogeni o 
dall’inattivazione di oncosoppressori. Come conseguenza del danno al DNA e 
dell’instabilità del genoma può verificarsi una perdita di eterozigosi ma soprattutto 
si possono avere variazioni del numero di copie, segno che distingue i 
somatotropinomi dagli altri adenomi ipofisari. 
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3.0  Materiali e metodi 
 
3.1 Sequenziamento dell’intero esoma e analisi di SCNA e sgSCNA 
Per poter condurre il sequenziamento completo dell’esoma di adenomi ipofisari, 
sono stati raccolti campioni di sangue da pazienti sottoposti ad intervento chirurgico 
per la rimozione di un adenoma ipofisario. Nello specifico, dai campioni ottenuti è 
stato separato lo strato leucocitario-piastrinico per poi procedere con la 
conservazione a -80°C. Dopo l’asportazione, i frammenti di adenoma ottenuti sono 
stati invece collocati in un’apposita soluzione per la stabilizzazione (RNAlaterTM) 
prima di essere conservati a -80°C.  
I campioni ottenuti includevano gonadotropinomi non secernenti (n = 61), cellule 
linfocitarie prive di marcatori (n = 29) e adenomi corticotropi silenti (n = 8), oltre a 
adenomi corticotropi (n = 10), prolattinomi (n = 16) e somatotropinomi (n = 35).  
Gonadotropinomi e cellule linfocitarie prive di marcatori sono stati inseriti 
indistintamente in un'unica categoria tra gli adenomi non secernenti a causa del loro 
fenotipo clinico simile. Tuttavia, gli adenomi corticotropi silenti sono stati 
mantenuti come un gruppo distinto, poiché non era ancora chiaro il loro 
comportamento.  
 
Dai tessuti e dai campioni di sangue raccolti è stato estratto il DNA mediante 
apposito kit QIAGEN e successivamente è stato amplificato tramite LM-PCR 
(Ligation-Mediated PCR), purificato e ibridato e successivamente sequenziato. 
La LM-PCR è una tecnica di analisi genomica che permette, in tempi brevi di 
determinare la presenza e la riparazione di danni nella sequenza del DNA.   
Sui campioni raccolti sono stati quindi condotti sequenziamento e analisi dei geni. 
In particolare, tramite il WES che verrà discusso in seguito, sono state eseguite tutte 
le analisi fondamentali come rilevamento di SNVs (single nucleotide variations), 
ovvero variazioni di singoli nucleotidi all’interno della sequenza del DNA, analisi 
di possibili mutazioni/ricombinazioni dovute ad eventi di inserzione o delezione 
nella sequenza genomica (InDel) e SCNA, alterazioni del numero di copie.  
 
3.2 WES (Whole Exome Sequencing) 
Per il DNA dei campioni raccolti è stata dunque condotta un’analisi di tipo WES, 
la quale permette di analizzare l’intero esoma, ovvero tutte le regioni esoniche 
codificanti proteine all’interno del genoma. Una volta ottenuti i dati derivanti dal 
sequenziamento dell’esoma sono stati presi in considerazione gli SCNA dal 
momento che rappresentano una caratteristica distintiva degli adenomi secernenti 
GH e sono appunto correlati al fenotipo clinico. Gli SCNA sono stati identificati 
mediante l’analisi del numero di copie effettuata grazie al Genome Analysis Toolkit 
(GATK). In particolare, i rapporti del numero di copie dei campioni di adenoma 
sono stati calcolati confrontandoli ad un pannello di controllo creato sulla base dei 
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corrispondenti campioni di DNA genomico derivanti dal sangue intero della coorte 
inizialmente selezionata.  
 
Dal momento che erano presenti SCNA di grandi dimensioni a livello del braccio 
cromosomico dei cromosomi da 1 a 22 ma non dei cromosomi sessuali, sono stati 
ricalcolati i rapporti del numero di copie tenendo conto di questa osservazione e 
correggendo i valori per evitare uno spostamento complessivo. 
Sulla base dei valori ottenuti mediante l’analisi degli SCNA, i vari campioni di 
adenoma sono stati dunque suddivisi secondo un ulteriore parametro, ovvero il 
grado (basso, medio, alto) di variazione del numero di copie. Questa suddivisione 
è stata fatta allo scopo di verificare possibili correlazioni tra il grado di SCNA e le 
caratteristiche fenotipiche dell’adenoma. In particolare, sono state analizzate le 
mutazioni a carico di GNAS, locus genico molto importante nell’uomo in quanto il 
suo principale prodotto è la subunità Gs-α, un elemento chiave della via di 
trasduzione del segnale del cAMP associata a proteine G. 
In seguito, sono stati identificate e isolate le sgSCNA, ovvero alterazioni del 
numero di copie all’interno di un singolo gene, andando a filtrare i geni 
che soddisfacevano determinati criteri quali la delezione assoluta di SCNA o 
amplificazione del rapporto di numero di copia e sono invece state escluse le 
sgSCNA che apparivano soltanto in un adenoma. 
Anche il sequenziamento dell’intero genoma (WGS) ha riportato dei rapporti del 
numero di copie sostanzialmente molto simili a quelli ottenuti precedentemente 
tramite WES. 
 
3.3 Colture di cellule ipofisarie primarie di topo.  
Considerata la non disponibilità di linee cellulari ipofisarie umane normali e la 
possibilità che nel tessuto ipofisario ricavabile da analisi autoptiche si verifichino 
cambiamenti post-mortem precoci dovuti a stress, infiammazione e apoptosi, che 
potrebbero causare danni al DNA e influenzare quindi l’interpretazione dei dati, per 
valutare i fattori scatenanti il danno al DNA sono state utilizzate colture di cellule 
ipofisarie primarie di topo. 
Nello specifico, le cellule utilizzate appartengono a ghiandole ipofisarie di topi 
maschi C57BL/6 di quattro mesi sacrificati utilizzando isoflurano e anidride 
carbonica. Per verificare e convalidare gli esperimenti riguardanti questo studio è 
stato utilizzato un numero totale di 710 topi.  
Ogni ghiandola ipofisaria ha prodotto circa 1,5 milioni di cellule vitali. Per i diversi 
esperimenti effettuati (Western blot, ELISA, qRT-PCR e saggio della cometa) sono 
state utilizzate un numero variabile tra 0,3 e 2,5 milioni di cellule per ciascun 
pozzetto in piastre da 12, 24, 48 o 96 pozzetti.  
  
Sulle colture cellulari ottenute dalle ghiandole ipofisarie di topo sono stati quindi 
eseguiti tutta una serie di esperimenti  volti ad indagare gli effetti dell’aumento dei 
livelli di cAMP. Per aumentare il livello intracellulare di cAMP, le cellule sono 
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state trattate sia con forskolina sia con un analogo a lunga durata d’azione del fattore 
di rilascio di GH (CJC-1295). Al fine di riprodurre anche i bassi livelli di mRNA 
della fosfodiesterasi 4 (PDE4) già osservati nei somatotropinomi, caratteristica che 
differenzia questi adenomi da gonadotropinomi e prolattinomi, le colture sono state 
trattate anche con rolipram, un inibitore della fosfodiesterasi IV ovvero un enzima 
che catalizza il metabolismo del cAMP.  
Per mimare invece la riduzione della secrezione di GH e osservarne gli effetti, è 
stato utilizzato l’octreotide, un peptide sintetico analogo della somatostatina, che 
viene utilizzato per trattare l’acromegalia causata da adenomi ipofisari secernenti 
GH. Nello specifico, l’octreotide reduce la secrezione di GH da parte degli adenomi 
secernenti andando ad inibire l’adenilato ciclasi e riducendo quindi i livelli di 
cAMP.  
Quindi le cellule ipofisarie primarie di topo in un primo momento sono state trattate 
con due dosaggi differenti di CJC-1295 al fine di incrementare i livelli dell’ormone 
GH. Successivamente l’azione di CJC-1295 è stata attenuata mediante l’utilizzo 
appunto di octreotide. 
Il danno al DNA correlato è stato misurato tramite il comet assay mentre 
esperimenti Western Blot hanno permesso di rilevare i livelli di H2AX, istone la 
cui fosforilazione risulta centrale nella riparazione del danno al DNA. L'H2AX 
fosforilato (γH2AX) è infatti considerato un biomarcatore sensibile precoce per la 
genotossicità e per il monitoraggio del danno al DNA. 
 
Il protocollo seguito per il comet assay prevedeva l’utilizzo del kit di analisi 
OxiSelect. 
Il comet assay permette, in tempi relativamente brevi, di rilevare eventuali rotture 
della doppia elica del DNA. Viene utilizzato un gel di agarosio nel quale le cellule 
vengono prima incorporate mediante l’utilizzo di un vetrino. Successivamente le 
cellule vengono lisate con un detergente ad alto contenuto di sale al fine di ottenere 
nucleotidi legati alla matrice nucleare e contenenti superavvolgimenti. Viene 
condotta quindi un’elettroforesi a valori piuttosto alti di pH al termine della quale 
risultano visibili una serie di strutture che vengono poi osservate attraverso 
microscopia a fluorescenza che permette di quantificare il numero di rotture del 
DNA in relazione all’intensità della fluorescenza prodotta dalla “coda” della 
struttura rispetto alla sua “testa”. Questo fenomeno accade molto probabilmente 
perché i nucleotidi che presentano delle rotture all’interno della sequenza di DNA 
perdono il superavvolgimento e si estendono liberamente. 
 
Il Western Blot è invece un metodo che permette di effettuare un’analisi 
quantitativa delle proteine presenti all’interno di un determinato campione. Questa 
tecnica si basa sul rilevamento selettivo di uno specifico antigene trasferito e fissato 
su una membrana di nitrocellulosa in seguito alla separazione e lisi delle proteine 
mediante elettroforesi su gel di poliacrillamide.  
 



 11 

In seguito al trattamento delle colture cellulari con forskolina, CJC-1295, rolipram, 
octreotide o combinazioni di essi, sono state eseguite delle misurazioni dei livelli 
di ormoni  tramite saggio ELISA (Enzyme-Linked Immunosorbent Assay). In questo 
caso i campioni analizzati erano costituiti da sangue cardiaco raccolto in vivo e 
successivamente lasciato a coagulare a temperatura ambiente e centrifugato.  
Il saggio ELISA permette infatti di rilevare anche quantità relativamente piccole 
dell’ormone in un campione. Vengono infatti utilizzati antigeni e anticorpi legati 
ad enzimi al fine di rilevare le molecole prese in esame. 
 
3.4 Studi in vivo 
Riguardo agli studi in vivo, gli stessi topi (C57BL/6 di quattro mesi) sono stati 
trattati con PBS (n = 15) e CJC-1295 (n=16) per 3 volte a settimana per un totale di 
8 settimane e non sono stati riscontrati effetti collaterali.Dopo averli sacrificati sono 
stati ricavati dei campioni di sangue cardiaco dai quali è stato separato il siero.  
 
