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SUPERINTENDENCIA DE INDUSTRIA Y COMERCIO

RAD: 12­116665­  ­10
DEP: 2020  DIRECCION DE NUEVAS CREACIONES 
TRA: 11  PCT­PATENTE DE INVENCION CAPITULOS I Y II 
ACT: 519   PRESENTACION 

FECHA:  2014­02­27 12:01:40
EVE:  378  FASE NACIONAL INCLUIDO CAPITULO I 
FOLIOS:   6

Como resultado del examen de fondo realizado, con fundamento en el Artículo 45 de la 
Decisión 486 de la Comisión de la Comunidad Andina, se comunica:

1. Documentos estudiados  

Descripción: Radicado 12-116665-00000-0000 11/Julio/2012
Reivindicaciones: Radicado 12-116665-00000-0000 11/Julio/2012

Radicado 12-116665-00005-0000 28/Diciembre/2012
Radicado 12-116665-00009-0000 5/Septiembre/2013

Dibujos: Radicado 12-116665-00000-0000 11/Julio/2012
Oposición: Radicado 12-116665-00006-0000 Lafrancol 27/Febrero/2013
Respuesta  de  la 
solicitante: 

Radicado 12-116665-00009-0000 5/Septiembre/2013

Prioridad: US 61 285 942 11/Diciembre/2009
                                         
2. Análisis de la Prioridad

Se acepta la reivindicación de prioridad porque ésta solicitud fue presentada dentro del 
plazo  establecido  (Art.  9  D  486)  y  su  contenido  técnico  corresponde  con  el  de  la 
prioridad reivindicada.

3. Objeto de la invención
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De acuerdo con lo establecido en el numeral 1.2.2.2 del capitulo primero del Título 10 
de la Circular Única para efectos del examen de patentabilidad, se tendrá en cuenta la 
tasa  pagada  por  la  solicitante  al  momento  de  comenzar  el  examen  para  las 
reivindicaciones adicionales; esto es que cuando la solicitud contenga más de diez (10) 
reivindicaciones y no se haya pagado la tasa complementaria, sólo se estudiarán las 
cubiertas por la tasa pagada. En el presente caso se estudiarán las reivindicaciones 1 a 
10 del capítulo reivindicatorio (Radicado N°. 12-116665-00009-0000).

Título de la solicitud: “Antagonistas de PCSK9”.

El  problema  planteado  en  esta  solicitud  consiste  en  la  necesidad  de  proporcionar 
inhibidores  de  PCSK9  para  reducir  las  concentraciones  en  plasma  de  LDL-C  co-
administrados  con  un  segundo  agente  reductor  de  colesterol,  para  tener  mayor 
eficacia.

Para resolver este problema técnico la solicitud en estudio proporciona antagonistas de 
anticuerpos  contra  la  proteína  convertasa-subtilisina/quexina  tipo  9a  (PCSK9),  y 
métodos para utilizar estos anticuerpos.

El  objeto  de  la  presente  solicitud  se  relaciona con la  Clasificación  Internacional  de 
Patentes (CIP): C07K 16/40; A61K 39/395; A61P 3/06

4. De la solicitud de patente 

Titulo

Reivindicaciones (Art 30 D 486, Art 22 PCT)

El anticuerpo reclamado en las reivindicaciones 1 y 2 debe ser definido a partir de su 
estructura completa, esto es, de las secuencias de las regiones variables de la cadena 
ligera y cadena pesada. La alusión a segmentos parciales de la molécula, tal como la 
CDR3, no permite definirla, menos aun cuando dicha alusión no establece ni siquiera 
todos los segmentos de unión (CDRs) de la misma.

Las reivindicaciones 2 y 6 definen el anticuerpo a partir de un porcentaje de homología 
lo  que  no  permite  establecer  la  secuencia  nucleótida  exacta  a  la  que  se  refiere  y 
además, no hay sustento que demuestre que todas las posibles variables tengan la 
actividad  que  se  quiere  demostrar.  Se  sugiere  definirlo  a  partir  de  la  secuencia 
nucleótida  indicando  el  número  de  la  misma  (SEQ  ID  NO),  y  además  el  término: 
“cuando menos”, es impreciso, por lo cual no permite distinguir la invención del estado 
de la técnica.  Se sugiere sustituirlo por un término preciso o un rango concreto.

La reivindicación 4 no es clara porque el  anticuerpo reclamado debe ser definido a 
partir de su estructura completa, esto es, de las secuencias de las 3 CDRs de cadena 
ligera  y  las  3  CDRs  de  cadena  pesada.  La  alusión  a  segmentos  parciales  de  la 
molécula, tal como la CDRH1 y CDR2, no permiten definirla, menos aun cuando dicha 
alusión no establece ni siquiera todos los segmentos de unión (CDRs) de la misma.

El término “¡Error! No se encuentra el origen de la referencia”  de las reivindicaciones 7 
y 9 no es claro, al parecer es un error de trascripción.  Se sugiere realizar la corrección 
pertinente.

Las formas alternativas del anticuerpo reclamadas en la reivindicación 7, deben ser 
caracterizadas a partir de su propia estructura, indicando la secuencia del anticuerpo 
modificado y tener pleno sustento en la descripción.

La  reivindicación  8  no  es  clara  porque  presenta  una excesiva  complejidad,  lo  cual 
dificulta determinar la extensión del objeto que se busca proteger. Se sugiere definir el 
anticuerpo en la reivindicación independiente por las secuencias de las 3 CDRs de 
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cadena  ligera  y  las  3  CDRs  de  cadena  pesada  e  incluir  en  una  reivindicación 
dependiente las variables seleccionadas preferentemente de las secuencias de CDRs 
indicadas (SEQ ID N: 6, 7, 9, 10, 12, 13, 20, 21, 23, 24 y 26).

La  composición  reclamada  en  las  reivindicación  9,   debe  ser  definida  por  sus 
ingredientes,  indicando  las  proporciones  de  cada  uno  de  ellos  dentro  de  la 
composición. Además el término “excipiente fisiológicamente compatible” no es claro 
por  lo cual  no permite distinguir  la  invención del  estado de la  técnica.   Se sugiere 
sustituirlo por un término concreto.

La reivindicación 10 en el que la  composición define un segundo agente terapéutico 
debe tener sustento para las combinaciones. Se debe especificar los fármacos con los 
que se combina por medio de su denominación común internacional y no solo por su 
categoría farmacológica o por su mecanismo de acción.

Las reivindicaciones 9 y 10 que reclaman una composición no tienen sustento en la 
descripción. 

5.  Análisis de la Oposición

Argumentaciones de Lafrancol

Afirma la opositora que esta solicitud pretende obtener patente para composiciones y 
combinaciones farmacéuticas que se refieren a antagonistas de anticuerpos contra la 
proteína convertasa-subtilisina/quexina tipo 9 (PCSK9), los cuales pueden estar junto a 
un  segundo  agente  que  reduce  los  niveles  de  colesterol  de  lipoproteína  de  baja 
densidad (LDL-C) seleccionado de Atorvastatina,  Rosuvastatina,  Simvastatina,  entre 
muchos  otros,  útiles  en  la  prevención  y  tratamiento  de  enfermedades  como  la 
aterosclerosis  e  hipercolesterolemia,  dicha solicitud  consiste  en  prácticas  y  eventos 
totalmente conocidos en la industria farmacéutica. No existe ninguna novedad sobre 
estos preceptos y mucho menos nivel inventivo.

