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Double-stranded RNA (dsRNA) induces sequence-specific posttranscriptional gene silencing in many
organisms by a process known as RNA interference (RNAi). Using a Drosophila in vitro system, we
demonstrate that 21- and 22-nt RNA fragments are the sequence-specific mediators of RNAi. The short
interfering RNAs (siRNAs) are generated by an RNase III–like processing reaction from long dsRNA.
Chemically synthesized siRNA duplexes with overhanging 3� ends mediate efficient target RNA cleavage in
the lysate, and the cleavage site is located near the center of the region spanned by the guiding siRNA.
Furthermore, we provide evidence that the direction of dsRNA processing determines whether sense or
antisense target RNA can be cleaved by the siRNA–protein complex.
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The term RNA interference (RNAi) was coined after the
discovery that injection of dsRNA into the nematode
Caenorhabditis elegans leads to specific silencing of
genes highly homologous in sequence to the delivered
dsRNA (Fire et al. 1998). RNAi was also observed sub-
sequently in insects (Kennerdell and Carthew 1998), frog
(Oelgeschlager et al. 2000), and other animals including
mice (Svoboda et al. 2000; Wianny and Zernicka-Goetz
2000) and is likely to also exist in human. RNAi is
closely linked to the posttranscriptional gene-silencing
(PTGS) mechanism of cosuppression in plants and quell-
ing in fungi (Cogoni and Macino 1999; Catalanotto et al.
2000; Dalmay et al. 2000; Ketting and Plasterk 2000;
Mourrain et al. 2000; Smardon et al. 2000), and some
components of the RNAi machinery are also necessary
for posttranscriptional silencing by cosuppression (Cat-
alanotto et al. 2000; Dernburg et al. 2000; Ketting and
Plasterk 2000). The topic has been reviewed recently
(Fire 1999; Sharp 1999; Bass 2000; Bosher and Labouesse
2000; Plasterk and Ketting 2000; Sijen and Kooter 2000;
see also the entire issue of Plant Molecular Biology, Vol.
43, issue 2/3, 2000).

The natural function of RNAi and cosuppression ap-
pears to be protection of the genome against invasion by
mobile genetic elements such as transposons and vi-
ruses, which produce aberrant RNA or dsRNA in the
host cell when they become active (Jensen et al. 1999;
Ketting et al. 1999; Ratcliff et al. 1999; Tabara et al. 1999;
Malinsky et al. 2000). Specific mRNA degradation pre-

vents transposon and virus replication, although some
viruses are able to overcome or prevent this process by
expressing proteins that suppress PTGS (Anandalakshmi
et al. 2000; Lucy et al. 2000; Voinnet et al. 2000).

DsRNA triggers the specific degradation of homolo-
gous RNAs only within the region of identity with the
dsRNA (Zamore et al. 2000). The dsRNA is processed to
21–23-nt RNA fragments (Zamore et al. 2000). These
short fragments were also detected in extracts prepared
from Drosophila melanogaster Schneider 2 cells that
were transfected with dsRNA before cell lysis (Ham-
mond et al. 2000) or after injection of radiolabeled
dsRNA into D. melanogaster embryos (Yang et al. 2000)
or C. elegans adults (Parrish et al. 2000). RNA molecules
of similar size also accumulate in plant tissue that ex-
hibits PTGS (Hamilton and Baulcombe 1999). It has been
suggested that the 21–23-nt fragments are the guide
RNAs for target recognition (Hamilton and Baulcombe
1999; Hammond et al. 2000), which is supported by the
finding that the target mRNA is cleaved in 21–23-nt in-
tervals (Zamore et al. 2000).

Here, we use the established Drosophila in vitro sys-
tem (Tuschl et al. 1999; Zamore et al. 2000) to explore
further the mechanism of RNAi. It is demonstrated that
synthetic 21- and 22-nt RNAs, when base paired with 3�
overhanging ends, act as the guide RNAs for sequence-
specific mRNA degradation. Short 30-bp dsRNAs are in-
efficiently processed to 21- and 22-nt RNAs, which
may explain why they are ineffective in mediating RNAi.
Furthermore, we define the target RNA cleavage sites
relative to the 21- and 22-nt short interfering RNAs
(siRNAs) and provide evidence that the direction of dsRNA
processing determines whether a sense or an antisense

1Corresponding author.
E-MAIL ttuschl@mpibpc.gwdg.de; FAX 49-551-201-1197.
Article and publication are at www.genesdev.org/cgi/doi/10.1101/
gad.862301.