Il peso delle ghiandole ipofisarie è stato misurato per 9 topi trattati con PBS e 10 
trattati con CJC-1295. Sempre dalla coorte complessiva, sono stati selezionati 
alcuni campioni per misurare il livello di danno al DNA e nello specifico il Western 
Blot per le singole ghiandole ipofisarie è stato eseguito su campioni di 6 topi trattati 
con PBS e 8 topi trattati con CJC-1295 come descritto sopra.  
Una ghiandola ipofisaria relativa al gruppo di topi trattati con PBS è stata però in 
seguito scartata in quanto aveva riportato valori anomali a causa di un aumento dei 
livelli di γH2AX ed era per questo motivo non attendibile.  
Sono stati poi selezionati casualmente altri 6 topi per andare ad osservare e 
quantificare il danno al DNA mediante comet assay. In particolare, le ghiandole 
ipofisarie sono state lavate con PBS freddo e le cellule sono state disperse e filtrate 
e risospese nuovamente. Come riportato in precedenza il comet assay è stato 
condotto mediante l’utilizzo del kit OxiSelect. 
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4.0 Risultati 
 
4.1 Sequenziamento completo del genoma e determinazione di SCNAs 
Il sequenziamento completo dell’esoma (WES) della coorte comprendente un totale 
di 159 adenomi ipofisari ha riportato un grado di mutazione relativamente basso. Il 
numero di mutazioni rilevate infatti è stato di 689 SNVs e solo 31 mutazioni di tipo 
InDel (insertions/deletions); i geni mutati sono apparsi solamente una volta in quasi 
la totalità dei casi (90.4%). Nonostante questo potesse far supporre un andamento 
simile per tutti i diversi adenomi ipofisari, i somatotropinomi hanno mostrato una 
serie di caratteristiche singolari. In contrasto con la bassa percentuale di mutazioni 
riscontrata, è stato visto che le alterazioni del numero di copie (SCNA) risultavano 
molto più frequenti negli adenomi secernenti dimostrando come queste sono un 
effettivo segno distintivo a livello genomico in particolare dei somatotropinomi e 
lo stesso risultato è stato ottenuto anche mediante il sequenziamento dell’intero 
genoma (WGS). Il sequenziamento del genoma ha dimostrato che nei 
somatotropinomi le alterazioni del numero di copie (SCNA) sono inoltre associate 
anche a mutazioni del gene GNAS. In particolare, negli adenomi in cui sono state 
riscontrate mutazioni a carico di questo locus genico implicato nella via di 
trasduzione del cAMP e la cui deregolazione è uno dei fenomeni che influenzano 
la patogenesi dei somatotropinomi, il livello di SCNA rilevato è sempre di grado 
medio.   
 
4.2 Stimolazione del cAMP e danno al DNA nelle cellule ipofisarie di topo 
Al fine di riassumere gli effetti di fattori stimolanti il rilascio ormonale a livello 
dell’ipotalamo come ad esempio il fattore di rilascio dell’ormone della crescita GH 
(GHRH),  le colture di cellule ipofisarie primarie di topo sono state trattate con 
forskolina, che ha, come previsto, aumentato il livello di cAMP intracellulare e 
conseguentemente anche di GH. Inoltre, in seguito a l’ulteriore aggiunta di rolipram 
(inibitore fosfodiesterasico utile a mimare i bassi livelli di mRNA di PDE4 
riscontrati nei somatotropinomi) i livelli di GH sono stati ulteriormente aumentati. 
In seguito, sono stati condotti quindi una serie di saggi al fine di rilevare un 
possibile danno del DNA associato all’aumento di cAMP. 
È stato preso in considerazione inizialmente l’istone H2AX che è considerato un 
biomarcatore precoce della genotossicità ed è per questo utilizzato per lo studio del 
danno al DNA. H2AX viene infatti fosforilato a livello di un residuo di serina 
(γH2AX) immediatamente in seguito a danni al DNA. Questo istone, una volta 
fosforilato in risposta al danno, si rilassa permettendo l’attracco di proteine 
coinvolte nella riparazione della rottura della doppia elica. I livelli di γH2AX, come 
previsto, hanno continuato ad aumentare in relazione all’introduzione di forskolina 
nei primi 30 minuti di trattamento rimanendo elevato per ulteriori 90 minuti e 
questo suggerisce una possibile stimolazione acuta delle vie di segnalazione 
correlate al danno al DNA. Tuttavia, il trattamento con rolipram non ha 
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ulteriormente rafforzato l’azione della forskolina. Anche a distanza di 16 ore 
dall’inizio del trattamento con forskolina è stato registrato un continuo aumento dei 
livelli di γH2AX. I risultati appena discussi sono riassunti nella Figura 1. 
 

 
Fig.1 Nell’immagine sono riportati i risultati in seguito al trattamento delle colture 
cellulari con forskolina e rolipram. Nel primo pannello (A) sono riportate le 
concentrazioni di GH in seguito al trattamento con il solo veicolo (V), 10 μM forskolina 
(FSK), combinazione di 10 μM forskolina e 1 μM rolipram (FSK + RLP), oppure 1 μM 
rolipram. Nel secondo pannello (B) sono riportati i risultati ottenuti dal Western Blot 
effettuato per misurare le variazioni dei livelli di γH2AX (riportate in rapporto alla 
quantità totale di H2AX dopo 16 ore di trattamento).  
 
 
 
Un ulteriore metodo particolarmente efficace nella misurazione del danno al DNA 
nelle singole cellule è il comet assay. Come è possibile dedurre osservando la 
Figura 2, questo saggio ha confermato quanto visto con H2AX dimostrando quindi 
l’effettiva importanza di questo istone come biomarcatore del danno al DNA e di 
conseguenza ha ulteriormente rafforzato l’ipotesi secondo cui l’aumento del cAMP 
intracellulare è direttamente correlato al danno al DNA.  
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Fig. 2 Nell’immagine sono riportati i risultati del comet assay sempre in seguito ai 
trattamenti con il solo veicolo (V), forskolina (FSK), combinazione di forskolina e 
rolipram (FSK + RLP), oppure rolipram. 
 
 
Dal momento che, come già dimostrato in precedenza, GHRH, il fattore di rilascio 
di GH a livello dell’ipotalamo, induce un aumento di cAMP e dal momento che era 
già stato precedentemente dimostrato che i recettori per GHRH sono molto più 
frequentemente espressi nei somatotropinomi rispetto a prolattinomi o 
gonadotropinomi, le colture cellulari sono state trattate con CJC-1295, un analogo 
di GHRH a lunga durata d’azione. Come previsto è stato registrato un aumento 
dose-dipendente dei livelli di cAMP e si è dunque osservato un incremento della 
fluorescenza rilevata mediante comet assay anche se l’effetto di CJC-1295 sembra 
essere 10 volte più debole rispetto a quello indotto mediante forskolina. Infatti, 
anche l’aumento dei livelli di GH in seguito a trattamento con CJC-1295 e rolipram 
si è rivelato inferiore rispetto a quello osservato con la forskolina come è possibile 
osservare in Figura 3. 
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Fig. 3. Effetto del trattamento delle cellule ipofisarie primarie di topo con CJC-1295 e 
rolipram. Nel pannello A è riportato l’aumento dose-dipendente del cAMP in seguito a 
trattamento con CJC-1295 in presenza o assenza di rolipram. Nel pannello B è possibile 
osservare l’aumento della concentrazione di GH dopo 16 ore dal trattamento con il solo 
veicolo (V), 10 ng/mL CJC-1295 (CJC), combinazione di 10 ng/mL CJC-1295 e 1 μM 
rolipram (CJC + RLP) e 1 μM rolipram (RLP). Nel terzo pannello (C) sono riportati i 
risultati del Western Blot in cui sono stati rilevati i livelli di γH2AX normalizzati per il 
totale di H2AX dopo 16 ore di trattamento. Nell’ultimo pannello (D) sono osservabili i 
risultati del comet assay. 

 
 
Per confermare i risultati ottenuti fino a qui è stato effettuato un trattamento 
specifico, i cui risultati sono riportati in Figura 4, in cui sono state combinate 
l’azione di induzione del cAMP da parte di CJC-1295 e l’azione invece inibitoria 
ad opera dell’octreotide (peptide utilizzato nel trattamento dell’acromegalia per la 
riduzione dei livelli di GH come conseguenza della riduzione dei livelli di cAMP). 
L’incremento dei livelli di cAMP dovuto al trattamento delle cellule ipofisarie 
primarie di topo con CJC-1295 è stato, come previsto, attenuato dall’introduzione 
di octreotide. Allo stesso tempo anche i livelli elevati di γH2AX sempre conseguenti 
al trattamento con CJC-1295  hanno mostrato una considerevole riduzione in 
seguito al trattamento con octreotide.  
Il comet assay ha mostrato però come in realtà la fluorescenza della “coda” non 
venga intaccata in maniera rilevante dal trattamento con octreotide, indicando 
quindi una persistenza del danno al DNA. 
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Fig. 4. Effetti del trattamento con forskolina in assenza o presenza di octreotide. Nel primo 
pannello (A) è riportato l’aumento della concentrazione di GH dopo 16 ore di trattamento 
con il solo veicolo (V), 10 μM forskolina (FSK), co-trattamento con 10 μM forskolina e 10 
nM octreotide (OCT 10), oppure 10 μM forskolina e 100 nM octreotide (OCT 100). Nel 
secondo pannello (B) sono riportati i risultati del Western Blot per γH2AX. Nel pannello 
C sono invece riportati i risultati del comet assay per questi trattamenti. 
 
 
 
 
 
 