Las  composiciones  farmacéuticas  de  las  cuales  se  hace  referencia,  donde  se 
involucran  agentes  tales  como  Atorvastatina,  Rosuvastatina,  Simvastatina, 
Cerivastatina, Mevastatina, entre muchos otros, es imprescindible manifestar que no 
puede la solicitante pretender acceder a un beneficio patentario sobre composiciones y 
combinaciones  farmacéuticas  que  comprenden  moléculas  que  se  encuentran 
descubiertas y plenamente identificadas en el sector químico farmacéutico, reveladas 
por ejemplo en el Merck Index y en diferentes patentes (EP409281 y US5273995 para 
atorvastatina;  EP3i2 1471 y US5260440 para rosuvastatina;  EP33538 y US4444784 
para  simvastatina;  EP325130,  US5006530  y  US5177080  para  cerivastatina,  y 
DE2524355 y US3983140 para mevastatina).

Respuestas de la Solicitante 

La  solicitante  afirma  que  cualquier  persona  medianamente  versada  en  la  materia 
concluiría  fácilmente  que  los  documentos  del  estado  de  la  técnica  citados  por  el 
Opositor (por ejemplo: Merck Index y patentes divulgando principios activos) no son 
relevantes para la evaluación de la patentabilidad de la presente invención, puesto que 
dichos  documentos  sólo  se  refieren  a  ingredientes  activos,  como  el  caso  de 
atorvastatina,  rosuvastatina,  simvastatina,  cerivastatina  y mevastatina,  los cuales no 
son el objeto de la presente invención. De hecho, estos documentos no divulgan ni 
mucho menos sugieren los anticuerpos reclamados en la presente solicitud. Es decir, 
tales documentos no pueden afectar ni la novedad ni el nivel inventivo de la presente 
invención, pues no solo no se refieren a los anticuerpos aquí reclamados, sino que la 
presente invención no pretende la protección de dichos principios activos.

Respuesta del Examinador Técnico
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Claramente  el  objeto  de  la  solicitud   es  reclamar  anticuerpos  contra  la  proteína 
convertasa-subtilisina/quexina  tipo  9  (PCSK9)  y  una  composición  que  comprende 
dichos  anticuerpos  y  un  segundo  agente  terapéutico  y  no  el  principio  activo  del 
segundo  agente  como   atorvastatina,  rosuvastatina,  simvastatina,  cerivastatina, 
mevastatina. Sin embargo, la descripción no divulga las composiciones reclamadas de 
manera suficientemente completa y razonable. En estos términos la composición no 
tiene sustento  y no es clara porque la información que contiene no permite que la 
persona del oficio normalmente versada en la materia pueda comprender la solución 
aportada por la invención o pueda reproducirla o ejecutarla.

Los  documentos  presentados  en  la  oposición  no  desvirtúan  la  novedad  ó  el  nivel 
inventivo del objeto de esta solicitud;  por lo cual no se considerarán dentro del examen 
de patentabilidad.

6.  Determinación del Estado de la Técnica

El  estado  de  la  técnica  se  determinó  con base en la  fecha  de presentación  de  la 
solicitud de prioridad: diciembre 11 de 2009, se encontraron los siguientes documentos 
que anticipan el objeto de esta solicitud:

Ítem Documento Título Fecha de Publicación

D1 Ni Yan et al

“A PCSK9 C-terminal Domain 
Binding Fab Inhibits PCSK9 

Internalization and Restores LDL-
uptake”

1/Noviembre/2009

El documento D11 divulga la unión de la proteína convertasa-subtilisina/quexina tipo 9 
(PCSK9) al receptor de lipoproteína de baja densidad  (LDLR), para la degradación de 
LDLR e inhibición de LDL-C en plasma (Resumen).

7. Examen de Patentabilidad (Art 14 D486)

Nivel inventivo (Art18 D486)

La reivindicación  5 consiste en:  “El anticuerpo de acuerdo con la reivindicación 4, en  
donde:
i) la CDR1 del segmento-V de la cadena pesada comprende la SEQ ID NO: 7;
ii) la CDR2 del segmento-V de la cadena pesada comprende la SEQ ID NO: 10;
iii)  la  CDR3  de  la  cadena  pesada  comprende  la  secuencia  de  aminoácidos 
seleccionada a partir del grupo que consiste en SEQ ID NO: 12 y SEQ ID NO: 13;
iv) la CDR1 del segmento-V de la cadena ligera comprende la SEQ ID NO: 21;
v) la CDR2 del segmento-V de la cadena ligera comprende la SEQ ID NO: 24; y
vi)  la CDR3 de la cadena ligera  comprende la SEQ ID NO: 26”  (Radicado N°.  12-
116665-00009-0000).

Comparación de las características técnicas esenciales, con las del estado de la técnica:

Características esenciales D1
Anticuerpo Anticuerpo PCSK9 (Pág. 12882).
i) la CDR1 del segmento-V de la cadena pesada 
comprende la SEQ ID NO: 7

1G08 (Pág. 12882).

ii) la CDR2 del segmento-V de la cadena pesada 
comprende la SEQ ID NO: 10
iii) la CDR3 de la cadena pesada comprende la 
secuencia de aminoácidos seleccionada a partir 
del grupo que consiste en SEQ ID NO: 12 y SEQ 
ID NO: 13

1 Ni Yan G et al. 2009. ISSN: 0009-7322.
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iv) la CDR1 del segmento-V de la cadena ligera 
comprende la SEQ ID NO: 21

la CDR2 del segmento-V de la cadena ligera 
comprende la SEQ ID NO: 24
la CDR3 de la cadena ligera comprende la SEQ 
ID NO: 26

El documento D1 revela el anticuerpo anti-PCSK9 1G08, dicho anticuerpo no bloquea 
la unión a LDLR de PCSK9, pero inhibe la absorción de LDL dependiente de PCSK9 
en células HEK293 y HepG2 y la  internalización de los PCSK9 en células HEK293.
Dicho anticuerpo presenta afinidad a la subunidad gama de PCSK9 y se une dentro del 
dominio C-terminal de PCSK9 (Pág. 12882). 

La diferencia entre la invención, definida en la reivindicación 5 y el anticuerpo de D1 
consiste en las secuencias de los CDRs de cadena pesada y cadena ligera.

El efecto que logra el incluir las secuencias de los CDRs de cadena pesada y cadena 
ligera sustentado en los ejemplos ya era conocido en el documento D1 que indica la 
reducción de colesterol y la vida media in vivo del anticuerpo. 

Por  lo  tanto,  el  problema  técnico  objetivo  que  pretende  resolver  esta  invención  se 
puede formular así: cómo obtener  inhibidores de PCSK9 alternativos para reducir las 
concentraciones  en  plasma  de  LDL-C  co-administrados  con  un  segundo  agente 
reductor de colesterol.

Sin embargo,  el  documento D1 ya divulga anticuerpos dirigidos al  mismo epítope y 
como obtener los mismos para la  inhibición de la absorción de LDL dependiente de 
PCSK9 (Pág. 12882).

En consecuencia, la persona del oficio normalmente versada en la materia, generaría 
múltiples  variaciones  de  promotores  recombinantes  empleando  técnicas 
convencionales y métodos de biología molecular,  de acuerdo a las enseñanzas del 
documento D1 para llegar así al objeto de la reivindicación 5 de la solicitud. Por lo cual 
se considera obvia.