188 GENES & DEVELOPMENT 15:188–200 © 2001 by Cold Spring Harbor Laboratory Press ISSN 0890-9369/01 $5.00; www.genesdev.org

 Cold Spring Harbor Laboratory Press on November 11, 2015 - Published by genesdev.cshlp.orgDownloaded from 

f 

 

Find authenticated court documents without watermarks at docketalarm.com. 

http://genesdev.cshlp.org/
http://www.cshlpress.com
mrush
Text Box
CSHL EXHIBIT 2007BENITEC V. CSHLIPR2016-00016

https://www.docketalarm.com/


RNA interference is mediated by 21-
and 22-nucleotide RNAs
Sayda M. Elbashir, Winfried Lendeckel, and Thomas Tuschl1

Department of Cellular Biochemistry, Max-Planck-Institute for Biophysical Chemistry, Am Fassberg 11,
D-37077 Göttingen, Germany

Double-stranded RNA (dsRNA) induces sequence-specific posttranscriptional gene silencing in many
organisms by a process known as RNA interference (RNAi). Using a Drosophila in vitro system, we
demonstrate that 21- and 22-nt RNA fragments are the sequence-specific mediators of RNAi. The short
interfering RNAs (siRNAs) are generated by an RNase III–like processing reaction from long dsRNA.
Chemically synthesized siRNA duplexes with overhanging 3� ends mediate efficient target RNA cleavage in
the lysate, and the cleavage site is located near the center of the region spanned by the guiding siRNA.
Furthermore, we provide evidence that the direction of dsRNA processing determines whether sense or
antisense target RNA can be cleaved by the siRNA–protein complex.

[Key Words: RNAi; posttranscriptional gene silencing; dsRNA; siRNA]

Received October 25, 2000; revised version accepted November 28, 2000.

The term RNA interference (RNAi) was coined after the
discovery that injection of dsRNA into the nematode
Caenorhabditis elegans leads to specific silencing of
genes highly homologous in sequence to the delivered
dsRNA (Fire et al. 1998). RNAi was also observed sub-
sequently in insects (Kennerdell and Carthew 1998), frog
(Oelgeschlager et al. 2000), and other animals including
mice (Svoboda et al. 2000; Wianny and Zernicka-Goetz
2000) and is likely to also exist in human. RNAi is
closely linked to the posttranscriptional gene-silencing
(PTGS) mechanism of cosuppression in plants and quell-
ing in fungi (Cogoni and Macino 1999; Catalanotto et al.
2000; Dalmay et al. 2000; Ketting and Plasterk 2000;
Mourrain et al. 2000; Smardon et al. 2000), and some
components of the RNAi machinery are also necessary
for posttranscriptional silencing by cosuppression (Cat-
alanotto et al. 2000; Dernburg et al. 2000; Ketting and
Plasterk 2000). The topic has been reviewed recently
(Fire 1999; Sharp 1999; Bass 2000; Bosher and Labouesse
2000; Plasterk and Ketting 2000; Sijen and Kooter 2000;
see also the entire issue of Plant Molecular Biology, Vol.
43, issue 2/3, 2000).

The natural function of RNAi and cosuppression ap-
pears to be protection of the genome against invasion by
mobile genetic elements such as transposons and vi-
ruses, which produce aberrant RNA or dsRNA in the
host cell when they become active (Jensen et al. 1999;
Ketting et al. 1999; Ratcliff et al. 1999; Tabara et al. 1999;
Malinsky et al. 2000). Specific mRNA degradation pre-

vents transposon and virus replication, although some
viruses are able to overcome or prevent this process by
expressing proteins that suppress PTGS (Anandalakshmi
et al. 2000; Lucy et al. 2000; Voinnet et al. 2000).