 17 

5.0 Discussione 
 
I risultati di questo studio riportano chiaramente quelle che sono le caratteristiche 
sostanziali che differenziano gli adenomi secernenti-GH dagli adenomi non 
secernenti. In particolare è stato possibile delineare un profilo distinto dal punto di 
vista sia genotipico che fenotipico dei somatotropinomi direttamente correlato al 
cAMP e alla secrezione di GH. 
In primo luogo, è stato osservato che, tramite il sequenziamento dell’esoma (WES) 
di 159 adenomi ipofisari, le alterazione del numero di copie (SCNAs) sono molto 
rare se non praticamente assenti negli adenomi non secernenti che appunto non 
presentano mutazioni somatiche. Al contrario invece, nei somatotropinomi le 
SCNAs sono molto più frequenti e si sono rivelate quindi un segno distintivo dal 
punto di vista genomico di questi specifici adenomi ipofisari. 
La spiegazione della grande importanza data alle SCNA deriva dal fatto che queste 
alterazioni riflettono il danno al DNA misurato mediante il comet assay e sono 
inoltre correlabili quindi anche all’instabilità del genoma.  
Per quanto riguarda invece il ruolo del cAMP in tutti gli adenomi ipofisari, è stato 
possibile constatare che i somatotropinomi sono i più sensibili all’azione del cAMP. 
Il cAMP media  gli effetti intracellulari di diversi ormoni e neurotrasmettitori 
agendo come trasduttore di queste vie di segnalazione e in particolare una sua 
deregolazione risulta essere coinvolta nella patogenesi degli adenomi ipofisari. 
La produzione del cAMP negli adenomi secernenti-GH viene indotta a monte da 
GHRH, il fattore di rilascio di GH a livello dell’ipotalamo mediante la sua 
associazione a proteine G, in particolare con la subunità Gα codificata dal gene 
GNAS. 
È possibile quindi dire che l’attivazione costitutiva delle vie di segnalazione del 
cAMP svolge un ruolo centrale nello sviluppo degli adenomi secernenti-GH e 
quindi anche nella secrezione dell’ormone stesso in quanto risulta infatti 
fondamentale  sia nella proliferazione sia nella iperproduzione dell’ormone della 
crescita (GH) in quanto coinvolta anche a livello del fattore di rilascio GHRH. La 
produzione di cAMP associata a GHRH può essere inibita dall’azione contrastante 
della somatostatina a livello dell’ipotalamo. Essa infatti dovrebbe normalmente 
agire tramite specifici recettori inibendo la produzione di cAMP e riducendo di 
conseguenza la secrezione da parte dei somatotropinomi. Inoltre l’attività del 
cAMP dovrebbe essere contrastata anche dall’azione degradatrice degli enzimi 
PDE (fosfodiesterasi). Nei somatotropinomi è stato invece osservata una minore 
espressione del gene PED4D, il quale codifica per questi enzimi, rispetto alla 
normale espressione dello stesso gene che è stata osservata invece negli altri 
adenomi ipofisari. Negli studi funzionali sulle cellule di topo infatti, è stato 
utilizzato rolipram, un farmaco che agisce inibendo la fosfodiesterasi IV per 
riprodurre i ridotti livelli di questo gene e per capire se effettivamente questo 
andasse ad incrementare l’azione della forskolina relativa all’induzione 
intracellulare di determinati livelli di cAMP.  
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Inoltre per quanto riguarda il danno al DNA e la sua riparazione è stato dimostrato 
che alterazioni del numero di copie (SCNA) sono presenti in quantità notevoli sia 
nei prolattinomi che nei somatotropinomi ma solamente questi sono caratterizzati 
da un’abbondante espressione di alcuni geni responsabili della deregolazione del 
pathway genetico responsabile della riparazione del danno al DNA.   
Tenendo quindi conto di queste caratteristiche singolari dei somatotropinomi è stato 
necessario studiare la correlazione tra di essere, ovvero il danno al DNA e la 
deregolazione delle vie di segnalazione del cAMP ed è stato possibile farlo 
mediante studi in vivo e in vitro di colture di cellule ipofisarie di topo. I topi sono 
stati trattati sia con forskolina che con CJC-1295 al fine di indurre la produzione di 
cAMP. Sia in vitro che in vivo è stato possibile osservare un aumento del danno al 
DNA associato all’aumento della produzione del cAMP nei somatotropinomi. È 
stato inoltre osservato che negli adenomi secernenti-GH l’aumento del danno al 
DNA era correlato direttamente proporzionale all’aumento della dose di CJC-1295 
con cui veniva fatto il trattamento dimostrando quindi che non solo il cAMP induce 
l’insorgenza di danni al DNA ma essi sono correlabili all’intensità e alla periodicità 
della produzione di cAMP. Allo stesso poi il trattamento con octreotide, il quale ha 
un effetto inibitorio sulla produzione di GH stimolata da GHRH e sulla produzione 
di cAMP, ha mostrato effettivamente una riduzione del danno al DNA correlato alla 
produzione di cAMP.  
Per quanto riguarda invece le caratteristiche fenotipiche che differenziano i 
somatotropinomi è stato osservato che risultano essere più piccoli gli adenomi che 
presentano una mutazione a livello del gene GNAS. Si tratta quindi di 
somatotropinomi in cui la stimolazione intracellulare del cAMP è causata da una 
mutazione a carico del gene GNAS che a sua volta codifica per GHRH. In questi 
particolari somatotropinomi inoltre è stata registrata una maggiore secrezione 
dell’ormone rispetto agli altri adenomi secernenti-GH e presentano inoltre anche 
una maggiore sensibilità all’octreotide. Sempre in questi somatotropinomi è stata 
osservata una maggiore espressione di geni coinvolti nell’arresto del ciclo cellulare 
in seguito a danni al DNA e questo potrebbe di fatto dimostrarne le piccole 
dimensioni e la maggiore produzione di GH per unità di volume. Ulteriori analisi 
invece di cellule in un più avanzato stadio di differenziamento hanno permesso di 
identificare un’altra categoria di somatotropinomi. Queste cellule presentavano 
infatti meccanismi di riparazione del DNA attenuati che permettevano loro di 
accumulare ulteriori danni al DNA dimostrando che lo stress replicativo indotto 
dallo stesso GHRH può aumentare l’instabilità genomica e i danni al DNA.  
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Introduction
Adenomas arising from the anterior pituitary are invariably 

benign and may either be nonhormone secreting (nonfunction-

ing) or hormone secreting (functioning) (1, 2). The prevalence 

of identified pituitary adenomas ranges from a low of 80 to 100 

per 100,000 individuals (3, 4) to a high of 1 per 1000 individuals 

(5), with 9% to 14% of these pituitary adenomas being growth 

hormone (GH) secreting (3–5). cAMP dysregulation has been 

implicated in the pathogenesis of GH-secreting somatotroph 

adenomas seen in rare genetic syndromes such as Carney syn-

drome, which is associated with a PKRAR1A mutation (6), as well 

as familial isolated pituitary adenoma (FIPA) associated with AIP 

gene muta tion (7) and X-linked acrogigantism associated with 

GRP101 gene microduplication/mutation (8–11). Rarely, activat-

ing mosaic mutations in cAMP-dependent GNAS, which encodes 

G protein α subunit, are associated with somatotroph adeno-

mas in McCune-Albright syndrome (9), whereas somatic GNAS 

mutations are seen in 30% to 40% of nonfamilial somatotroph 

pituitary adenomas (12). GH-releasing hormone (GHRH) recep-

tor–activating mutations have not been identified to date (13).

We previously showed evidence for pituitary adenoma DNA 

damage and senescence, particularly in GH-secreting somato-

troph adenomas (14). Furthermore, increased expression of the 

pituitary tumor–transforming gene (PTTG), the index mamma-

lian securin that enables faithful chromatid separation during 

mitosis (15–17), was also associated with aneuploidy in these 

adenomas (16). Loss of heterozygosity (18) and somatic copy 

number alterations (SCNAs) were reported in secreting and 

more aggressively growing sporadic pituitary adenomas (18–22). 

De novo SCNAs, commonly seen in tumors, may arise as a con-

sequence of DNA damage and genome instability and can result 

in cell dysfunction (23, 24).

We prospectively studied sporadic pituitary adenomas using 

whole-exome sequencing (WES) to evaluate somatic mutations 

and SCNAs. We then used pathway analysis and determined 

that both cAMP and Fanconi anemia DNA damage repair path-

ways are significantly affected in GH-secreting somatotroph 

adenomas. As somatotrophs are highly sensitive to cAMP, which 

is important for somatotroph proliferation and GH production 

(25, 26), we hypothesized that DNA damage is coupled to the 

striking overproduction of GH from somatotroph pituitary 

adenomas. We now show increased cAMP signaling leading to 

DNA damage in WT nontransformed murine pituitary glands, 

in primary pituitary cultures, and in vivo. Our findings poten-

tially link cAMP to both endocrine hormone hypersecretion and 

DNA damage and open new avenues for targeting dysregulat-

ed cAMP and DNA damage as pathogenetic drivers of sporadic 

GH- secreting pituitary adenomas.

Drivers of sporadic benign pituitary adenoma growth are largely unknown. Whole-exome sequencing of 159 prospectively 

resected pituitary adenomas showed that somatic copy number alteration (SCNA) rather than mutation is a hallmark 

of hormone-secreting adenomas and that SCNAs correlate with adenoma phenotype. Using single-gene SCNA pathway 

analysis, we observed that both cAMP and Fanconi anemia DNA damage repair pathways were affected by SCNAs in growth 

hormone–secreting (GH-secreting) somatotroph adenomas. As somatotroph differentiation and GH secretion are dependent 

on cAMP activation and we previously showed DNA damage, aneuploidy, and senescence in somatotroph adenomas, we 

studied links between cAMP signaling and DNA damage. Stimulation of cAMP in C57BL/6 mouse primary pituitary cultures 

using forskolin or a long-acting GH-releasing hormone (GHRH) analog increased GH production and DNA damage measured by 

H2AX phosphorylation and a comet assay. Octreotide, a somatostatin receptor ligand that targets somatotroph adenoma GH 

secretion in patients with acromegaly, inhibited cAMP and GH and reversed DNA damage induction. In vivo long-acting GHRH 

treatment also induced pituitary DNA damage in mice. We conclude that cAMP, which induces somatotroph proliferation 

and GH secretion, may concomitantly induce DNA damage, potentially linking hormone hypersecretion to SCNA and genome 

instability. These results elucidating somatotroph adenoma pathophysiology identify pathways for targeted treatment.
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Nonsecreting adenomas also extended to the suprasellar region 

more commonly than did secreting somatotroph, corticotroph, and 

lactotroph adenomas (P < 0.0001). We found that Ki67 expression 

was similar between adenoma subtypes.

Somatic mutations are uncommon in pituitary adenomas. WES 

revealed a low mutation rate, with 689 nonsynonymous single-nucle-

otide variations (SNVs) and 31 small insertions/deletions (InDels) in 

the entire cohort. Nearly all (90.4%) mutated genes appeared once. 

Approximately 4 nonsynonymous SNVs/InDels per adenoma were 

detected in both nonsecreting (mean, 4.04 ± 4.9; median, 3 [range, 

0–35]) and secreting (mean, 4.7 ± 4.2; median 4, [range, 0–18]) ade-

nomas (Supplemental Figure 1; supplemental material available 

online with this article; https://doi.org/10.1172/JCI138540DS1). 

Among genes rarely mutated in nonfamilial pituitary adenomas, 

we detected 1 mutation each in USP8 (corticotroph adenoma), AIP 

(InDel, lactotroph adenoma), and MEN1 (lactotroph adenoma), and 

none in PRKAR1A, PRKAR2A, CDKN1B, NF1, UPS48, BRAF, HRAS, 

TP53, DICER1, CABLES1, or SDHx.

However, we observed GNAS mutations in 10 of 35 (29%) 

somatotroph adenomas; 7 adenomas carried the p.R844C mutation 

(arginine to cysteine), whereas p.Q870L, p.R844H, and p.R142C 

mutations were identified in 1 somatotroph adenoma each.

Results
We performed prospective WES analysis of 159 consecutively resect-

ed pituitary adenoma specimens and of buffy coat samples derived 

from the same patients for use as controls. Samples included nonse-

creting gonadotroph (n = 61), null cell (n = 29), and silent corticotroph 

(n = 8) adenomas, as well as secreting corticotroph (n = 10), lactotroph 

(n = 16), and somatotroph (n = 35) adenomas. For group analysis, we 

combined gonadotroph and null cell adenomas into a single category 

among the nonsecreting adenomas because of their similar clinical 

phenotype. However, we maintained silent corticotroph adenomas 

as a distinctive group, as it is yet unclear whether these adenomas 

behave more aggressively than gonadotroph and null cell adenomas, 

and because there are reports of rarely occurring silent-to-secreting 

corticotroph adenoma transformation (27, 28).

Patient demographics, presurgical treatments, adenoma imag-

ing features, and IHC characteristics are detailed in Table 1. Patients 

with gonadotroph/null cell adenomas were older than those with 

secreting corticotroph or lactotroph adenomas (P < 0.0001). Non-

secreting adenomas exhibited larger MRI-determined diameters 

than did hormone-secreting corticotroph and somatotroph adeno-

mas (P < 0.0001) and extended to the cavernous sinus more frequent-

ly than did somatotroph and lactotroph adenomas (P < 0.0001).  

