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Summary

A sandwich hybridization assay (SHA) was developed
to detect 16S rRNAs indicative of phylogenetically
distinct groups of marine bacterioplankton in a
96-well plate format as well as low-density arrays
printed on a membrane support. The arrays were
used in a field-deployable instrument, the Environ-
mental Sample Processor (ESP). The SHA employs a
chaotropic buffer for both cell homogenization and
hybridization, thus target sequences are captured
directly from crude homogenates. Capture probes for
seven of nine different bacterioplankton clades exam-
ined reacted specifically when challenged with target
and non-target 16S rRNAs derived from in vitro
transcribed 16S rRNA genes cloned from natural
samples. Detection limits were between 0.10–1.98 and
4.43– 12.54 fmole ml-1 homogenate for the 96-well
plate and array SHA respectively. Arrays printed with
five of the bacterioplankton-specific capture probes
were deployed on the ESP in Monterey Bay, CA, twice
in 2006 for a total of 25 days and also utilized in a
laboratory time series study. Groups detected
included marine alphaproteobacteria, SAR11, marine
cyanobacteria, marine group I crenarchaea, and

marine group II euryarchaea. To our knowledge this
represents the first report of remote in situ DNA
probe-based detection of marine bacterioplankton.

Introduction

Application of molecular analytical techniques has become
well established in ocean science, yet the vast majority of
work typically occurs in a shore-based laboratory after the
return of a discrete set of samples. Although many
molecular-based analyses are described as ‘high-
throughput’, those methods generally are restricted to
laboratory use and typically require a substantial effort to
collect and process samples prior to batch mode analyses.
Often, acquisition of data in real- or near-real time is
impossible or impractical, prohibiting rapid characteriza-
tion and response to dynamic, stochastic and variable
biological phenomena in the environment. Limited sam-
pling opportunities also restrict our ability to document
microbial community dynamics. Samples are often
obtained in time series surveys or expeditions at intervals
that reflect practical and fiscal constraints of ship opera-
tions (Karl and Lukas, 1996; Fasham et al., 2001). While
invaluable, such snapshots may not necessarily capture
microbial population dynamics or patterns of gene expres-
sion on scales that reflect a continuum of environmental
fluctuations.

To overcome this impediment a host of new instruments
and next generation observing systems are being con-
structed. Most biological sensors in use today utilize
optical techniques to derive presence, abundance and
photosynthetic activities of organisms (Gentien et al.,
1995; Dubelaar et al., 1999; Kirkpatrick et al., 2000; Sosik
et al., 2003; Babin et al., 2005; Wang et al., 2005), but
new molecular analytical-based sensors are also emerg-
ing (e.g. Paul et al., 2007). Coined ‘ecogenomic sensors’,
these devices aim to provide measures of microbial pres-
ence and/or function at the molecular level, in many ways
paralleling wet chemistry techniques used in the labora-
tory (NOPP, 2005). Included in the latter are the Autono-
mous Microbial Genosensor and Environmental Sample
Processor (ESP) (Scholin et al., 2001; 2008; Paul et al.,
2007). Work presented here centres on the ESP.
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The ESP (Fig. 1) is an electromechanical/fluidic system
that collects discrete water samples from the ocean sub-
surface and allows for the application of DNA probe arrays
to detect target rRNAs present in a crude homogenate
using a sandwich hybridization assay (SHA) methodology
(Roman et al., 2005; Greenfield et al., 2006; 2008;
Haywood et al., 2007; Jones et al., 2008). The entire auto-
mated process of collecting a live sample to broadcast of
an imaged array takes approximately 2.5 h. Previous
applications of the ESP have focused on detecting
harmful algae and invertebrate larvae in situ (Goffredi
et al., 2006; Greenfield et al., 2006; 2008; Metfies et al.,
2006; Scholin et al., 2008; Haywood, 2007; Jones et al.,
2008). Here, we demonstrate the utility of the ESP for
directly detecting rRNA of marine bacterioplankton (BAC)
and illustrate how this device can be used to track com-
munity population shifts remotely. A 96-well plate version
of the assay was used for probe development, specificity
testing and for validating results obtained using the ESP.

Results

Tests of the SHA capture and signal probes

Individual capture probes in combination with the two
signal probes (Table 1) were tested against samples con-
taining target and non-targets using the 96-well plate
format. Negative reactions returned an average A450 of
< 0.08, while those greater than 0.110 were scored as
positive (Table 2). Probes for marine alphaproteobacteria,
SAR11, SAR86 subgroups, and marine cyanobacteria
hybridized only to their intended targets. Both the marine
group 1 (G1) crenarchaea and marine group 2 (G2)
euryarchaeal probes showed specificity for archaea.
However, both probes cross-reacted with rRNA transcript
from marine group III (G3) euryarchaeota (pcr clone 1#6F,
V. Orphan, unpublished). Although not specific for their
intended archeal clades, the G3 euryarchaeota are not
routinely recovered in libraries constructed from Monterey
Bay BAC (Beja et al., 2000; Suzuki et al., 2004), and more