DsRNA triggers the specific degradation of homolo-
gous RNAs only within the region of identity with the
dsRNA (Zamore et al. 2000). The dsRNA is processed to
21–23-nt RNA fragments (Zamore et al. 2000). These
short fragments were also detected in extracts prepared
from Drosophila melanogaster Schneider 2 cells that
were transfected with dsRNA before cell lysis (Ham-
mond et al. 2000) or after injection of radiolabeled
dsRNA into D. melanogaster embryos (Yang et al. 2000)
or C. elegans adults (Parrish et al. 2000). RNA molecules
of similar size also accumulate in plant tissue that ex-
hibits PTGS (Hamilton and Baulcombe 1999). It has been
suggested that the 21–23-nt fragments are the guide
RNAs for target recognition (Hamilton and Baulcombe
1999; Hammond et al. 2000), which is supported by the
finding that the target mRNA is cleaved in 21–23-nt in-
tervals (Zamore et al. 2000).

Here, we use the established Drosophila in vitro sys-
tem (Tuschl et al. 1999; Zamore et al. 2000) to explore
further the mechanism of RNAi. It is demonstrated that
synthetic 21- and 22-nt RNAs, when base paired with 3�
overhanging ends, act as the guide RNAs for sequence-
specific mRNA degradation. Short 30-bp dsRNAs are in-
efficiently processed to 21- and 22-nt RNAs, which
may explain why they are ineffective in mediating RNAi.
Furthermore, we define the target RNA cleavage sites
relative to the 21- and 22-nt short interfering RNAs
(siRNAs) and provide evidence that the direction of dsRNA
processing determines whether a sense or an antisense

1Corresponding author.
E-MAIL ttuschl@mpibpc.gwdg.de; FAX 49-551-201-1197.
Article and publication are at www.genesdev.org/cgi/doi/10.1101/
gad.862301.

188 GENES & DEVELOPMENT 15:188–200 © 2001 by Cold Spring Harbor Laboratory Press ISSN 0890-9369/01 $5.00; www.genesdev.org

 Cold Spring Harbor Laboratory Press on November 11, 2015 - Published by genesdev.cshlp.orgDownloaded from 

f 

 

Find authenticated court documents without watermarks at docketalarm.com. 

http://genesdev.cshlp.org/
http://www.cshlpress.com
https://www.docketalarm.com/


target RNA can be cleaved by the siRNP endonuclease
complex.

Length requirements for processing of dsRNA to 21-
and 22-nt RNA fragments

Lysate prepared from D. melanogaster syncytial em-
bryos recapitulates RNAi in vitro, providing a tool for
biochemical analysis of the mechanism of RNAi (Tuschl
et al. 1999; Zamore et al. 2000). In vitro and in vivo
analysis of the length requirements of dsRNA for RNAi
has revealed that short dsRNA (<150 bp) are less effective
than longer dsRNAs in degrading target mRNA (Ngo et
al. 1998; Tuschl et al. 1999; Caplen et al. 2000; Ham-
mond et al. 2000). The reasons for reduction in mRNA
degrading efficiency are not understood. We therefore ex-
amined the precise length requirement of dsRNA for tar-
get RNA degradation under optimized conditions in the
Drosophila lysate. Three series of dsRNAs were synthe-
sized and directed against firefly luciferase (Pp-luc) re-
porter RNA. The dual luciferase assay was used to moni-
tor specific suppression of target RNA expression (Tus-
chl et al. 1999; (Fig. 1A,B). Specific inhibition of target
RNA expression was detected for dsRNAs as short as 38
bp, but dsRNAs of 29–36 bp were not effective in this
process. The effect was independent of the target posi-
tion and the degree of inhibition of Pp-luc mRNA ex-
pression correlated with the length of the dsRNA; that
is, long dsRNAs were more effective than short dsRNAs.

It has been suggested that the 21–23-nt RNA frag-
ments generated by processing of dsRNAs are the me-
diators of RNA interference and cosuppression (Hamil-
ton and Baulcombe 1999; Hammond et al. 2000; Zamore
et al. 2000). We therefore analyzed the rate of 21–23-nt

fragment formation for a subset of dsRNAs ranging in
size from 501 to 29 bp. Formation of 21–23-nt fragments
in Drosophila lysate (Fig. 2) was readily detectable for
39–501 bp dsRNAs but was significantly delayed for the
29-bp dsRNA. This observation is consistent with a role
of 21–23-nt fragments in guiding mRNA cleavage and
provides an explanation for the lack of RNAi by 30-bp
dsRNAs. The length dependence of 21–23 mer formation
is likely to reflect a mechanism to prevent the undesired
activation of RNAi by short intramolecular base-paired
structures of cellular RNAs.