Table 1. Characteristics of 159 pituitary adenoma samples included in the WES analysisA

Nonsecreting adenomas Secreting adenomas

Gonadotroph/null cell Silent corticotroph Secreting corticotroph Lactotroph Somatotroph

n 90 8 10 16 35

Age (yr), mean ± SD 56.5 ± 12.7 54.5 ± 8.9 43.4 ± 16.0 40.2 ± 17.9 50.3 ± 14.8

Sex, n (%) Female 33 (36.7) 6 (75) 7 (70.0) 10 (62.5) 16 (45.7)

Largest tumor diameter, mm; Mean ± SD 25.6 ± 10.7 28.8 ± 12.4 14.7 ± 12.5B 18.1 ± 13.1 16.5 ± 8.6

Median 24 27.5 14.0 12.5 16

Invasion, n (%)

Cavernous sinus 59 (65.6) 5 (62.5) 3 (30.0) 4 (25) 10 (28.6)

Suprasellar 85 (94.4) 7 (87.5) 2 (20.0) 7 (43.8) 15 (42.9)

IHC

Hormone, n (%)

FSH 54 (60) 0 0 1 (6.3) 6 (17.1)

LH 41 (45.6) 0 0 0 7 (20.0)

αGSU 42 (46.7) 0C 0 2 (12.5) 14 (40.0)C

ACTH 4 (4.4)C 8 (100) 10 (100) 1 (6.7)C 2 (5.7)

PRL 27 (30) 1 (12.5) 0 16 (100) 21 (60.0)

GH 1 (1.1) 0 0 0 35 (100)

TSH 7 (7.9)C 0 0 0 7 (20.0)

Ki67, % cells

Mean ± SD (n) 1.4 ± 1.2 (83) 1.1 ± 0.8 (6) 1.8 ± 1.3 (9) 1.9 ± 1.7 (14) 2 ± 1.4 (34)

≥ 3% 10 0 1 4 9

Treatment before surgery, n (%)

SRL 0 0 2 (20.0) 0 6 (17.1)

DA 4 (4.4) 3 (12.5) 1 (10.0) 14 (87.5) 4 (11.4)

Pegvisomant 0 0 0 0 3 (8.6)

Irradiation 1 (1.1) 0 2 (20.0) 0 0

DA, dopamine agonist; SRL (octreotide, pasireotide). AClassification of adenoma type was based on clinical and pathological phenotypes. BOne functioning 

corticotroph adenoma was not visible on MRI. CImmunostaining for αGSU was not documented in 6 somatotroph adenomas; ACTH immunostaining was 

not documented in 1 gonadotroph and 2 lactotroph adenomas; TSH immunostaining was not documented in 1 gonadotroph adenoma.
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showed a SCNA copy ratio distribution similar to that obtained by 

WES for the same adenomas (Supplemental Figure 2).

The SCNA degree (low, medium, or high) (Supplemental Figure 

3) correlated with IHC staining for prolactin (PRL) (r = 0.55, P = 8.6 

× 10–14) and GH (r = 0.36, P = 3.4 × 10–6), and negatively correlated 

with follicle-stimulating hormone (FSH) (r = –0.29, P = 2.9 × 10–4) and 

luteinizing hormone (LH) (r = –0.26, P = 8.6 × 10–4) (Figure 2). SCNAs 

also negatively correlated with suprasellar extension (r = –0.28, P = 

5.3 × 10–4) and cavernous sinus extension (r = –0.18, P = 0.03), and we 

observed a weak correlation between SCNA degree and Ki67 expres-

sion (r = 0.19, P = 0.02). Other characteristics, including expression of 

adrenocorticotrophin (ACTH), thyrotrophin (TSH), and glycoprotein 

hormone α subunit (αGSU), and the largest tumor diameter did not 

correlate with SCNA degree (data not shown).

Mutation of GNAS is associated with SCNA degree in somatotroph 

adenomas. Unlike GNAS mutation–negative somatotroph adeno-

mas, GNAS mutation–positive adenomas mostly harbored medium- 

degree SCNAs, since of the 10 GNAS-mutated somatotroph adeno-

SCNAs are a distinctive genomic hallmark of hormone-secreting 

adenomas and correlate with clinical phenotype. In contrast to the low 

rates of somatic mutations observed in both hormone- secreting 

and nonsecreting adenomas, we found SCNAs significantly more 

frequently in secreting adenomas (Figure 1), with large, often 

whole chromosomal deletions or amplifications. Somatotroph 

and lactotroph adenomas expressed the highest SCNA copy ratios. 

Whole-genome sequencing (WGS) of 14 representative adenomas 

Figure 1. Heatmap of SCNAs derived from WES of 159 adenomas. Heatmap of SCNAs obtained from WES of 159 adenomas depicts the SCNA copy ratio 

as well as adenoma functional status and subtype.

Figure 2. Correlation between SCNA score and phenotypic adenoma char-

acteristics. The correlation between SCNA score and phenotypic adenoma 

characteristics was assessed by immunostaining (hormones and Ki67) or 

MRI (suprasellar extension [SSE] and cavernous sinus extension [CSE]). 

Spearman’s rank-order correlation is shown inside the bars; P values are 

shown above each bar. Dark gray bars indicate a positive correlation; light 

gray bars indicate a negative correlation. n = 159.
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chromosomal arm-level SCNAs were observed, each con-

taining large numbers of deleted or amplified genes. In 

our Kyoto Encyclopedia of Genes and Genomes (KEGG) 

pathway analysis, we focused on SCNAs spanning within a 

single gene (sgSCNAs) as potential driver candidates and 

identified 2368 genes across all adenoma samples (1640 

deleted and 728 amplified). We further narrowed the list 

of candidate genes by eliminating sgSCNAs appearing in 

only 1 adenoma following the criteria described in Meth-

ods. Our final analysis set included 853 sgSCNA genes 

(715 deleted and 138 amplified; Supplemental Table 1). 

sgSCNAs appeared more frequently in secreting than non-

secreting adenomas (Supplemental Figure 4). The mean 

number of sgSCNA genes per adenoma was similar in 

nonsecreting gonadotroph/null cell (25.8 ± 43.5) and silent 

corticotroph (24.5 ± 50.2) adenomas, and was significant-

ly higher in hormone-secreting corticotroph (79.8 ± 86.2; 

2-tailed, unpaired t test with Bonferroni’s correction,  

P ≤ 0.01), lactotroph (97.4 ± 66.3; P ≤ 0.001), and somato-

troph (90.0 ± 67.8; P ≤ 0.001) adenomas compared with 

gonadotroph/null cell adenomas.

KEGG pathway analysis using these sgSCNA genes 

identified several pathways significantly affected by 

SCNAs across all pituitary adenomas as well as when 

classified by function and subtype (P < 0.05; Table 

2). The cAMP pathway was significantly affected by 

sgSCNA genes in the entire cohort (P = 0.048), and 15 

sgSCNA genes in the cAMP pathway, most of which 

were deletions, appeared 80 times in the entire cohort 

(Supplemental Figure 5E). Somatotroph adenomas har-

bored a higher number of cAMP sgSCNAs (55% of iden-

tified cAMP pathway sgSCNA genes) than did gonado-

troph/null cell (13.8%), lactotroph (18.8%), secreting 

corticotroph (12.5%), and silent corticotroph (2.5%)  

(P < 0.0001) adenomas.

The Fanconi anemia pathway was significantly affect-

ed by sgSCNA genes in somatotroph (P = 0.014) and in 

secreting corticotroph (P = 0.048) adenomas but not in 

gonadotroph/null cell or lactotroph adenomas. By con-

trast, we found that the neuroactive ligand-receptor inter-

action pathway was significantly associated with gonadotroph/null 

cell adenomas (P = 0.033) but not secreting adenomas (Table 2).

Upon further exploration of the association with the Fanconi 

anemia pathway, we found that BRCA2, BRCA1, REV3L, HES1, 

and RMI1 harbored sgSCNAs, all showing deletions, and that Fan-

coni anemia sgSCNA genes were more frequent in secreting than 

nonsecreting adenomas (Supplemental Figure 5A). In addition, 

the sgSCNA gene copy ratio in Fanconi anemia pathway genes 

correlated with adenoma SCNA scores (Supplemental Figure 5C, 

mas, 9 expressed medium-degree SCNAs and only 1 had low- degree 

SCNAs. None of the adenomas expressed high-degree SCNAs (Fish-

er’s exact test, P = 0.001) (Figure 3, A and B). Although 18 of the 25 

(72%) somatotroph adenomas negative for the GNAS mutation 

exhibited medium or high degrees of SCNAs, their distribution across 

the different SCNA degrees was similar.

Genes in cAMP and Fanconi anemia pathways are significantly affect-

ed by single-gene SCNAs. SCNA analysis of the entire cohort revealed 

20,938 deleted (69.1%) and 9363 amplified fragments (30.9%). Large 

Figure 3. Degree of SCNA in GNAS-mutated and nonmutated 

somatotroph pituitary adenomas. (A) Adenomas with a low, 

medium, and high degree of SCNA. The number of adenomas 

in each group is shown inside the bars. GNAS (+), mutation 

positive (n = 10); GNAS (–), mutation negative (n = 25). P = 

0.001, by Fisher’s exact test. (B) Heatmap of somatotroph 

adenoma SCNAs (n = 35).
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null cell adenomas (Figure 4), further supporting a 

role for DNA damage response activation specific 

to somatotroph adenomas.

cAMP increases DNA damage in normal mouse pri-

mary pituitary cultures. Several factors constrained 

our further mechanistic studies in human adenomas. 

Normal fresh human pituitary tissue is not readily 

available, there are no normal human pituitary cell 

lines, and human autopsy pituitary tissue can show 

early postmortem changes due to stress, inflamma-

tion, and apoptosis gene regulation, which could 

cause DNA damage and influence WES analysis 

data interpretation (29). We therefore used normal 

mouse primary pituitary cultures to evaluate DNA 

damage triggers.

We established normal pituitary cultures derived 

from 4-month-old C57BL/6 mice not expected to exhib-

it significant pituitary DNA damage to perform the 

experiments described in Methods; a total of 710 mice 

were required to obtain sufficient numbers of cells to 

derive the reported results.

We induced intracellular cAMP levels with 10 

μM forskolin to recapitulate signaling of hypothala-

mus-releasing factors such as GHRH. We also treat-

ed cultures with the phosphodiesterase subtype 4 

(PDE4) inhibitor rolipram (1 μM) (30) to mimic low-

er PDE4D mRNA levels observed in somatotroph 

adenomas compared with levels in gonadotroph/

null cell and lactotroph adenomas (Supplemental 

Figure 6A). As expected, forskolin increased intra-

cellular cAMP levels (Supplemental Figure 7), and 

forskolin-induced supernatant GH levels (2-tailed, 

unpaired t test with Bonferroni’s correction  

P ≤ 0.001 vs. vehicle) were further enhanced with 

the addition of rolipram (P ≤ 0.001 vs. vehicle,  

P ≤ 0.05 vs. forskolin alone) (Figure 5A). ACTH 

levels increased with forskolin alone (P ≤ 0.01) and 

when combined with rolipram (P ≤ 0.001), as well 

as with rolipram alone (P ≤ 0.05 vs. vehicle) (Figure 

5B). Although forskolin modestly decreased PRL 

levels (P ≤ 0.05 vs. vehicle) (Figure 5C), neither for-

skolin alone nor the combination of forskolin and 

rolipram altered FSH levels (Figure 5D).

Phosphorylated H2AX (γH2AX) is considered an early 

sensitive biomarker for genotoxicity and for monitoring DNA 

damage (31). Histone H2AX is phosphorylated early upon DNA 

damage, enabling the accumulation of DNA damage response 

proteins, and activates cell-cycle checkpoint pathways includ-

ing p53/p21Wif1/Cip1. γH2AX levels increased within 30 minutes 

of forskolin treatment and remained elevated at 1 and 3 hours 

of treatment (Supplemental Figure 8A), suggesting an acute 

stimulation of the DNA damage pathway, but addition of rolip-

ram did not further enhance forskolin action. We continued 

to observe an increase in γH2AX after 16 hours of treatment 

(2-tailed, unpaired t test with Bonferroni’s correction, P ≤ 0.05 

with forskolin and P ≤ 0.05 with forskolin and rolipram vs. vehi-

cle) (Figure 5E and Supplemental Figure 8B).

r = –0.24, P = 0.006). By contrast, sgSCNAs showing deletions 

of non-Fanconi anemia pathway genes, which were also more 

frequently observed in secreting than in nonsecreting adenomas 

(Supplemental Figure 5B), did not correlate with the SCNA copy 

ratio (Supplemental Figure 5D), suggesting a unique role for Fan-

coni anemia gene deletions in pituitary adenoma SCNAs. BRCA1 

and BRCA2 mRNA expression levels, which we measured in a 

cohort of 40 adenomas not previously sequenced but with phe-

notypic characteristics similar to those of the overall cohort used 

for WES analysis (Supplemental Table 2), were highly variable and 

generally did not differ between adenoma types (not shown).