Conclusión:
La reivindicación  5 cumple el requisito de novedad (Art.  16), pero no cumple con el 
requisito de nivel inventivo (Art. 18).

Puesto  que  las reivindicaciones  dependientes  1  –  4  y  6  –  10  no  mencionan 
características inventivas adicionales tampoco se pueden considerar inventivas.

8. Conclusión

Los requisitos de Patentabilidad de la presente solicitud están afectados así:

Ítem Documento Reivindicaciones afectadas Requisito que afecta
D1 Ni Yan et al 1 – 4 y 6 – 10 Nivel inventivo



En cumplimiento  del  artículo  45  de  la  Decisión  486  de  la  Comisión  de  la  Comunidad 
Andina,  se  le  indica  que  debe  dar  respuesta  dentro  del  término  de  sesenta  (60)  días 
contados a partir del día siguiente de la fecha de notificación de la presente comunicación. 
En caso de no dar  respuesta  al  presente  requerimiento,  o  si  a  pesar  de  la  respuesta 
subsistieran los impedimentos para la concesión, se denegará la patente.

Se invita al solicitante se sirva indicar, si así lo considera, su renuncia al término faltante de 
sesenta (60) días  para dar respuesta a este requerimiento y presentarla por escrito.

Finalmente, se le recuerda al solicitante que si como respuesta a este requerimiento llegara 
a modificar el capítulo reivindicatorio y éste contenga más de diez (10) reivindicaciones, no 
pagará  la  tasa  de  modificación  voluntaria  pero  sí  la  correspondiente  al  pago  por 
reivindicación adicional.

Notifíquese el  presente oficio  conforme a lo dispuesto en el  numeral  5.2,  literal  e),  del 
capítulo quinto del título primero de la Circular Única No. 10 de 2001. 

El anterior requerimiento fue notificado por fijación en lista, de fecha  2014-03-04

Elaboró: Sindy Johana Brochero Ballesteros
Revisó: Sandra Carolina Crespo 
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PCSK9 binds to the low density lipoprotein receptor
(LDLR) and leads to LDLR degradation and inhibition of
plasma LDL cholesterol clearance. Consequently, the role of
PCSK9 in modulating circulating LDL makes it a promising
therapeutic target for treating hypercholesterolemia and cor-
onary heart disease. Although the C-terminal domain of
PCSK9 is not involved in LDLR binding, the location of sev-
eral naturally occurring mutations within this region sug-
gests that it has an important role for PCSK9 function. Using
a phage display library, we identified an anti-PCSK9 Fab
(fragment antigen binding), 1G08, with subnanomolar affin-
ity for PCSK9. In an assay measuring LDL uptake in HEK293
and HepG2 cells, 1G08 Fab reduced 50% the PCSK9-depen-
dent inhibitory effects on LDL uptake. Importantly, we found
that 1G08 did not affect the PCSK9-LDLR interaction but
inhibited the internalization of PCSK9 in these cells. Further-
more, proteolysis and site-directedmutagenesis studies dem-
onstrated that 1G08 Fab binds a region of �-strands encom-
passing Arg-549, Arg-580, Arg-582, Glu-607, Lys-609, and
Glu-612 in the PCSK9 C-terminal domain. Consistent with
these results, 1G08 fails to bind PCSK9�C, a truncated form
of PCSK9 lacking the C-terminal domain. Additional studies
revealed that lack of the C-terminal domain compromised the
ability of PCSK9 to internalize into cells, and to inhibit LDL
uptake. Together, the present study demonstrate that the
PCSK9 C-terminal domain contribute to its inhibition of
LDLR function mainly through its role in the cellular uptake
of PCSK9 and LDLR complex. 1G08 Fab represents a useful
new tool for delineating the mechanism of PCSK9 uptake and
LDLR degradation.

Proprotein convertase subtilisin-like/kexin type 9 (PCSK9)4
is a key regulator of plasma low density lipoprotein (LDL) cho-
lesterol and has emerged as a promising target for prevention
and treatment of coronary heart disease. A strong link between
PCSK9, LDL, cholesterol, and coronary heart disease has been
established by multiple laboratories. Human genetic studies
demonstrated remarkable correlations between several non-
sense or missense PCSK9 mutations with plasma LDL choles-
terol levels and the risk of coronary heart disease. Thus, puta-
tive gain- or loss-of-function mutants were found to correlate
with increased or reduced plasma LDL levels and cardiovascu-
lar risk, respectively (1–7). A recent genome-wide association
study further bolstered the importance of PCSK9 by establish-
ing a linkage between a single nucleotide polymorphism at a
locus near PCSK9 with early-onset myocardial infarction (8).
There is extensive evidence that plasmaPCSK9 raises LDLcho-

lesterol levels by binding to cell surface LDLR and targeting the
receptor to lysosomes for degradation (9–13). Accordingly, inhi-
bition of PCSK9 by recombinant LDLR fragments (14–16) or by
mono- or polyclonal antibodies (17, 18) restored LDL cholesterol
uptake in cells. Moreover, either RNAi targeting liver PCSK9 (19)
or intravenous injection of a monoclonal antibody disrupting the
PCSK9-LDLR interaction (17) were found to lower plasma LDL
cholesterol in mice and in non-human primates. Collectively,
these data strongly support PCSK9 as an attractive and viable tar-
get for therapeutic intervention against hypercholesterolemia.
PCSK9 is formed by anN-terminal prodomain, a subtilisin-like

catalytic domain and aC-terminal cysteine/histidine-rich domain
(CHRD). Recently, PCSK9 has been crystallized in complex with
the epidermal growth factor-like repeat A (EGF-A) domain of the
LDLR at both acidic and neutral pH values (14, 15, 20). Impor-
tantly, the LDLR EGF-A domain binds exclusively to the catalytic

1 To whom correspondence may be addressed: 126 E. Lincoln Ave., Rahway,
NJ 07065. Fax: 732-594-2510; E-mail: yan_ni@merck.com.

2 To whom correspondence may be addressed: Novartis Vaccine and Diag-
nostics, 350 Massachusetts Ave. 45SS/3106D, Cambridge, MA 02139;
E-mail: andrea.carfi@novartis.com.

3 To whom correspondence may be addressed: 126 E. Lincoln Ave., Rahway,
NJ 07065. Fax: 732-594-2510; E-mail: ayesha_sitlani@merck.com.