Mapping of the cleavage sites on sense and antisense
target RNAs

Addition of dsRNA and 5�-capped target RNA to the
Drosophila lysate results in sequence-specific degrada-
tion of the target RNA (Tuschl et al. 1999). The target
mRNA is only cleaved within the region of identity with
the dsRNA, and many of the target cleavage sites are
separated by 21–23 nt (Zamore et al. 2000). Thus, the
number of cleavage sites for a given dsRNA was expected
to roughly correspond to the length of the dsRNA di-
vided by 21. We mapped the target cleavage sites on a
sense and an antisense target RNA that was 5� radiola-
beled at the cap (Zamore et al. 2000; Fig. 3A,B). Stable 5�
cleavage products were separated on a sequencing gel,
and the position of cleavage was determined by compari-
son with a partial RNase T1 and an alkaline hydrolysis
ladder from the target RNA.

Consistent with the previous observation (Zamore et
al. 2000), all target RNA cleavage sites were located
within the region of identity to the dsRNA. The 39-bp
dsRNA produced a strong and a weak (often hardly de-

Figure 1. Double-stranded RNA as short
as 38 bp can mediate RNAi. (A) Graphic
representation of dsRNAs used for target-
ing Pp-luc mRNA. Three series of blunt-
ended dsRNAs covering a range of 29–504
bp were prepared. The position of the first
nucleotide of the sense strand of the
dsRNA is indicated relative to the start
codon of Pp-luc mRNA (p1). (B) RNA inter-
ference assay (Tuschl et al. 1999). Ratios of
target Pp-luc to control Rr-luc activity were
normalized to a buffer control (black bar).
DsRNAs (5 nM) were preincubated in Dro-
sophila lysate at 25°C for 15 min before the
addition of 7-methyl-guanosine-capped Pp-
luc and Rr-luc mRNAs (∼50 pM). The incu-
bation was continued for another hour and
then analyzed by the dual luciferase assay
(Promega). The data are the average from at
least four independent experiments ±S.D.
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tectable) cleavage site in the sense target RNA separated
by 19 nt. The antisense target was only cleaved once, by
the 39-bp dsRNA. The predominant cleavage site of the
sense strand and the cleavage site of the antisense strand
are located 10 nt from the 5� end of the region covered by
the dsRNA (Fig. 3B). The 52-bp dsRNA, which shares the
same 5� end as the 39-bp dsRNA, produces the same
strong cleavage site on the sense target, located 10 nt
from the 5� end of the region of identity with the dsRNA
in addition to two weaker cleavage sites 23 and 24 nt
downstream of the first site. The antisense target was
only cleaved once, again 10 nt from the 5� end of the
region covered by its respective dsRNA. Mapping of the
cleavage sites for the 38–49-bp dsRNAs shown in Figure
1 revealed that the first and predominant cleavage site

was always located 7–10 nt downstream from the 5�
boundary of the region covered by the dsRNA (data not
shown). This suggests that the point-of-target RNA
cleavage can be determined by the end of the dsRNA and
could imply that processing to 21–23mers starts from the
ends of the duplex.

Cleavage sites on sense and antisense targets for the
longer 111-bp dsRNA were much more frequent than
anticipated, and most of them appear in clusters sepa-
rated by 20–23 nt (Fig. 3A,B). As for the shorter dsRNAs,
the first cleavage site on the sense target is 10 nt from
the 5� end of the region spanned by the dsRNA, and the
first cleavage site on the antisense target is located 9 nt
from the 5� end of region covered by the dsRNA. It is
unclear what causes this disordered cleavage, but one
possibility could be that longer dsRNAs may not only
get processed from the ends but also internally, or there
are some specificity determinants for dsRNA processing
that we do not yet understand. Some irregularities to the
21–23 nt spacing were also noted previously (Zamore et
al. 2000).