Analysis of this cohort of 40 adenomas not previously 

sequenced also showed elevated p53 and p21Wif1/Cip1 mRNA and 

protein levels in somatotroph adenomas but not in gonadotroph/

Table 2. KEGG pathways for sgSCNA genes in all pituitary adenomas  

and within each adenoma subtype

KEGG pathway n
A

P valueB

All adenomas

hsa04080: Neuroactive ligand-receptor interaction 22 7.86 × 10–4

hsa05033: Nicotine addiction 7 0.003

hsa00532: Glycosaminoglycan biosynthesis – chondroitin sulfate/dermatan sulfate 4 0.032

hsa03460: Fanconi anemia pathway 6 0.039

hsa04024: cAMP signaling pathway 13 0.049

Nonsecreting adenomasC

hsa00532: Glycosaminoglycan biosynthesis – chondroitin sulfate/dermatan sulfate 5 4.32 × 10–4

hsa04080: Neuroactive ligand-receptor interaction 11 0.032

Hormone-secreting adenomasD

hsa00310: Lysine degradation 6 0.009

hsa03460: Fanconi anemia pathway 6 0.010

hsa00532: Glycosaminoglycan biosynthesis – chondroitin sulfate/dermatan sulfate 4 0.013

hsa04024: cAMP signaling pathway 11 0.026

hsa05217: Basal cell carcinoma 5 0.045

Gonadotroph/null cell (nonsecreting) adenomas 

hsa00532: Glycosaminoglycan biosynthesis – chondroitin sulfate/dermatan sulfate 5 3.95 × 10–4

hsa04080: Neuroactive ligand-receptor interaction 11 0.033

Secreting corticotroph adenomasE

hsa05206: microRNAs in cancer 6 0.030

hsa03460: Fanconi anemia pathway 3 0.048

Lactotroph adenomas

hsa04742: Taste transduction 4 0.011

hsa00532: Glycosaminoglycan biosynthesis – chondroitin sulfate/dermatan sulfate 3 0.016

Somatotroph adenomas

hsa00310: Lysine degradation 5 0.013

hsa03460: Fanconi anemia pathway 5 0.014

hsa05217: Basal cell carcinoma 5 0.017

hsa05206: microRNAs in cancer 11 0.021

hsa05200: Pathways in cancer 14 0.026

hsa04742: Taste transduction 4 0.040

hsa00532: Glycosaminoglycan biosynthesis – chondroitin sulfate/dermatan sulfate 3 0.046

ANumber of genes at which sgSCNAs were identified. BOnly pathways with P < 0.05 were 

included. CIncludes gonadotroph, null cell, and silent corticotroph adenomas. DIncludes 

corticotroph, lactotroph, and somatotroph adenomas. EThe number of sgSCNAs identified 

in silent corticotroph adenomas was too low for a separate KEGG pathway analysis.
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We also performed the comet assay, which is a sensitive method 

to measure DNA damage in single cells (32, 33). Although γH2AX 

and comet assay results correlate well, the comet assay detects a 

larger spectrum of DNA damage than γH2AX and is therefore use-

ful for genotoxicity measurement (34).

The Olive tail moment measured by comet assay similarly 

increased after 16 hours of forskolin treatment with or with-

out rolipram (P ≤ 0.001) (Figure 5F). Treatment with rolipram 

alone had no significant effect on either γH2AX levels or comet 

assay results.

Figure 4. Expression of p53 and p21Wif1/Cip1 in nonsecreting gonadotroph/null cell, somatotroph, and lactotroph pituitary adenomas. (A) TP53 (p53) and (B) 

CDKN1A (p21Wif1/Cip1) mRNA expression in nonsecreting gonadotroph/null cell (G/N), somatotroph (GH), and lactotroph (PRL) pituitary adenomas, normalized to 

ACTB. Results are presented as the mean ± SEM. *P ≤ 0.05 and **P ≤ 0.01, by 2-tailed, unpaired t test with Bonferroni’s correction. Protein expression of (C) p53 

and (D) p21Wif1/Cip1 compared with Ponceau (P) staining in 3 different Western blot membranes with human adenoma sets E1, E2, and E3. (E and F) Quantitative 

presentation of (E) p53 and (F) p21Wif1/Cip1 in the 3 membranes after normalization to Ponceau, using ImageJ. Each experiment was analyzed separately. Results are 

presented as the mean ± SD. *P ≤ 0.05 and **P = 0.01, by 2-tailed, unpaired t test with Bonferroni’s correction.
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We found that GHRH receptors were more abundantly 

expressed in human somatotroph adenomas compared with 

expression in lactotroph or gonadotroph/null cell adenomas 

(2-tailed, unpaired t test with Bonferroni’s correction, P ≤ 0.001) 

(Supplemental Figure 6B). As these receptors mediate GHRH 

induction of somatotroph intracellular cAMP, we treated C57BL/6 

mouse primary pituitary cultures with 10 ng/mL CJC-1295, a 

long-acting GHRH analog, and observed dose-dependent increas-

es in intracellular cAMP levels, which were further enhanced by 

rolipram (2-way ANOVA with Bonferroni’s correction, P ≤ 0.05 

vs. vehicle) (Figure 6A). Importantly, CJC-1295 is 10-fold weaker 

in stimulating intracellular cAMP production compared with for-

skolin (Supplemental Figure 7) and therefore would be expected 

to have a weaker effect on GH stimulation and the extent of DNA 

damage. We detected increased GH levels with 16 hours of CJC-

1295 alone and in combination with rolipram (2-tailed, unpaired 

Figure 5. Treatment of C57BL/6 normal mouse primary pituitary cultures with forskolin and rolipram. (A) GH, (B) ACTH, (C) PRL, and (D) FSH concen-

trations in supernatant after treatment with vehicle (V), 10 μM forskolin (FSK), cotreatment with 10 μM forskolin and 1 μM rolipram (FSK + RLP), or 1 μM 

rolipram alone, normalized to WST1. n = 6 per treatment group. (E) Quantitative presentation of Western blot results depicting the change in γH2AX levels 

normalized to total H2AX after 16 hours of treatment as above. Results were derived from 3 separate wells. Band intensities were calculated by ImageJ. 

The full panel is shown in Supplemental Figure 7B. (F) Results of the comet assay depicting Olive tail moment measurement 16 hours after treatment as 

above. Results were pooled from 2 experiments. The number of cells analyzed by a blinded observer is indicated. Results are presented as the mean ± SEM 

(vehicle, 20.8 ± 1.0; forskolin, 38.2 ± 1.4; forskolin plus rolipram, 42.7 ± 1.5; rolipram, 28.1 ± 1.1). *P ≤ 0.05, **P ≤ 0.01, and ***P ≤ 0.001 versus vehicle; #P ≤ 

0.05 versus forskolin, by 2-tailed, unpaired t test with Bonferroni’s correction. The experiments were performed at least twice.



The Journal of Clinical Investigation   R E S E A R C H  A R T I C L E

5 7 4 5jci.org   Volume 130   Number 11   November 2020

Figure 6. CJC-1295 and rolipram actions in C57BL/6 normal mouse prima-

ry pituitary cultures. (A) Dose-dependent response of intracellular cAMP 

to 30 minutes of treatment with CJC-1295 (CJC), with or without 1 μM rolip-

ram. Results are graphed as the percentage of untreated cultures (NT). n 

= 6/treatment group. *P ≤ 0.05, by 2-way ANOVA with Bonferroni’s correc-

tion. (B) GH, (C) ACTH, (D) PRL, and (E) FSH supernatant concentrations 

after 16 hours of treatment with vehicle, 10 ng/mL CJC-1295, cotreatment 

with 10 ng/mL CJC-1295 and 1 μM rolipram, or 1 μM rolipram alone, normal-

ized to WST1. n = 6 per treatment group. (F) Quantitative presentation 

of Western blot depicting the change in γH2AX levels normalized to total 

H2AX after 16 hours of treatment as above. Results were derived from 3 

separate wells. Band intensities were calculated by ImageJ. The full panel 

is shown in Supplemental Figure 9. (G) Comet assay results depicting Olive 

tail moment measured after 16 hours of treatment as above. Results were 

pooled from 2 experiments. The number of cells analyzed by a blinded 

observer is indicated. Results are presented as the mean ± SEM (vehicle, 

16.1 ± 0.7; CJC-1295, 23.6 ± 0.6; CJC-1295 plus rolipram, 32.1 ± 0.7; rolipram, 

14.8 ± 1.2). *P ≤ 0.05 versus vehicle and ***P ≤ 0.001 versus vehicle; ###P ≤ 

0.001 versus CJC-1295, by 2-tailed, unpaired t test with Bonferroni’s correc-

tion. The experiments were performed twice.
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lin-induced supernatant GH (2-tailed, unpaired t test with Bonfer-

roni’s correction, P ≤ 0.001 forskolin vs. vehicle; P ≤ 0.01 forskolin 

with 100 nM octreotide vs. forskolin alone)  (Figure 7A) but did 

not alter PRL levels (Figure 7B) or reverse induced γH2AX levels 

(Figure 7C and Supplemental Figure 10A). Octreotide treatment 

alone did not change γH2AX levels (Supplemental Figure 10B). 

However, both 10 nM and 100 nM doses of octreotide attenuat-

ed forskolin-induced Olive tail moment (2-tailed, unpaired t test 

with Bonferroni’s correction, P ≤ 0.01 and P ≤ 0.001, respectively, 

vs. forskolin), with the 100 nM dose leading to greater attenuation  

(P ≤ 0.001 vs. forskolin with octreotide 10 nM) (Figure 7D).

Treatment of normal mouse primary pituitary cultures with 10 

and 50 ng/mL CJC-1295 increased GH levels in the supernatant 

(2-tailed, unpaired t test with Bonferroni’s correction, P ≤ 0.01 and 

P ≤ 0.001, respectively, vs. vehicle), with greater GH concentra-

tions with the 50 ng/mL dose compared with the 10 ng/mL dose 

(P ≤ 0.001). The increase in GH we observed with both concentra-

tions of CJC-1295 was attenuated by 100 nM octreotide (P ≤ 0.01 

t test with Bonferroni’s correction, P ≤ 0.001 vs. vehicle) (Figure 

6B). Neither CJC-1295 nor rolipram altered the levels of ACTH 

(Figure 6C), PRL (Figure 6D), or FSH (Figure 6E).

As with forskolin treatment, CJC-1295 with and without rolip-

ram increased γH2AX levels at 16 hours (2-tailed, unpaired t test 

with Bonferroni’s correction, each P ≤ 0.05 vs. vehicle) (Figure 

6F and Supplemental Figure 9). A comet assay showed increased 

Olive tail moment with CJC-1295 compared with vehicle (2-tailed, 

unpaired t test with Bonferroni’s correction, P ≤ 0.001), which fur-

ther increased with rolipram cotreatment (P ≤ 0.001 vs. CJC-1295 

alone) (Figure 6G).