4 The abbreviations used are: PCSK9, proprotein convertase subtilisin-like/
kexin type 9; AF, Alexa Fluor; Fab, fragment antigen binding; EGF-A, epi-
dermal growth factor-like repeat A; LDL, low density lipoprotein; LDLR, LDL
receptor; RFU, relative fluorescence units; SEC, size-exclusion chromatog-
raphy; SPR, surface plasmon resonance; TR-FRET, time-resolved fluores-
cence resonance energy transfer; MALDI-TOF, matrix-assisted laser
desorption/ionization-time of flight.
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domain of PCSK9, and makes no contact with either the prodo-
main or the C-terminal domain.
The C-terminal domain of PCSK9 is composed of �230 resi-

dues with three symmetry-related repeats resembling a resistin
homotrimer. This region contains 9 disulfide bonds (3 in each
repeat) and has been suggested to mediate the colocalization of
PCSK9with LDLRat the cell surface (21). TheC-terminal domain
is not required for PCSK9 binding to LDLR (9, 14), but is involved
in PCSK9-mediated LDLR degradation by a currently unknown
mechanism (9, 21). Indeed, individuals expressing forms of
PCSK9 withmutations in C-terminal domain have been shown
to have either hyper- or hypocholesterolemia, thus strengthen-
ing the idea that this domain plays an important functional role.
Here, we report the identification and characterization of a
human antibody antigen binding fragment (Fab), 1G08, which
binds to the C-terminal domain of PCSK9 and partially inhibits
its effect on LDL uptake in vitro. In addition, we find that 1G08
binding to PCSK9 does not affect the PCSK9-LDLR interaction
but inhibits PCSK9 internalization. Consistent with these
results, PCSK9�C, which lacks the entire C-terminal domain,
fails to bind 1G08 and has a reduced ability internalize and to
inhibit cellular LDL uptake. Taken together, these results dem-
onstrate the PCSK9 C-terminal domain contribute to its inhi-
bition of LDLR function mainly through its role in the cellular
uptake of PCSK9 and LDLR complex.

EXPERIMENTAL PROCEDURES

Expression Plasmids and Protein Purification—Full-length
human PCSK9-V5-His protein was expressed and purified in
stably transfected HEK293 cells as described previously (10).
PCSK9 point mutations were generated by SeqWrite DNA
Technology Service, and the mutant proteins were expressed
and purified similarly to the full-length PCSK9. The truncated
PCSK9�C (Gln-31–Ala-451) proteins with a C-terminal His
tag were expressed and purified in Escherichia coli BL21 cells
(14). The human LDLR ectodomain was purchased from R&D
Systems. Full-length wild-type Annexin A2 (residues Met-1-
Asp-339, bearing an N-terminal His6 tag followed by a linker
with a TEV cleavage site), was expressed and readily purified to
homogeneity by Ni affinity chromatography. The N-terminal
tag was removed by overnight incubation with TEV protease.
When studied by analytical size-exclusion chromatography,
the purified Annexin A2 exhibited an elution profile corre-
sponding to that of a monodisperse monomer of �40 kDa.
Isolation of Anti-PCSK9 Fab 1G08—The human combinato-

rial antibody HuCAL GOLD phage display libraries (22) were
panned against recombinant human PCSK9-V5-His protein
immobilized on Nunc Maxisorp plates. Three rounds of pan-
ning against human PCSK9-V5-His were carried out as
described (22), and the XbaI-EcoRI inserts from the output of
the third round were subcloned into Fab expression vector
pMORPH_x9_MH (23), and individual chloramphenicol-resis-
tant transformant colonies were picked and placed into 96-well
plates for growth and screening for Fab expression.
Cultures of transformant colonies were isopropyl-1-thio-�-D-

galactopyranoside (IPTG)-induced and grown overnight in
96-well plates for Fab expression. Culture supernatants were
incubated with purified human PCSK9-V5-His protein immo-

bilized in 96-well Nunc Maxisorp plates, washed with 0.1%
TweenTM 20 in phosphate-buffered saline using a plate washer,
incubated with horseradish peroxidase (HRP)-coupled anti-
Fab antibody, and washed again with phosphate-buffered
saline/TweenTM 20. Bound HRP was detected by addition of
TMP substrate, and A450 values of wells were read with a plate
reader.
Fabs from ELISA-positive clones were expressed by IPTG-

induction in E. coli TG1F� cells. Cultures were lysed, the His-
tagged Fabs were purified by nickel-nitrilotriacetic acid chro-
matography (Qiagen) and exchanged into a buffer of 25 mM

HEPES pH 7.3–150 mM NaCl by centrifugal diafiltration. Pro-
teins were analyzed by electrophoresis on Caliper Lab-Chip 90
and by conventional SDS-PAGE and quantified by BCAprotein
assay (Pierce). Purified Fab protein was re-assayed by ELISA in
serial dilutions to confirmactivity of purified Fab. Fab 1G08was
identified as ELISA-positive against human PCSK9.
Surface Plasmon Resonance (SPR)—All SPR experiments

were performed using Biacore instruments at 25 °C. For
PCSK9-1G08 binding studies, a purified full-length C-termi-
nally biotinylated PCSK9 was noncovalently immobilized on a
streptavidin-coated sensor surface (SA chip, GE Healthcare).
Running buffers contained 150 mM NaCl, 1 mM CaCl2, 0.005%
(v/v) P-20 surfactant, and 25 mM Hepes, pH 7.4. Binding con-
stants were obtained from a series of 1G08-Fab injections. Fol-
lowing injections of 1G08-Fab, sensor chip surfaceswere regen-
erated with a 5-s injection of 30mMNaOH. Data were analyzed
using BIAevaluation software, with reference sensorgrams sub-
tracted from experimental sensorgrams to yield curves repre-
senting specific binding. Steady-state analysis was used to plot
equilibrium binding response (Req) against analyte concentra-
tion to obtain thermodynamic dissociation constants (KD).
For competition studies, the purified full-length LDLR was

covalently immobilized by amine coupling to a carboxymeth-
ylated dextran sensor surface (CM5 chip, GE Healthcare). First,
the purified full-length PCSK9 protein was injected, followed
by injection of the 1G08 Fab during the initial dissociation
phase of the PCSK9-LDLR complex.
LDLR and PCSK9 Interaction Studies by Time-resolved Fluo-

rescence Resonance Energy Transfer (TR-FRET) Assay—TR-
FRETexperimentswere performed as previously described (10)
using 4 nM Eu3�-labeled LDLR ectodomain and 10 nM Alexa
Fluor 647-labeled PCSK9. Reactionswere performed at 20 °C in
50 �l of buffer containing 10 mM Hepes, pH 7.4, 150 mM NaCl,
0.1 mM CaCl2, and 0.05% (w/v) bovine serum albumin. Disrup-
tion of the PCSK9-LDLR interaction was assessed in titrations
in which putative competitor proteins, typically in concentra-
tion ranges of 0.1 nM to 2.5 �M, were added to the reaction
mixture with incubations for 16 h prior to fluorescence mea-
surements. IC50 values were determined from triplicate experi-
ments by fitting data to a sigmoidal dose-response curve using
nonlinear regression (GraphPad Software Inc.).
1G08 andPCSK9Binding TR-FRETAssay—1G08andPCSK9

binding was studied using TR-FRET assay similarly to that
described above. 2–4 nM europiumEu3�-labeled 1G08-IgG and 8
to 16 nM Alexa Fluor 647-labeled PCSK9 were used in 50 �l of
reactionbuffer containing10mMHepes, pH7.4, 150mMNaCl, 0.1
mM CaCl2, and 0.05% (w/v) bovine serum albumin at 20 °C. Dis-
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ruption of the 1G08-PCSK9 binding was assessed in titrations in
which unlabeled recombinant wild-type or mutant PCSK9 pro-
teins, or Annexin A2 were added to the reaction mixture with
incubations for 2–4 h prior to fluorescence measurements typi-
cally in concentration ranges of 0.03–1000 nM.
Isolation of LDL and Labeling of LDL and LDLR and PCSK9—

LDL was isolated from healthy human volunteers as previously
described (10). Labeling of PCSK9 with Alexa Fluor 647, LDL
withAlexa Fluor 546 andLDLRwith Eu3�(8044)-DTA (Perkin-
Elmer, Waltham, MA) were performed as previously reported
(24).
LDL Uptake and PCSK9 Uptake—Cellular uptake of Alexa