dsRNA is processed to 21- and 22-nt RNAs
by an RNase III–like mechanism

To understand better the molecular basis of dsRNA pro-
cessing and target RNA recognition, we decided to ana-
lyze the sequences of the 21–23-nt fragments generated
by processing of 39-, 52-, and 111-bp dsRNAs in the Dro-
sophila lysate. We first examined the 5� and 3� termini of
the RNA fragments. Periodate oxidation of gel-purified
21–23-nt RNAs followed by �-elimination indicated the
presence of a terminal 2� and 3� hydroxyl (data not
shown). The 21–23mers were also responsive to alkaline
phosphatase treatment, implying the presence of a 5� ter-
minal phosphate (data not shown). The presence of 5�
phosphate and 3� hydroxyl termini suggests that the
dsRNA could be processed by an enzymatic activity
similar to Escherichia coli RNase III (for reviews, see
Dunn 1982; Nicholson 1999; Robertson 1982, 1990).

To directionally clone the 21–23-nt RNA fragments, 3�
and 5� adapter oligonucleotides were ligated to the puri-
fied 21–23 mers using T4 RNA ligase. The ligation
products were reverse transcribed, PCR-amplified, con-
catamerized, cloned, and sequenced. Over 220 short RNAs
were sequenced from dsRNA processing reactions of the
39-, 52-, and 111-bp dsRNAs (Fig. 4A). We found the
following length distribution: 1% 18 nt, 5% 19 nt, 12%
20 nt, 45% 21 nt, 28% 22 nt, 6% 23 nt, and 2% 24 nt.
Sequence analysis of the 5� terminal nucleotide of the
processed fragments indicated that oligonucleotides
with a 5� guanosine were underrepresented. This bias
was most likely introduced by T4 RNA ligase, which
discriminates against 5� phosphorylated guanosine as do-
nor oligonucleotide (Romaniuk et al. 1982); no signifi-
cant sequence bias was seen at the 3� end. Many of the
∼21-nt fragments originating from the 3� ends of the
sense or antisense strand of the duplexes include 3�
nucleotides that are derived from untemplated addition
of nucleotides during RNA synthesis using T7 RNA

Figure 2. A 29-bp dsRNA is only slowly processed to 21–23-nt
fragments. Time course of 21–23-mer formation from process-
ing of internally 32P-labeled dsRNAs (5 nM) in the Drosophila
lysate. The length and source of the dsRNA are indicated. An
RNA size marker (M) has been loaded in the left lane, and the
fragment sizes are indicated. Double bands at time zero are
caused by incompletely denatured dsRNA.

Elbashir et al.

190 GENES & DEVELOPMENT

 Cold Spring Harbor Laboratory Press on November 11, 2015 - Published by genesdev.cshlp.orgDownloaded from 

f 

 

Find authenticated court documents without watermarks at docketalarm.com. 

http://genesdev.cshlp.org/
http://www.cshlpress.com
https://www.docketalarm.com/


Fi
gu

re
3.

M
ap

pi
n

g
of

se
n

se
an

d
an

ti
se

n
se

ta
rg

et
R

N
A

cl
ea

va
ge

si
te

s.
(A

)D
en

at
u

ri
n

g
ge

l
el

ec
tr

op
h

or
es

is
of

th
e

st
ab

le
5�

cl
ea

va
ge

pr
od

u
ct

s
pr

od
u

ce
d

by
1

h
in

cu
ba

ti
on

of
10

n
M

se
n

se
or

an
ti

se
n

se
R

N
A

3
2
P

-l
ab

el
ed

at
th

e
ca

p
w

it
h

10
n

M
ds

R
N

A
s

of
th

e
p1

33
se

ri
es

in
D

ro
so

ph
il

a
ly

sa
te

.L
en

gt
h

m
ar

k
er

s
w

er
e

ge
n

er
at

ed
by

pa
rt

ia
l

n
u

cl
ea

se
T

1
di

ge
st

io
n

an
d

pa
rt

ia
l

al
k

al
in

e
h

yd
ro

ly
si

s
(O

H
)o

f
th

e
ca

p-
la

be
le

d
ta

rg
et

R
N

A
.T

h
e

re
gi

on
s

ta
rg

et
ed

by
th

e
ds

R
N

A
s

ar
e

in
di

ca
te

d
as

bl
ac

k
ba

rs
on

bo
th

si
de

s.
T

h
e

20
–2

3-
n

t
sp

ac
in

g
be

tw
ee

n
th

e
pr

ed
om

in
an

t
cl

ea
va

ge
si

te
s

fo
r

th
e

11
1-

bp
ds

R
N

A
is

sh
ow

n
.