Octreotide, a somatostatin receptor ligand (SRL) that targets 

somatostatin receptors abundantly expressed on somatotroph 

adenomas, is used to treat acromegaly caused by a GH-secreting 

pituitary adenoma. Octreotide reduces adenoma GH secretion by 

inhibiting adenylate cyclase and reducing cAMP, thereby opposing 

GHRH action (35, 36). Cotreatment of mouse primary pituitary 

cultures with forskolin and octreotide (100 nM) reduced forsko-

Figure 7. Forskolin with and without octreotide actions in C57BL/6 normal mouse primary pituitary cultures. (A) GH and (B) PRL concentrations in the 

supernatant after 16 hours of treatment with vehicle, 10 μM forskolin, cotreatment with 10 μM forskolin and 10 nM octreotide (OCT 10), or with 10 μM for-

skolin and 100 nM octreotide (OCT 100), normalized to WST1. n = 3 per treatment group. (C) Quantitative presentation of Western blot analysis of γH2AX 

change normalized to total H2AX, derived from 3 wells per treatment group. The full panels are shown in Supplemental Figure 10A. Band intensities were 

calculated with ImageJ. (D) Comet assay depicting Olive tail moment measured after 16 hours of treatment as above. The number of cells analyzed by a 

blinded observer is indicated. Results are presented as the mean ± SEM (vehicle, 9.7 ± 1.0; forskolin, 22.5 ± 1.5; forskolin plus 10 nM octreotide, 16.6 ± 1.3; 

forskolin plus 100 nM octreotide, 10.5 ± 1.0). *P ≤ 0.05 and ***P ≤ 0.001 versus vehicle; #P ≤ 0.05, ##P ≤ 0.01, and  ###P ≤ 0.001 versus forskolin; †††P ≤ 0.001 

versus forskolin plus 10 nM octreotide, by 2-tailed, unpaired t test with Bonferroni’s correction. The experiment was performed once.
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Figure 8. CJC-1295 with and without octreotide actions in C57BL/6 normal mouse primary pituitary cultures. (A) GH and (B) PRL concentrations in the 

supernatant after 16 hours of treatment with vehicle, 10 ng/mL CJC-1295 (CJC 10), cotreatment with 10 ng/mL CJC-1295 and 100 nM octreotide, 50 ng/mL 

CJC-1295 (CJC 50), or cotreatment with 50 ng/mL CJC-1295 and 100 nM octreotide, normalized to WST1. n = 7 per treatment group. Results are presented as 

the mean ± SEM. **P ≤ 0.01 and ***P ≤ 0.001 versus vehicle; ##P ≤ 0.01 versus the corresponding CJC-1295 dose; †††P ≤ 0.001 versus 10 ng/mL CJC-1295, 

by 2-tailed, unpaired t test with Bonferroni’s correction. (C) Western blot showing γH2AX expression compared with total H2AX expression after 16 hours 

of treatment as above in 3 different experiments: E1, E2, and E3. (D) Quantitative presentation of γH2AX change normalized to total H2AX derived from 

2 wells per treatment group. Band intensities were calculated by ImageJ. Results are presented as the mean ± SEM. **P ≤ 0.01, by 2-tailed, unpaired t 

test with Bonferroni’s correction. (E) Comet assay results depicting Olive tail moment measured after 16 hours of treatment as above. The number of cells 

analyzed by a blinded observer is indicated. Results are presented as the mean ± SEM (vehicle, 12 ± 0.6; 10 ng/mL CJC-1295, 24.3 ± 1.2; 10 ng/mL CJC-1295 

plus octreotide, 14.6 ± 0.9; 50 ng/mL CJC-1295, 33.1 ± 1.2; 50 ng/mL CJC-1295 plus octreotide, 14.8 ± 0.8). ***P ≤ 0.001 versus vehicle; ###P ≤ 0.001 versus 

the corresponding CJC-1295 dose; †††P ≤ 0.001 versus 50 ng/mL CJC-1295, by 2-tailed, unpaired t test with Bonferroni’s correction. (F) Comet assay results 

depicting Olive tail moment measured after 16 hours of treatment with 10 nM octreotide and 100 nM octreotide. The number of cells assessed by a blinded 

observer is indicated. Results are presented as the mean ± SEM (vehicle, 14.7 ± 0.8; 10 nM octreotide, 14.6 ± 0.7; 100 nM octreotide, 16.5 ± 0.8). The experi-

ment was performed once.
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In distinction, nonsecreting adenomas have been shown to harbor 

fewer SCNAs despite their larger size and more frequent extrasel-

lar expansion. Furthermore, we did not detect many somatic 

mutations in secreting or nonsecreting pituitary tumors, support-

ing the findings of prior reports (22, 38, 39).

SCNAs reflect DNA damage and genomic instability and 

occur in normal tissue and cancerous tumors (23, 40). Our obser-

vation of genome instability with sparse SNV/InDel mutations 

was previously described in nonproliferating, terminally differ-

entiated cells, which are highly metabolically active (41, 42). 

Similar to our observations in benign pituitary adenomas, these 

nonreplicating cells were shown to not accumulate mutations 

despite dampened DNA repair mechanisms that lead to DNA 

damage accumulation (41).

Our analysis of sgSCNAs identified 853 genes that could be 

used in KEGG pathway analysis and highlighted several pathways 

that are most affected, particularly cAMP and Fanconi anemia 

DNA damage repair pathways (43, 44).

Of all differentiated hormone-expressing pituitary cells, 

somatotrophs are the most sensitive to cAMP action (26). 

Somatotroph cAMP production is induced by GHRH, a GPCR 

coupled to Gα
s
 and encoded by GNAS. Several lines of evidence 

support a role for cAMP activation in somatotroph proliferation, 

differentiation, and hormone secretion as well as in somatotroph 

adenoma pathogenesis (43–47). For example, human diseases 

associated with cAMP activation are commonly associated with 

somatotroph hyperplasia and GH hypersecretion (7–12, 48, 49), 

and ectopic GHRH secretion from neuroendocrine tumors leads 

to pituitary somatotroph hyperplasia in humans and the devel-

opment of pituitary adenomas in some patients (50–52), where-

as transgenic mice overexpressing human GHRH develop pitu-

itary hyperplasia (53) and later somatomammotroph tumors that 

secrete both GH and PRL (46). Somatomammotroph hyperplasia 

also develops in mice overexpressing cholera toxin, which recapit-

ulates the pathology observed with GNAS mutation (45). GHRH 

action is counteracted by hypothalamic somatostatin, which acti-

vates Gα
i/o

 coupling to adenylate cyclase, mainly via somatostatin 

receptors SST2 and SST5, to inhibit cAMP production and reduce 

somatotroph cell secretory activity (36, 54). Furthermore, specif-

ic PDE enzymes hydrolyze and deactivate cAMP, thereby atten-

uating its accumulation and, in turn, probably affecting somato-

troph adenoma function (11). We observed lower PDE4D gene 

expression in somatotroph adenomas compared with expression 

in gonadotroph and lactotroph adenomas, further fueling cAMP 

sensitivity in the somatotroph adenomas.

Concomitantly, sgSCNA KEGG analysis also showed that 

canonical DNA damage response genes of the Fanconi anemia 

pathway harbor significant sgSCNA deletions in somatotroph 

adenomas. Fanconi anemia proteins repair dsDNA breaks, pre-

venting replication failure and genomic instability, and also act to 

maintain proper chromosome segregation (55, 56). Mutations in 

DNA damage repair genes were identified in pituitary adenomas 

using a next-generation sequencing panel of 300 cancer-related 

genes (57), and our KEGG analysis showed that BRCA1, BRCA2, 

and REV3L sgSCNA deletions were frequently associated with 

somatotroph and corticotroph adenomas and correlated with the 

pituitary adenoma SCNA score.

vs. their respective CJC-1295 doses alone) (Figure 8A). PRL lev-

els were unchanged by either CJC-1295 dose, with or without the 

addition of octreotide (Figure 8B). Although γH2AX induced by 

CJC-1295 was lower with octreotide treatment (2-tailed, unpaired 

t test with Bonferroni’s correction, P ≤ 0.01 vs. vehicle), it did not 

reach significance compared with CJC-1295 alone (Figure 8, C and 

D). However, Olive tail moment was increased with both doses of 

CJC-1295 (2-tailed, unpaired t test with Bonferroni’s correction,  

P ≤ 0.001), more so with the higher CJC-1295 dose (P ≤ 0.001), 

and cotreatment with 100 nM octreotide attenuated Olive tail 

moment with both CJC-1295 doses (P ≤ 0.001 vs. their respective 

CJC-1295 doses alone) (Figure 8E). Neither dose of octreotide 

alone affected Olive tail moment (Figure 8F).

cAMP increases DNA damage in normal mouse pituitary in vivo. 

We further evaluated the CJC-1295 long-term effect on pituitary 

DNA damage in vivo. Four-month-old male C57BL/6 mice were 

injected s.c. with PBS (PBS mice, n = 15) or 10 μg/kg CJC-1295 

(CJC mice, n = 16) 3 times per week for 8 weeks before sacrifice. 

Total body weights and lengths were similar (Supplemental Figure 

11, A and B). Pituitary glands from CJC mice weighed 47% more 

than pituitary glands from PBS mice (2-tailed, unpaired t test with 

Bonferroni’s correction, P ≤ 0.001) (Figure 9A), whereas liver 

(Supplemental Figure 11C) and heart (Supplemental Figure 11D) 

weights were similar. Although GH is the dominant facilitator of 

liver IGF1 production (37), clinical diagnosis of GH excess relies 

mainly on IGF1 levels, as IGF1 has a longer circulating half-life and 

a more stable secretory pattern than does GH (37). Accordingly, 

we observed no difference in serum GH levels between the groups 

(Supplemental Figure 11E) but found higher serum IGF1 levels 

in CJC mice than in PBS mice (2-tailed, unpaired t test with Bon-

ferroni’s correction, P ≤ 0.05) (Figure 9B). We found that ACTH, 

PRL, and FSH levels were also similar between the 2 groups (Sup-

plemental Figure 11, F–H). Pituitary DNA damage was induced in 

CJC mice as evidenced by increased Olive tail moment (2-tailed, 

unpaired t test with Bonferroni’s correction, P ≤ 0.001) (Figure 9, 

C and D) and increased γH2AX expression (2-tailed, unpaired t test 

with Bonferroni’s correction, P ≤ 0.05) (Figure 9E and Supplemen-

tal Figure 12). Mouse 32 was excluded from the PBS-treated group 

because of very low pituitary protein retrieval and undetectable 

bands on Western blotting. Mouse 7 was also excluded from the 

PBS group, as, compared with the mean of all PBS and CJC mice, 

this mouse had a much higher γH2AX/total H2AX ratio (2.8 vs. 

0.82 [95% CI: 0.66–0.98]), as well as much higher GH levels (7.6 

ng/mL vs. 0.37 ng/mL [95% CI: 0.16–0.57]). After excluding this 

outlier, the γH2AX/total H2AX ratio correlated with IGF1 levels  

(r = 0.67, P = 0.01) and with pituitary gland size (r = 0.64, P = 0.02).

Discussion
Pituitary adenoma hormone hypersecretion is determined by 

lineage-specific gene expression as well as by the autonomously 

growing mass of differentiated adenoma cells (37). Our results 

support a distinct pituitary adenoma genotype-phenotype for 

cAMP-dependent, GH-secreting somatotroph adenomas versus 

nonsecreting adenomas.

We show by WES of 159 pituitary adenomas that SCNAs, 

often with amplification or deletion of an entire chromosome, are 

a genomic hallmark of benign somatotroph pituitary adenomas. 
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were not successful because of early cell death and an inability 

to propagate cells for experiments (not shown).