Fluor 546-labeled LDL or Alexa Fluor647-labeled PCSK9 was
studied in HEK293 cells as described previously (10), with the
exception that Alexa Fluor647-labeled PCSK9 were incubated
with cells in fibronectin plates for 5 h before imaging.
Size-exclusion Chromatography (SEC)—SEC was used to

assess the size of 1G08 Fab, PCSK9, PCSK9�C, and the com-
plex of 1G08 Fab and PCSK9. Equimolar amounts of purified
PCSK9 (0.18 mM, MW 75,979, �280 � 57,030 M�1 cm�1) or
purified PCSK9�C (0.18 mM, MW 45,708, �280 � 28,270 M�1

cm�1) and 1G08-Fab (0.18mM,MW48,853, �280 � 79,050 M�1

cm�1) were mixed and incubated for 2 h at 4 °C in 40 mM Tris-
HCl buffer, pH 7.5, containing 100 mM NaCl, 5% glycerol, and
20 �M CaCl2. Samples were loaded on a Superdex 200 10/30
column (Amersham Biosciences) equilibrated with the buffer
described above. Elution was performed at 4 °C, and the flow
rate was held at 0.50 ml/min. The column was calibrated using
markers of known molecular weights (Bio-Rad).
Proteolysis—PCSK9-1G08-Fab complex in 25 mM Hepes

pH 7.5, 100 mM NaCl was digested at room temperature with
two different enzymes: trypsin (Promega) and GluC (Roche).
PCSK9 or 1G08-Fab (alone) samples was digested in the same
conditions and used as controls. The PCSK9 to endoprotease
ratio used (w/w) was 1000/1 and 500/1 for trypsin and GluC,
respectively. The cleavage sites on PCSK9 and PCSK9/1G08-
Fab complex at 5, 15, 30, 60, 120, 240, and 360 min digestions
were followed by MALDI-TOF mass spectrometry before and
after dithiothreitol reduction.
MALDI-TOF MS Analysis—MALDI-TOF spectra of posi-

tive ions were acquired in linear mode on a MALDI-TOF

mass spectrometer (Voyager-STR,
Applied Biosystems, Inc Framing-
ham, MA) equipped with a delayed
extraction device and a nitrogen
laser (� � 337 nm). A saturated
solution of sinapinic acid (3,5-di-
methoxy-4-hydroxycinnamic acid,
Aldrich) in 50% acetonitrile and 1%
trifluoroacetic acid was used to
obtain the MALDI crystals. 500
shots were averaged for each spec-
trum acquired. The spectra were
externally calibrated using des-
Arg1-Bradikinin,Angiotensin I,Glu1-
Fibrinopeptide B, ACTH fragments,
insulin, thioredoxin, and apomyo-
globin according to the mixture

provided with the SequazymeTM Peptide Mass Standards kit
(Applied Biosystems). The difference between the calculated
average mass and the experimental mass measured (0.05% to
0.1%) was consistent with the accuracy of MALDI-TOF MS in
linear mode.

RESULTS

1G08 Binds PCSK9 and Inhibits Effects of PCSK9 on Cellular
LDL Uptake—Using phage library panning and a PCSK9 bind-
ing ELISA, we identified a human Fab, 1G08, which binds puri-
fied recombinant human PCSK9with an affinity (KD) of 550 pM
as measured by surface plasmon resonance (SPR). 1G08 IgG
(IgG2) binds PCSK9 with similar affinity. A TR-FRET assay
confirmed the high binding affinity of 1G08 for PCSK9. In this
assay, unlabeled 1G08 Fab was used to compete with Eu3�-
labeled 1G08 for the binding to Alexa Fluor (AF) 647 labeled
PCSK9 (Fig. 1A). The apparent inhibition constant (IC50) was
4.0� 0.3 nM (mean� S.E.). It is possible that the IC50 value is an
overestimation, as it is close to the IC50 detection limit of this
assay (�4 nM). 1G08 Fab and IgG do not bind mouse PCSK9
(data not shown).
Next, we assessed whether binding of 1G08 Fab to PCSK9

alters cellular LDL uptake. As reported earlier (10, 24), addition
of purified recombinant human PCSK9 to HEK293 cell culture
medium significantly decreased cellular uptake of AF546-la-
beled LDL. Addition of 1G08 Fab partially blocked (�50–60%)
PCSK9 inhibition of LDL uptake in HEK293 cells, with an IC50
of �50 nM (Fig. 1B). A similar inhibitory effect was also
observed in HepG2 cells with an IC50 of �150 nM (data not
shown). Of note, 1G08 Fab had no effect on cellular LDL uptake
in the absence of exogenously added PCSK9 (Fig. 1B), which is
likely due to the low levels of endogenous PCSK9 secreted by
HEK293 or HepG2 cells (�1 nM). Interestingly, unlike 1G08
Fab, even at the highest concentration tested (1�M), 1G08 IgG2
had very little effect on PCSK9 cellular function (Fig. 1B).
1G08 Does Not Affect the PCSK9-LDLR Interaction—To test

whether 1G08 Fab inhibits PCSK9 function by altering the
interaction between PCSK9 and the LDLR, we used an in vitro
TR-FRET assay that monitors PCSK9-LDLR binding. In this
assay, unlabeled PCSK9 dose-dependently inhibited PCSK9-

FIGURE 1. 1G08 binds PCSK9 and inhibits PCSK9 cellular function. A, 1G08-PCSK9 binding TR-FRET assay. A
preformed complex of AF647-labeled PCSK9 (16 nM) and Eu3�-labeled1G08-IgG (4 nM) was combined with
increasing amounts of unlabeled PCSK9 protein at pH 7.4. No treatment control and assay background (No
AF647-PCSK9) are shown as indicated. B, effect of 1G08 Fab or IgG on PCSK9-mediated inhibition of LDL uptake
in HEK293 cells. AF546-LDL uptake were measured in cells incubated with PCSK9 (5 �g/ml) and increasing
concentrations of 1G08 Fab or IgG. 1G08 Fab dose-dependently decreases AF546-labeled LDL uptake. The IC50
is �50 nM, maximal inhibition is �50%.
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LDLR binding; in contrast, 1G08 Fab did not affect PCSK9
binding to the receptor (Fig. 2A).
Consistent with these results, SPR studies showed that addi-

tion of 1G08 Fab following PCSK9 to immobilized LDLR fur-
ther increase the response signal, suggesting 1G08 Fab was able
to bind LDLR-bound PCSK9 without disrupting the complex
(Fig. 2B), suggesting that the binding sites of 1G08 andLDLRon
PCSK9 do not overlap.
1G08 Binding Inhibits PCSK9 Internalization—The binding

of 1G08 Fab to PCSK9 does not affect the PCSK9-LDLR inter-
action, yet, it inhibits PCSK9-mediated inhibition on cellular
LDL uptake. To delineate the underlying mechanisms, we
tested whether 1G08 affects PCSK9 internalization. AF647-la-

beled PCSK9 uptake was measured by fluorescence imaging in
HEK293 cells cultured in Dulbecco’s modified Eagle’s medium
containing 10% lipoprotein-deficient serum (10). 1G08 Fab dose-
dependently inhibited the uptake of AF647-PCSK9 in these
cells (Fig. 2C). Consistent with its partially inhibitory effect on
LDL uptake, 1G08 Fab did not completely inhibit AF647-
PCSK9 internalization even at the highest concentration tested
(2�M). Similarly, 1G08 IgG is also a partial inhibitor of AF-647-
PCSK9 internalization, althoughwithmuch less efficiency. The
IC50 values of 1G08 Fab and IgG is 22 nM and great than 170 nM,
respectively (Fig. 3). A control Fab that does not bind PCSK9
had no effect on AF647-PCSK9 internalization. These results
indicate that the inhibitory effect of 1G08 on PCSK9 cellular