T
h

e
h

or
iz

on
ta

l
ar

ro
w

in
-

di
ca

te
s

u
n

sp
ec

if
ic

cl
ea

va
ge

n
ot

ca
u

se
d

by
R

N
A

i.
(B

)
P

os
it

io
n

of
th

e
cl

ea
va

ge
si

te
s

on
se

n
se

an
d

an
ti

se
n

se
ta

rg
et

R
N

A
s.

T
h

e
se

qu
en

ce
s

of
th

e
ca

pp
ed

17
7-

n
t

se
n

se
an

d
18

0-
n

t
an

ti
se

n
se

ta
rg

et
R

N
A

s
ar

e
re

pr
es

en
te

d
in

an
ti

pa
ra

ll
el

or
ie

n
ta

ti
on

su
ch

th
at

co
m

pl
em

en
-

ta
ry

se
qu

en
ce

ar
e

op
po

si
n

g
ea

ch
ot

h
er

.T
h

e
re

gi
on

ta
rg

et
ed

by
th

e
di

ff
er

en
t

ds
R

N
A

s
ar

e
in

di
ca

te
by

di
ff

er
en

tl
y

co
lo

re
d

ba
rs

po
si

ti
on

ed
be

tw
ee

n
se

n
se

an
d

an
ti

se
n

se
ta

rg
et

se
-

qu
en

ce
s.

C
le

av
ag

e
si

te
s

ar
e

in
di

ca
te

d
by

ci
rc

le
s

(l
ar

ge
ci

rc
le

fo
r

st
ro

n
g

cl
ea

va
ge

,
sm

al
l

ci
rc

le
fo

r
w

ea
k

cl
ea

va
ge

).
T

h
e

3
2
P

-r
ad

io
la

be
le

d
ph

os
ph

at
e

gr
ou

p
is

m
ar

k
ed

by
an

as
te

r-
is

k
.

RNA interference is mediated by 21- and 22-nt RNAs

GENES & DEVELOPMENT 191

 Cold Spring Harbor Laboratory Press on November 11, 2015 - Published by genesdev.cshlp.orgDownloaded from 

f 

 

Find authenticated court documents without watermarks at docketalarm.com. 

http://genesdev.cshlp.org/
http://www.cshlpress.com
https://www.docketalarm.com/


Real-Time Litigation Alerts
  Keep your litigation team up-to-date with real-time  

alerts and advanced team management tools built for  
the enterprise, all while greatly reducing PACER spend.

  Our comprehensive service means we can handle Federal, 
State, and Administrative courts across the country.

Advanced Docket Research
  With over 230 million records, Docket Alarm’s cloud-native 

docket research platform finds what other services can’t. 
Coverage includes Federal, State, plus PTAB, TTAB, ITC  
and NLRB decisions, all in one place.

  Identify arguments that have been successful in the past 
with full text, pinpoint searching. Link to case law cited  
within any court document via Fastcase.

Analytics At Your Fingertips
  Learn what happened the last time a particular judge,  

opposing counsel or company faced cases similar to yours.

  Advanced out-of-the-box PTAB and TTAB analytics are  
always at your fingertips.

Docket Alarm provides insights to develop a more  

informed litigation strategy and the peace of mind of 

knowing you’re on top of things.

Explore Litigation 
Insights

®

WHAT WILL YOU BUILD?  |  sales@docketalarm.com  |  1-866-77-FASTCASE

API
Docket Alarm offers a powerful API 
(application programming inter-
face) to developers that want to 
integrate case filings into their apps.

LAW FIRMS
Build custom dashboards for your 
attorneys and clients with live data 
direct from the court.

Automate many repetitive legal  
tasks like conflict checks, document 
management, and marketing.

FINANCIAL INSTITUTIONS
Litigation and bankruptcy checks 
for companies and debtors.

E-DISCOVERY AND  
LEGAL VENDORS
Sync your system to PACER to  
automate legal marketing.