DNA damage repair pathway sgSCNAs in somatotroph ade-

nomas caught our attention, as we previously showed upregulat-

The results of mRNA expression of these genes were diffi-

cult to interpret, given the extremely large variation and small 

sample size. Moreover, our attempts to analyze a CRISPR/

Cas9 BRCA2-knockout GH3 rat somatotroph tumor cell line 

Figure 9. CJC-1295 treatment in vivo. Four-month-old male C57BL/6 mice were injected s.c. with PBS (n = 15) or 10 μg/kg CJC-1295 (n = 16) 3 times per week 

for 8 weeks. (A) Pituitary weight (mg) in PBS-treated mice (n = 9) and CJC-1295–treated mice (n = 10). (B) Serum IGF1 levels (pg/mL) in PBS-treated mice  

(n = 15) and CJC-1295–treated mice (n = 16). Results are presented as the mean ± SEM. *P ≤ 0.05 and ***P ≤ 0.001 versus PBS, by 2-tailed, unpaired t test 

with Bonferroni’s correction. (C) Comet assay and tail appearance in representative mice. Images on the left are of PBS-treated mice (mice 3, 4, and 14); 

images on the right are of CJC-1295–treated mice (mice 21, 28, and 31). One image from each mouse is presented. Cells from each mouse pituitary gland 

were plated on 3 slides, and 61–89 images were taken for each mouse (original magnification, ×20), depending on the number of cells visualized. (D) Comet 

assay results depicting Olive tail moment for the 6 mice presented in C. The number of cells analyzed by a blinded observer is indicated. Results are pre-

sented as the mean ± SEM (mouse 3, 8.3 ± 0.9; mouse 4, 8.8 ± 0.7; mouse 14, 10.5 ± 0.8; mouse 21, 39.3 ± 1.5; mouse 28, 32.9 ± 1.5; mouse 31, 24.4 ± 1.2). 
###P ≤ 0.001 for each CJC-1295–treated mouse versus each PBS-treated mouse, by 1-way ANOVA. (E) Quantitative analysis of γH2AX change normalized to 

total H2AX in PBS-treated mice (n = 5/7) versus CJC-1295–treated mice (n = 8/8), as presented in Supplemental Figure 11. Two mice were excluded from the 

PBS-treated group, as described in Results. Band intensities were calculated with ImageJ. Results are presented as the mean ± SEM. *P ≤ 0.05 versus PBS, 

by 2-tailed, unpaired t test with Bonferroni’s correction. The experiment was performed twice.
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it dampened DNA repair mechanisms, further enhancing DNA 

damage accumulation (41). These observations support our con-

clusion that GHRH-induced replication stress in terminally differ-

entiated somatotroph cells may result in genomic instability and 

DNA damage with low mutation rates.

Constitutive cAMP elevation, as occurs in GNAS-mutated 

somatotroph adenomas, may also protect somatotroph adeno-

mas from a high degree of DNA damage, as none of these tumors 

harbored high-level SCNAs, consistent with cAMP attenuation 

of DNA damage in cells previously induced by UV light or toxins 

(66, 67). Thus, our observations support the notion that, although 

cAMP promotes DNA damage, it concomitantly protects against 

further extensive DNA damage. Our observed p53/p21Wif1/Cip1 

induction is also consistent with this hypothesis, which may 

explain the invariably benign nature of these senescent adeno-

mas. Indeed, GH carcinomas are extremely rare, and malignant 

transformation of GNAS mutation–positive somatotroph adeno-

mas has not been described to our knowledge.

Dual and antagonistic effects of cAMP were shown to occur 

via intracellular compartmentalization regulated by PDE4D 

and PDE4B expression, which enables differential effects of 

EPAC and PKA (68). These 2 downstream effectors opposingly 

regulate the trafficking and activity of DNA-dependent protein 

kinase catalytic subunit (DNA-PKcs) in and out of the nucleus. 

As this sensor of DNA damage is required for DNA repair and 

maintenance of chromosomal integrity (68), our finding of low-

er PDE4D levels in human somatotroph adenomas may reflect 

unopposed EPAC/Rap2 removal of nuclear DNA-PKcs and pre-

vention of chromosomal stability maintenance. Interestingly, 

cAMP was also shown to inhibit DNA damage repair proteins in 

lung cells via EPAC signaling (69).

Of note, our findings identify a possible mechanism to explain 

several known somatotroph adenoma phenotypes and treatment 

responses. Our observations that intracellular cAMP stimulation in 

somatotroph cells, either via GHRH activation or constitutive acti-

vation of Gα
s
 due to an activating GNAS mutation, concomitantly 

increased GH production and DNA damage may explain distinctive 

somatotroph adenoma features. GNAS mutation–positive somato-

troph adenomas are usually smaller (70, 71) and more frequently 

present as microadenomas (diameter ≤1 cm). Yet, compared with 

somatotroph adenomas that do not harbor GNAS mutations, GNAS 

mutation–positive adenomas secrete more GH (70, 71) and are less 

responsive to GHRH (70) but are highly responsive to octreotide (71–

73). These same features are common to densely granulated somato-

troph adenomas (74), which tend to be smaller in size, produce more 

GH per unit volume, and respond better to octreotide compared 

with sparsely granulated adenomas (75). We also observed higher 

expression of somatotroph adenoma p53 and p21Wif1/Cip1, which are 

known to induce cell-cycle arrest upon DNA damage (76). This find-

ing may explain why GNAS mutation–positive and densely granulat-

ed somatotroph adenomas, both of which secrete higher GH levels, 

are phenotypically small, show more restricted tumor expansion, 

and have an enhanced response to cAMP-suppressing octreotide. 

Likewise, clinical resistance of nonsecreting adenomas to octreotide 

may be explained by their preferred proliferative properties over 

cAMP-dependent hormone induction. In fact, in nonsecreting ade-

nomas, differentiated hormone production appears to be repressed, 

ed p53/p21Wif1/Cip1 in somatotroph adenomas in association with 

DNA damage, aneuploidy, and cellular senescence (14). p53 is 

activated with cellular stress such as DNA damage, resulting 

in the regulation of cell-cycle arrest, chromosome segregation, 

DNA damage repair, apoptosis, and senescence (58, 59). We now 

confirm that, unlike nonsecreting gonadotroph/null cell ade-

nomas, which showed little SCNA, and lactotroph adenomas, 

which showed high SCNA, only somatotroph adenomas had 

high expression levels of p53 and p21Wif1/Cip1, which are known to 

downregulate Fanconi anemia pathway genes such as FANCD2 

and BRCA2, further inhibiting DNA repair (59–61). These obser-

vations are bolstered by our demonstration that GH suppresses 

DNA damage repair in epithelial colon cells (62). Thus, our find-

ings indicate that abundant intracellular somatotroph GH pro-

duced upon cAMP stimulation also increases expression of p53 

and p21Wif1/Cip1, further linking cAMP to the SCNA and DNA dam-

age observed in somatotroph adenomas.

Building on these results, we explored links between cAMP 

activation and the DNA damage response. In both ex vivo nor-

mal primary pituitary cultures and in vivo, we demonstrate that 

increased cAMP induced by forskolin, which universally stimu-

lates cAMP, or by CJC-1295, which selectively stimulates somato-

troph cAMP, led to somatotroph DNA damage. We also show that 

octreotide counteracts GHRH action, suppressing cAMP and 

leading to attenuated DNA damage as well as GH production.

The extent of CJC-1295–induced DNA damage we observed 

was dose dependent, consistent with the observation that 

GHRH-overexpressing transgenic mice developed pituitary 

somatotroph adenomas only at 1 year of age (46), suggesting that 

the intensity and chronicity of intracellular cAMP exposure likely 

determine the degree of cAMP-induced DNA damage. Further, 

genetic mutations associated with dysfunctional cAMP path-

ways also manifest as somatotroph adenomas at different ages. 

For example, familial isolated somatotroph adenomas associat-

ed with AIP mutations manifest at older ages, whereas somato-

troph adenomas associated with GPR101, specifically mosaic 

microduplications of Xq26.3, manifest before 2 years of age (63). 

Although cAMP-associated mutations have not been identified 

in most sporadic somatotroph adenomas, several lines of evi-

dence support the presence of cAMP pathway hyperactivation. 

For example, the low PDE4D levels in somatotroph adenomas 

compared with the levels in lactotroph and gonadotroph/null cell 

adenomas observed in our cohort may have led to higher levels of 

intracellular cAMP due to attenuated hydrolysis and deactivation 

of cAMP. Indeed, both GNAS mutation–positive and GNAS muta-

tion–negative somatotroph adenomas were previously shown to 

express similarly enhanced CREB phosphorylation as compared 

with nonfunctioning pituitary adenomas (64), further supporting 

an association for these adenomas with cAMP pathway activity.

Insights into the molecular mechanisms underlying cAMP- 

induced DNA damage and SCNA in somatotroph adenomas can 

be derived from several observations. cAMP promotes somato-

troph proliferation and terminal differentiation via GHRH and its 

receptor (25, 26, 44–47, 65), and replication stress in terminally 

differentiated cells (akin to somatotrophs) causes replication fork 

stalling and chromosomal instability without significant muta-

tion accumulation (41). Moreover, well-differentiated cells exhib-
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24 hours. LM-PCR products were subjected to the Agilent 2100 Bioan-

alyzer (Agilent Technologies) to estimate enrichment magnitude, and 

exome-enriched shotgun libraries were sequenced using the Illumina 

HiSeq 2000 platform (Illumina). Paired-end reads with an average size 

of 100 bp were generated with 100X average on-target coverage. Image 

analysis and base calling were performed with Illumina Genome Ana-

lyzer Pipeline, version 1.3 (Illumina), using default parameters.

WES data processing and analysis. Reads were aligned to a human 

reference genome (hg19) using Burrows-Wheeler Alignment (BWA), 

version 0.5.9-r16 (78). Duplicate reads were marked using Picard, ver-

sion 1.54 (http://broadinstitute.github.io/picard/), by our Biostatistics 

and Bioinformatics Core, which also analyzed raw data and alignment 

files provided by BGI.

Analysis workflows for variant discovery followed best practices 

(79, 80), as described on the Genome Analysis Toolkit (GATK) website 

(https://software.broadinstitute.org/gatk/best-practices).

SNV/InDels were identified using MuTect2 (81) in GATK, version 

3.6 (82). HapMap 3.3 (83) was used to estimate cross-sample contam-

ination. Both dbSNP, version 147 (84), and COSMIC, version 78 (85), 

were applied to filter variants. ANNOVAR (86) was applied to anno-

tate identified somatic variants.

SCNAs were called using copy number analysis tools in GATK, ver-

sion 4.0 Beta (82). To detect small regions of SCNAs, the length of exon 

interval bins was set to 200 bp. To eliminate copy ratio noise, SCNAs were 

identified after filtering out low-coverage exon interval bins with fewer 

than 100 read counts. Adenoma sample copy ratios were calculated using 

normalized read counts of coverage against a control panel created by 

collecting proportional coverage from respective whole blood genomic 

DNA samples in our cohort. A circular binary segmentation algorithm 

was applied to segment copy ratios to identify genomic regions with dele-

tion/amplification of SCNAs by default parameters. ANNOVAR (86) was 

applied to annotate identified SCNAs.

SCNA analysis using WES data. As large chromosomal arm-level 

SCNAs were observed on chromosomes 1 to 22, but not on sex chromo-

somes, we adjusted for possible overall shifts by calculating segmenta-

tion copy ratios by the GATK framework divided by the mean of the copy 

ratio of segmentation across intervals on chromosome X for each ade-

noma (the copy ratio mean for chromosome X is 0.95–1.02). The SCNA 

heatmap was plotted according to chromosomal gain or loss defined by 

|log
2
(adjusted copy ratio)| >0.2. The SCNA score for each adenoma repre-

sented the overall SCNA disruption and was calculated by summating the 

absolute gain or loss on chromosomes 1 to 22.