FIGURE 2. 1G08 does not affect PCSK9 and LDL receptor interaction but inhibits cellular PCSK9 uptake. A, PCSK9-LDLR interaction TR-FRET assay.
Increasing concentrations of unlabeled PCSK9 or 1G08-Fab was titrated into reactions containing a preformed complex of AF647-PCSK9 (10 nM) and Eu3�-
labeled recombinant LDLR (4 nM) at pH 7.4. Data are means � S.D. of triplicates. Unlabeled PCSK9, but not 1G08-Fab, disrupted the complex between
Eu3�-labeled soluble LDLR and wild-type PCSK9. B, Biacore sensorgram showed the binding of 1G08-Fab (5 �M) to PCSK9 bound to immobilized LDLR
ectodomain. The sensorgram shows first an increase in RU because of the association of PCSK9 with LDLR and then a second increase due to the association of
1G08 Fab with the PCSK9-LDLR complex. Line bars show application of LDLR, PCSK9, or 1G08 as indicated. In separate SPR experiments, the 1G08 Fab did not
bind to the immobilized LDL receptor. C, 1G08 Fab and IgG impairs PCSK9 internalization. HepG2 cells were incubated (37 °C, 5 h) with 25 nM AF647-labeled
PCSK9 in the presence of 1G08 Fab or IgG at concentration as indicated. The background fluorescence level was measured by incubating cells with AF647-
PCSK9 in the presence of 50-fold unlabeled PCSK9.

FIGURE 3. 1G08 does not bind PCSK9 C-terminal truncation mutant. A, size-exclusion chromatography of PCSK9-1G08-Fab complex (brown-dotted color, 50
�l, 180 �M), PCSK9 (black color, 50 �l, 180 �M), 1G08-Fab (red color, 50 �l, 180 �M). B, schematic illustration of the functional domain organization of full-length
PCSK9 and the C-terminal-truncated PCSK9�C protein. C, size-exclusion chromatography of PCSK9�C-1G08-Fab co-elution (green-dotted color, 50 �l, 180 �M),
PCSK9�C (blue color, 50 �l, 180 �M), 1G08-Fab (red color, 50 �l, 180 �M). The retention volume (ml) is indicated on top of each peak. D, 1G08-PCSK9 binding
TR-FRET assay showing that unlabeled PCSK9, but not unlabeled PCSK9�C disrupted the preformed 1G08-Fab and PCSK9 complex. Fluorescence level in the
control reaction (no competitor) was also shown. Abbreviations: Pro, inhibitory prodomain; SP, signal peptide. CHRD, cysteine/histidine-rich domain.
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function is mediated, at least in part, through attenuation of
cellular PCSK9 uptake.
In Vitro Characterization of the PCSK9-1G08 Fab Complex—

Previous studies have shown that the C-terminal domain of
PCSK9 plays a role in mediating the colocalization of PCSK9
with LDLR at the cell surface and PCSK9 trafficking (21). To
further characterize the PCSK9/1G08-Fab interaction, we ini-
tially studied these proteins using SEC. When PCSK9 and
1G08-Fab proteins were loaded onto the column separately
(Fig. 3A, peaks in black and red colors), PCSK9 eluted as a single
peak at retention volume 13.0 ml corresponding to a protein
with an apparent molecular mass (MW) of 76 kDa, which
accounts for one PCSK9 monomer (PCSK9 MW 75,979 Da);
while 1G08-Fab eluted as a single peak at 14.5 ml, which corre-
sponds to 49 kDa, in agreement with the molecular weight
expected for a Fab. When equimolar concentrations of PCSK9
and 1G08-Fab were applied to a SEC column, a single, near
symmetrical peak was eluted at a retention volume (Ve) �11.4
ml (Fig. 3A, peak in brown color), with no evidence of aggrega-
tion or proteolytic degradation. The retention volume of the
complex peak corresponds to a 130-kDa protein, which closely
matches a heterodimer formed by one PCSK9 molecule and
one 1G08-Fab molecule.
Interestingly, 1G08-Fab did not form a complex with

PCSK9�C (amino acids 31–451), a truncated form of PCSK9
lacking the C-terminal domain but capable to bind LDLR like
full-length PCSK9 (14) (Fig. 3B). When equimolar concentra-
tions of PCSK9�C and 1G08-Fab were loaded into the SEC
column, the resulting elution profile was consistent with that of
the two individual free proteins co-eluting separately. The
retention volume of the co-eluting PCSK9�C and 1G08-Fab is
14.8 ml (Fig. 3C, peak in green color), very close to that of the
individual proteins (15.4 and 14.8ml, respectively. Fig. 3C, peak
in blue and magenta color). The size-exclusion chromatogra-
phy behavior of the proteins was unaffected by lowering or
increasing the protein concentrations (0.05–0.5 mM), suggest-
ing that the proteins did not undergo concentration-dependent
aggregation and that there is no appreciable binding of 1G08
and PCSK9�C even in the high �M to low mM concentration
range.
In agreement with these results, 1G08 also failed to bind

PCSK9�C in the TR-FRET assay (Fig. 3D). In contrast to unla-
beled full-length PCSK9, which completely blocked the binding
of 1G08-Fab to fluorescent-labeled PCSK9, PCSK9�C had no
effect. Taken together, these results clearly suggest that 1G08-
Fab binds at the C-terminal domain of PCSK9 (Fig. 3D).
Mapping 1G08 Binding Site on PCSK9 C-terminal Domain—

To further define the binding site of 1G08-Fab on PCSK9, we
subjected PCSK9 to proteolysis in the presence or absence of
1G08-Fab, then followed by mass spectrometry determination
of the PCSK9 residues protected by 1G08 from proteolysis.
PCSK9-1G08 complex was digested with endoproteinase tryp-
sin or GluC (Staphylococcus aureus protease V8), serine pro-
teinases, which selectively cleaves peptide bonds C-terminal
domain to arginine and lysine (R, K) or glutamic acid (E) resi-
dues, respectively. PCSK9 or 1G08 samples were digested sep-
arately under the same conditions and used as controls. The
cleavage sites on PCSK9 and PCSK9-1G08-Fab complex were

identified by MALDI-TOF mass spectrometry at 5, 15, 30, 60,
120, 240, and 360 min sample digestion. Following proteolysis
with trypsin and DTT reduction, the mass spectrum of PCSK9
revealed a peak at 12785.0 m/z that corresponds to peptide
Gly-583—Arg-705. This peak was absent from the spectrum
derived from the PCSK9-1G08 complex, demonstrating that
1G08protectedPCSK9 residueArg-582 fromdigestion by tryp-
sin (Fig. 4A). Similarly, 1G08-Fab protected PCSK9 residues
Arg-549, Lys-609, and Glu-607, Glu-612 by trypsin and GluC,
respectively (Fig. 4B). All residues protected by 1G08-Fab are
located in the C-terminal of PCSK9 (highlighted in red in Fig.
4C), in agreement with the SEC study results which indicate
that 1G08 binds PCSK9 in this region.
Molecular modeling analysis revealed the spatial relations

among the residues involved in the putative 1G08-Fab binding
epitope. Based on structural analyses, Glu-607 interacts with
Lys-609 and Arg-549 interacts with Gln-587 when PCSK9 is
crystallized alone (25) (Fig. 5A); whereas Glu-607 and Lys-609
interact withArg-680 andGlu-627, respectively, via salt bridges
in PCSK9 when it was co-crystallized with LDLR EGF-A (20)
(Fig. 5B). This suggests that this region is structurally flexible,
and the residues involvedmay therefore be able to change inter-
action partners from the residues within PCSK9 to those of
1G08-Fab. Mutation of those residues to alanine would be
expected to weaken the inter- and intrasalt bridge interactions
as indicated from the mutation study shown in Table 1.
Mutation Analysis of 1G08 Binding Site on PCSK9 C-termi-

nal Domain—To confirm that residues Arg-549, Arg-582, Glu-
607, Lys-609, andArg-612 are part of the 1G08 binding epitope,
we made three mutants: R549A, R580A_R582A, and E607A_
K609A_E612N. Both Arg-580 and Arg-582 are located in a
region that is disordered in all the PCSK9 crystal structures
(shown as an orange dashed line in Fig. 4C). Arg-580, being
followed by a proline in the primary sequence of PCSK9, was
not subjected to trypsin cleavage. As a consequence, its acces-
sibility/protection information could not be assessed by trypsin
digestion. Therefore, the R580A/R582A double mutant was
generated even though Arg-580 was not shown to be pro-
tected by 1G08 in the proteolysis studies. SDS-PAGE analy-
sis of the wild-type PCSK9 and all three PCSK9 mutant pro-
teins suggested that the mutations at these sites did not
affect the overall integrity of the PCSK9 proteins (Fig. 6A).
Remarkably, in the PCSK9-1G08 TR-FRET assay, the IC50
values of these three PCSK9 mutants were more than 1000-
fold higher than that of unlabeled wild-type PCSK9 (Fig. 6B
and Table 1), which demonstrate that, indeed, mutations at
these sites impair 1G08-PCSK9 binding. However, these
mutations had only modest impact on the potency of PCSK9:
the IC50 of the wild-type PCSK9 on LDL uptake was 5.5 � 1.6
nM (n � 10); the IC50 of the triple mutant E607A_K609A_
E612Nwas 5.9� 0.8 nM (n� 2); the IC50 values of R549A and
R580A_R582A were 13.1 � 0.8 nM (n � 3) and 16.5 � 0.1 nM

(n � 2), respectively (Fig. 6C). Further, the mutant PCSK9
proteins showed similar cellular uptake potencies as the
wild-type PCSK9 protein (Fig. 6D). In agreement with these
results, 1G08 Fab did not inhibit the effect of R549A on LDL
uptake (data not shown).
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The C-terminal domain of PCSK9 has been reported to
affect the ability of PCSK9 to down-regulate cell surface
LDLR levels, although the mechanism was not well under-
stood (9). We confirmed the role of the PCSK9 C-terminal
domain in themodulation of LDLR levels by assessing the func-
tional activity of the PCSK9�Cprotein in the LDLuptake assay.
As shown in Fig. 7A, the IC50 of PCSK9�C (128.5 � 31.8 nM,
n � 2) was �20 fold higher than that of the wild-type PCSK9
(6.9 � 4.2 nM, n � 4) in HepG2 cells, despite the fact that
PCSK9�C and PCSK9 bind the LDLR with similar affinity in
the TR-FRET assay (14). Similar results were also obtained in
HEK293 cells (data not shown). Consistent with these results,
relative to full-length PCSK9, PCSK9�C was also less potent
inhibitor for AF-647 PCSK9 uptake, the IC50 was also �10 fold
higher. Together these data point to a critical role of the PCSK9
C-terminal domain for cellular PCSK9 uptake and PCSK9-de-
pendent LDLR degradation.
Effect of Serum and Annexin A2—It is possible that the bind-

ing of 1G08 to PCSK9 inhibited the action of a serum protein
required for PCSK9 function, as 10% lipoprotein-deficient
serum is present during the reaction. We therefore tested the
effect of 1G08 Fab in the absence of serum. As shown in Fig. 8A,
1G08 Fab acted similarly in the absence or presence of serum,

suggesting that a serum accessory protein is not necessary for
its effect.
A recent study has shown that a membrane associated pro-

tein Annexin A2 binds PCSK9 at the C-terminal domain and
impairs PCSK9-mediated LDLR degradation (26). We tested
whether 1G08 and Annexin A2 binds the PCSK9 at the same
site. As shown in Fig. 8B, Annexin A2 does not affect 1G08-
PCSK9binding, suggesting that the binding sites ofAnnexinA2
and 1G08 do not overlap.

DISCUSSION

Studies have shown that the PCSK9 C-terminal domain is
not directly involved in PCSK9-LDLR binding (9, 14). Yet,
several gain- (H553R) or loss- (S462P and Q554E) of function
point mutations within the C-terminal domain have been
shown to result in hyper- or hypocholesterolemia, respectively
(1, 27–29), which pointing to the functional significance of this
region. Themechanism by which the C-terminal domainmod-
ulates the cellular function of PCSK9 is not well understood.
Here, we report that 1G08, an anti-PCSK9 Fab, binds PCSK9
with a high affinity and impairs the PCSK9-mediated inhibitory
effect on LDL uptake mainly through its inhibition of PCSK9
internalization. These studies demonstrated that 1G08 Fab is a

FIGURE 4. Proteolysis and mass spectrometry study of 1G08 binding site on PCSK9 C-terminal domain. A, 1G08 Fab binding site analysis. Following
limited proteolysis with trypsin (R, K) and dithiothreitol reduction, the mass spectrum of PCSK9 reveals a peak at 12785.0 m/z (circled) that corresponds to
peptide Gly-583—Arg-705, this peak is absent from the spectrum derived from the trypsin-treated PCSK9-1G08-Fab complex, demonstrating that 1G08-Fab
protected PCSK9 residue Arg-582 from digestion by trypsin. B, summary of PCSK9 residues protected by 1G08 Fab binding in proteolysis experiments. C, ribbon
representation of PCSK9 and a summary of the data obtained by the MS analyses. The PCSK9 residues protected by 1G08-Fab after limited proteolysis with
trypsin and GluC are shown in red and are all located in the PCSK9 C-terminal domain. The orange dashed line denotes residues Gly-572 to Pro-585, which form
a disordered loop not resolved in the x-ray structure.
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useful new tool for delineating mechanism of PCSK9 uptake
and LDLR degradation.
Proteolysis and mass spectrometry analysis, coupled with