On the basis of the SCNA scores, adenoma samples were further sep-

arated into groups to indicate low (≤0.2), medium (>0.2 and <2.0), and 

high (≥2.0) degree of SCNA disruption; representative adenoma SCNAs 

for each score are shown in Supplemental Figure 3. Spearman’s rank- 

order correlation was applied to check correlations between the degree 

of SCNA and clinical adenoma phenotypic characteristics. The coverage 

plot of SCNAs was generated using Bedtools, version 2.21.0 (87), and 

visualized using Integrative Genomics Viewer, version 2.3.34 (88, 89).

sgSCNA isolation. sgSCNAs were identified by filtering out genes 

that met the following criteria: (a) absolute SCNA deletion or ampli-

fication of log
2
-adjusted copy ratio of less than 0.2; (b) known to be 

readily altered in cancers per Lawrence et al. (90); (c) identified as 

chromosomal instability genes (CIN70) per Carter et al. (91); (d) 

occurred only once in our cohort; (e) consistently occurred as either 

deletion or amplification at a frequency of 90% or less.

suggesting a neoplastic switch by more rapidly proliferating pituitary 

cell populations (77). Overall, these results also offer a rationale for 

further subclassification of somatotroph adenomas based on the 

degree of DNA damage. Whether this approach would supplement 

current phenotype-genotype classifications (73) requires a prospec-

tive study of clinical outcomes.

In summary, using WES, we show that SCNAs, but not SNV/

InDel mutations, are dominant genomic alterations in hor-

mone-secreting pituitary adenomas. Using sgSCNA genes in 

KEGG analysis, we observed frequent copy number deletions in 

cAMP and DNA damage repair genes in GH-secreting somato-

troph adenomas. We show that p53 and p21Wif1/Cip1 are selectively 

highly expressed in somatotroph adenomas. Using ex vivo normal 

primary pituitary cultures and in vivo GHRH analog treatment in 

mice, we show a dual role for somatotroph cAMP action in pro-

moting GH secretion while concomitantly causing DNA damage. 

These findings help explain the smaller size and less aggressive 

behavior of densely granulated somatotroph adenomas and of 

those harboring GNAS mutations, both of which secrete higher 

GH levels. Our observations support a distinct pituitary adenoma 

phenotype for cAMP-dependent, GH-secreting adenomas versus 

nonsecreting adenomas, which are less sensitive to cAMP effects, 

have lower levels of DNA damage, and continue to proliferate, 

generating larger tumors. Elucidation of driver mechanisms for 

cAMP-stimulated DNA damage in GH-secreting pituitary adeno-

mas will offer new approaches for targeted therapy.

Methods
Sample collection from patients. Patients diagnosed at our Pituitary Cen-

ter were scheduled to undergo surgical resection of a pituitary adeno-

ma by a single neurosurgeon and provided written informed consent 

before inclusion in the study. On the day of surgery, a blood sample (5 

mL) was collected, buffy coat separated, and stored at –80°C. Imme-

diately after resection, adenoma fragments were placed in RNAlater 

solution (QIAGEN) for 48 hours at 4°C, and then removed from the 

solution and stored at –80°C.

Gene sequencing and analysis. Whole-exome and genome capture, 

library preparation, and sequencing of patient genomic DNA sam-

ples followed by sequence alignment and marking duplicate reads 

were conducted at the Beijing Genomics Institute (BGI) (Cambridge, 

Massa chusetts, USA). We performed all downstream analyses, includ-

ing: (a) detection and annotation of SNVs, InDels, and SCNAs; (b) cal-

culation, comparison, and visualization of SCNAs and SNVs; and (c)  

sg SCNA isolation, pathway enrichment, and other statistical analyses.

Exome capture, library preparation, and WES. Frozen blood and tis-

sue samples were batch shipped to BGI for WES. DNA was extracted 

from adenoma tissue and buffy coats using the DNeasy Blood & Tissue 

Kit (QIAGEN), and total DNA concentration was measured by Qubit 

dsDNA BR Assay (Thermo Fisher Scientific). Qualified genomic DNA 

samples were randomly fragmented with peaks of 150 to 200 bp, and 

adapters were ligated to both ends of the resulting fragments. Adapt-

er-ligated templates were purified by Agincourt AMPure SPRI beads 

(Beckman Coulter), and fragments of approximately 200 bp in length 

were excised. Extracted DNA was amplified by ligation-mediated PCR 

(LM-PCR), purified, and hybridized for enrichment to the SureSelect 

Biotinylated RNA Library (Applied Biosystems), and then bound to 

streptavidin beads. Nonhybridized fragments were washed out after 
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whereas the comet assay was performed for 6 randomly selected mice 

(3 treated with PBS and 3 with CJC-1295) as described below.

cAMP assay. Primary pituitary cells were seeded in 48-well plates, 

with 6 wells per treatment group, 16 hours before treatment. Cells 

were treated in DMEM containing 0.3% BSA and 1 mM 3-isobu-

tyl-1-methylxanthine (IBMX) (MilliporeSigma) for 30 minutes in a 

humidified incubator at 37°C and 6% CO
2
. Intracellular cAMP was 

assayed in duplicate using the LANCE cAMP Kit (PerkinElmer), modi-

fied for measurement of intracellular cAMP content (54). Results were 

extrapolated from a standard curve and read by a Victor 3 1420_015 

spectrophotometer (PerkinElmer).

Western blot analysis. Human adenoma tissue was stored in RNAl-

ater (QIAGEN) (95), primary cultured cells were immediately pro-

cessed for protein extraction, and harvested fresh pituitary glands 

were snap-frozen and then kept at –80°C until analysis. Samples were 

placed on ice suspended in RIPA buffer (Cell Signaling Technology) 

containing protease and phosphatase inhibitors (Thermo Fisher Sci-

entific). Protein concentration was measured (Bio-Rad), and samples 

of equal concentration were run in Bolt 4% to 12% Bis-Tris Plus gels 

(Thermo Fisher Scientific) and transferred onto nitrocellulose mem-

branes (Thermo Fisher Scientific). Protein bands were detected using 

Precision Plus Protein Western C (Bio-Rad), and blots were scanned 

using ChemiDoc XRS (Bio-Rad). The antibodies used are listed in 

Supplemental Table 3. Band intensities were measured with ImageJ. 

Ponceau was used for normalization of proteins from human pituitary 

adenomas (96, 97) and total H2AX for proteins derived from mouse 

primary pituitary cultures.

Comet assay. For in vitro experiments, single-cell nuclear DNA 

damage was measured by a blinded observer using the OxiSelect 

Comet Assay Kit (STA350, Cell Biolabs). Single cells were encapsulat-

ed in a low-melting-point agarose suspension and lysis buffer for 60 

minutes and then under alkaline (pH >13) conditions for an additional 

30 minutes, followed by electrophoresis at 18 volt/cm (32, 33). ImageJ 

was used to measure Olive tail moment, which reflects the percentage 

of damaged DNA in the tail of total cell DNA, multiplied by tail length. 

Each experiment was repeated at least twice.

For in vivo experiments, fresh pituitary glands were collected 

immediately after sacrifice and washed with cold PBS, and then cells 

were dispersed, passed through a 40 μm cell strainer, and resuspend-

ed in 10 mL PBS. After cell dilution in PBS with 0.01% BSA, 1000 

cells/μL were subjected to a blinded comet assay as described above.

ELISA. Medium (in vitro) or serum (in vivo) hormone levels were 

measured by rat and mouse GH ELISA (MilliporeSigma, catalog 

EZRMGH-45K; range 0–50 ng/mL, 1:6000 to 1:10,000 dilution), 

mouse prolactin ELISA (Thermo Fisher Scientific, catalog EMPRL; 

range 0–20000 pg/mL, 1:10 to 1:100 dilution), mouse ACTH com-

petitive enzyme immunoassay (EIA) (LifeSpan BioSciences, catalog 

LS-F5354; range 0–1000 pg/mL, 1:5 dilution), and mouse FSH Bio-

Assay ELISA (US Biological Life Sciences, catalog 355754; range 

0–150 mIU/mL, 1:1 dilution). In vitro supernatants were collected and 

centrifuged at 1500 rpm at 4°C for 5 minutes. Cell suspensions were 

separated from debris and stored at –80°C for analysis. Experiments 

were repeated at least 3 times and samples assayed in duplicate or trip-

licate. In vivo heart blood was collected after sacrifice, and blood was 

allowed to clot at room temperature for 2 hours. Next, the blood was 

centrifuged (2000 rpm at 4°C for 15 minutes), the serum was separat-

ed, and hormone levels were measured. IGF1 was measured by mouse 

Pathway enrichment analysis. We used KEGG pathway enrichment 

analysis of sgSCNA genes for all adenomas and per adenoma subtype 

using the Database for Annotation, Visualization, and Integrated Dis-

covery (DAVID) (92).

WGS data processing and analysis. WGS libraries of 14 tumors 

selected from the WES cohort were prepared using TruSeq Nano DNA 

HT (Illumina), and a quantified adapter was added to each sample to 

allow for DNA pooling. After clustering a HiSeq X flow cell, libraries 

were sequenced on the HiSeq Xten platform (Illumina). Raw image 

files were processed by the Illumina pipeline for base calling with 

default parameters, and sequences of each individual sample were 

generated as 150 bp paired-end reads. The adapter sequence in the 

raw data was removed, and low-quality reads and bases were discard-

ed according to the default parameters. Raw data and BWA alignment 

results were provided by BGI, and coverage visualization was per-

formed by our Biostatistics and Bioinformatics Core.

Mouse primary pituitary cell cultures. Four-month-old male 

C57BL/6 mice purchased from The Jackson Laboratory were sacri-

ficed using isoflurane and CO2
, the pituitary glands were harvested 

and placed in DMEM, and the cells were immediately dispersed using 

the Neural Tissue Dissociation Kit (Miltenyi Biotec). Primary pituitary 

cells were counted before plating using the TC10 Automated Cell 

Counter (Bio-Rad) and then cultured in NeuroCult Basal Medium 

with NeuroCult Differentiation Supplement (STEMCELL Technolo-

gies) in 6% CO
2
 in a 37°C humidified incubator.

A total of 710 mice were sacrificed to establish, validate, and 

reproduce the experiments. Each pituitary gland yielded approximate-

ly 1.5 million viable cells. A total of 2.5 million cells were plated per 

well in 12-well plates (for Western blot analysis and ELISA), 1.5 million 

cells were plated per well in 24-well plates (for ELISA, quantitative 

real-time PCR [qRT-PCR], and comet assay), or 0.3 million cells were 

plated per well in 48- and 96-well plates (for cAMP and WST1 assays). 

Only adherent cells were studied; floating cells were discarded.

Treatment durations were up to 16 hours after overnight incu-

bation. Forskolin (MilliporeSigma) was resuspended in DMSO (Mil-

liporeSigma). CJC-1295, a long-acting GHRH analog (t
1/2

 = 8 days in 

humans), was synthesized by ANASpec on the basis of the published 

molecular structure (93, 94). Octreotide (Phoenix Pharmaceuticals) 

and rolipram (MilliporeSigma) were suspended in sterile water. PBS 

was purchased from MilliporeSigma. Compounds were stocked at 

–20°C until use.

Mouse in vivo studies. Four-month-old male C57BL/6 mice (The 

Jackson Laboratory) were injected s.c. with PBS (n = 15) or 10 μg/kg 

CJC-1295 (n = 16) 3 times per week (Monday, Wednesday, Friday) for 

8 weeks, for a total of 24 injections. No side effects were observed. 

Mouse weight and length (tip of nose to base of tail) were measured on 

the first day before injection and weekly before each Monday injection 

thereafter. After sacrifice, heart blood was collected and serum sepa-

rated, and heart and liver weights were measured in all mice. Mouse 

pituitary gland weight was measured in 9 mice treated with PBS and 

10 mice treated with CJC-1295 that were randomly selected from the 

overall cohort. Western blotting of single pituitary glands was per-

formed for 6 mice treated with PBS and 8 mice treated with CJC-1295 

that were randomly selected from the overall cohort. One pituitary 

gland from the group of mice treated with PBS was excluded as an 

outlier on the basis of excessive elevation of γH2AX levels on Western 

blot analysis. Hormone measurements were performed for all mice, 
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