biochemical and site-directed mutagenesis studies revealed
that 1G08 binds to the C-terminal domain of PCSK9. Impor-
tantly, 1G08 did not affect PCSK9-LDLR binding. Rather, it
partially inhibited PCSK9 internalization. Consistent with
these findings, 1G08 failed to bind PCSK9�C, a truncated
form of PCSK9 lacking the C-terminal domain (i.e. after Ala-
451). These results are in good agreement with those from a
recent study which showed that a similar C-terminally trun-
cated PCSK9 variant (amino acids 1–454) was able to inter-
act with LDLR, but was unable to induce LDLR degradation
when overexpressed in hepatoma HuH-7 cells (9). Further,
the present study also demonstrate that relative to full-
length PCSK9, PCSK9�C had greatly reduced ability to
inhibit cellular uptake of fluorescence labeled PCSK9 and
LDL uptake in hepatocytes and in HEK293 cells, even though
its binding affinity for LDLR is unaltered (14). Together,
these results demonstrate that the PCSK9 C-terminal
domain contribute to its inhibition of LDLR function mainly
through its impact on the cellular uptake of PCSK9 and
LDLR complex. Substitution of Arg-549, Arg-580, Arg-582,
Glu-607, Lys-609, and Glu-612 (residues involved in 1G08
binding) with alanines have very little effect in PCSK9 inter-

nalization; suggesting these residues are outside domains
directly impacting PCSK9 internalization. Further studies
are needed to identify the C-terminal residues involved in
PCSK9 internalization.
The cysteine/histidine-rich C-terminal domain of PCSK9

consists of a cylindrically shaped domain with quasi 3-fold
internal symmetry. Each of the three subdomains is a sand-
wich made up of six antiparallel �-strands. This domain
resembles the structure of a resistin homotrimer (28) and is
composed of three �-sheet modules each held together by
three internal disulfide bonds, for a total of nine disulfide
bonds within the C-terminal domain (30). Structural studies
have shown that several regions in the PCSK9 C-terminal
domain are structurally flexible suggesting that they may be
involved in binding to a protein other than LDLR (25, 28, 30).
Our studies showed that the 1G08-Fab binding epitope on
PCSK9 is comprised of three adjacent �-strands containing
Arg-549, Arg-580, Arg-582, Glu-607, Lys-609, and Glu-612
in the C-terminal domain. These residues are close to an
exposed loop 550VHCHQQGH557, which contains two natu-
ral gain- and loss-of-function mutations H553R and Q554E,
respectively (20, 28). Because of the lack of readily cleavable res-
idues in this region, wewere unable to resolve whether this region
was protected by 1G08 Fab in the proteolysis study. It is possible
that this loop may also be part of the 1G08 binding epitope.
Although the residues identified in thePCSK9C-terminal domain
(Arg-549, Arg-580, Arg-582, Glu-607, Lys-609, and Glu-612) are
crucial for the binding of 1G08 Fab; they do not appear to be
important forPCSKinternalizationor inhibitionofLDLuptake, as
mutation at these sites do not affect cellular uptake of the PCSK9
or inhibition of LDL uptake.
We have determined that the inhibition of 1G08 Fab on

PCSK9 cellular function does not require any serum soluble

FIGURE 5. Spatial relations among the residues in the putative 1G08-Fab binding epitope. A, interaction points of the mutated residues from the crystal
structure of PCSK9-LDLR complex (PDB ID core: 3 bps). Glu-607 and Lys-609 interact with Arg-680 and Glu-627, respectively, via salt bridge. B, interaction points
of the mutated residues from the crystal structure of PCSK9 (PDB ID core: 2p4e). Arg-549 and Lys-609 interact with Gln-587 and Gln-607, respectively. This
region is more ordered in free PCSK9 than in PCSK9-LDLR complex.

TABLE 1
IC50 values of PCSK9 C terminus mutants in 1G08 binding

Protein name IC50 for binding to 1G08

nM
wt PCSK9 4.8 � 1.2 (n � 12)
R549A ��1000 (n � 2)
R580A_R582A ��1000 (n � 2)
E607A_K609A_E612N ��1000 (n � 2)
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protein. Another plausible mechanism for 1G08 Fab inhibi-
tion of PCSK9 internalization is by preventing PCSK9 inter-
action with a currently unidentified cell surface molecule

required for cellular uptake of
PCSK9. This hypothesis may
explain the discrepancy between
the IC50 value of wild-type PCSK9
in inhibiting LDL uptake in our
cell-based assay (�60 nM) and the
lower affinity of PCSK9 for LDLR
measured by SPR (KD � 600–800
nM) (10). Binding of PCSK9 to
LDLR and to a cell surface core-
ceptor may allow the formation
of a tighter complex and a more
efficient internalization of the
PCSK9-LDLR complex. In addi-
tion, the need for a tissue-specific
cell surface cofactor for PCSK9
function could also explain the
preferential down-modulation of
liver LDLR by PCSK9 in mice (12).
Consistently, a recent study showed
that a membrane-associated pro-
tein Annexin A2 binds PCSK9
C-terminal domain and impairs
PCSK9-mediated LDLR degrada-
tion (26). The finding that 1G08
Fab and Annexin A2 bind distinc-
tive epitopes suggests that multi-
ple site of modulation exist in the
PCSK9 C-terminal.
Interestingly, relative to 1G08 Fab,

1G08 IgG is less effective for inhibit-
ing PCSK9 uptake and for restoring
cellular LDL uptake. The reason
for this disparity is unclear. It is
conceivable that the smaller Fab is
easier to access its epitope on
the C-terminal domain and pre-
vent the binding of a cell surface
coreceptor. PCSK9 inhibitors are
highly desirable because of their
promise asnewLDL-lowering agents.
Recent reports demonstrated that
anti-PCSK9 antibodies targeting the
catalytic domain were able to re-
store LDL uptake in HepG2 cells
overexpressing PCSK9 or treated
with exogenous recombinant PCSK9
protein, and to reduce serum cho-
lesterol levels in mice and in non-
human primates (17, 18). To our
knowledge, this is the first report of
a human antibody antigen binding
fragment against the C-terminal
domain of PCSK9 that partially re-
stores LDL uptake through inhibi-

tion of PCSK9 internalization. The 1G08 antibody antigen
binding fragment will serve as a useful tool for delineating
mechanism of PCSK9 uptake and LDLR degradation; and for

FIGURE 6. Mutation analysis of 1G08 binding site on PCSK9 C-terminal domain. A, Coomassie Blue-stained
SDS-PAGE gel of purified wild-type and PCSK9 C-terminal domain mutants. Cat and Pro denote the catalytic
and C-terminal domains and the prodomain, respectively. B, 1G08-PCSK9 binding TR-FRET assay showing that
R549A, R580A_R582A, and E607A_K609A_E612N mutants have significantly reduced ability to disrupt the
1G08-PCSK9 complex. C, competition study showing the inhibition of AF546-LDL uptake by recombinant
wild-type, R549A, R580A_R582A, and E607A_K609A_E612N mutant PCSK9 proteins in HepG2 cells. D, compe-
tition study showing the inhibition of AF647-PCSK9 uptake by recombinant wild-type, R549A, R580A_R582A,
and E607A_K609A_E612N mutant PCSK9 proteins in HepG2 cells.

FIGURE 7. The PCS9 C terminus is important for its internalization and its effect on LDL uptake. The
dose-dependent inhibition of AF546-LDL (A) or AF647-PCSK9 (B) uptake by recombinant wild-type and
PCSK9�C proteins is shown.
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identifying cofactors, which may bind the C-terminal domain
of PCSK9 and regulate its function. Further, the work pre-
sented herein provides a novel strategy for inhibiting PCSK9
function.
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