Fig. 1. Schematic diagram of the fluid path within the ESP instrument for sample collection and array processing. Seawater is brought into the
instrument and filtered through a puck until the specified volume is reached or until the filter clogged.
A. The collection syringe presents various reagents to the particulates collected on the filter in the puck, resulting in cell lysis followed by
dilution of the lysate.
B. The diluted lysate is passed to the processing syringe. The processing syringe delivers the lysate to a puck containing an array; then after
incubation cleared to waste. The process is repeated for subsequent reagents.
C. The array is positioned under CCD camera and photographed.
D. The resulting image file is sent ashore via surface radio mooring.
E. Black circles represent valves that make connections between the syringes and puck, reagents, air or waste. See Experimental procedures
and Greenfield et al. (2006) for further details.
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specifically have not been recovered from the ESP
deployment site (C. Preston, unpublished data). Thus,
both were advanced to field trials. The probe for G3 eur-
yarchaea failed to react with its intended target but did
react with chloroplast rRNA (not shown). The capture
probe for Cytophaga-Flavobacteria cross-reacted with
seven of the eight non-target transcripts tested. Conse-
quently, probes targeting G3 euryarchaea and
Cytophaga-Flavobacteria were not considered further.

To assess probe specificity using the ESP, homoge-
nates as used in the 96-well plate assay were provided
directly to the instrument, which then developed and
imaged an array. Background signal from non-spotted
regions on the arrays averaged 1814 � 128 counts. All
non-targets and negative controls gave reaction intensi-
ties below array background except for marine cyanobac-
teria where counts where consistently 1000 counts above
background (Table 2). Control probes reacted success-
fully on every array. Targets positive in the 96-well plate
assay also reacted successfully in the array format. Probe
spots exceeding three standard deviations above overall
array background were considered positive for marine
alphaproteobacteria, SAR11, SAR86 subgroup i–ii,
SAR86 subgroup iii, G1 crenarchaea and G2 eur-
yarchaea. A positive reaction for the marine cyanobacteria
probe exceeded that definition by an additional 1000
counts.

No cross reactivity was observed when eight non-
target bacterial transcripts (each at 50 ng ml-1 lysate)
and lysed Escherichia coli cells (1 ¥ 108 cells ml-1 lysate)
were combined. When all target and non-target tran-
scripts were mixed, signals from the marine alphapro-
teobacteria, SAR11, SAR86i–ii and SAR86iii capture
probes were within 10% of the pure transcript. In con-
trast, a lower signal (82–83% of the pure signal) was
observed in the complex mixture for both archaeal
probes (Table 2).

Standard curves were determined by diluting the six
target transcripts in a constant background of eight non-
target bacterial transcripts each at 50 ng ml-1 lysate
(Fig. 2). For every probe tested, the 96-well plate format
was more sensitive (Fig. 2, Table 2). An A450 value of at
least 0.25 was required to obtain a positive signal on the
array. The lower limit of detection for each capture probe
was in the low fmol ml-1 range for both assay formats
(Table 2). The reproducibility of the arrays was assessed
using samples that contained six target transcripts (each
at 12.5 ng ml-1 lysate) and eight negative transcripts
(each at 50 ng ml-1 lysate). Three replicate arrays had a
coefficient of variation below 20%. Similar results and
signal intensities were obtained after combining the tran-
scripts in a background of 108 cells ml-1E. coli. Although
the signal was reproducible within a single batch of
arrays, the absolute signal varied when the same samplesTa
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were run using different batches of arrays (data not
shown).

Samples prepared by the ESP were similar to if not
more reactive than those prepared manually. For
example, native seawater samples collected, lysed and
diluted for hybridization by the ESP (n = 1) were com-
pared with the same sample collected, lysed and diluted
manually (n = 3). Samples processed by the ESP for G2
euryarchaea yielded an A450 of 3.128 � 0.099, whereas
those processed manually had A450 values of
2.911 � 0.171, 3.033 � 0.060 and 2.575 � 0.028.
Experiments targeting marine alphaproteobacteria
yielded similar results: 0.309 � 0.020 from the ESP-
processed sample versus 0.217 � 0.007, 0.230 � 0.005
and 0.214 � 0.099 for samples processed manually. In
addition, positive SHA values indicated the presence of
rRNA rather than rRNA genes as both untreated and
DNase-treated samples resulted in positive reactions
(0.437 � 0.004 and 0.454 � 0.010 respectively), and

samples treated with RNase produced no signal
(0.084 � 0.008).

Environmental Sample Processor field deployments

Arrays fielded on the ESP were printed with capture
probes for marine alphaproteobacteria, SAR11, marine
cyanobacteria, G1 crenarchaea and G2 euryarchaea
(Fig. 3A). Prior to deployment, the ESP was provided
filtered sterilized seawater and native surface seawater
for negative and positive controls respectively (e.g.
Fig. 3B and C). For the positive test, the ESP detected the
presence of marine alphaproteobacteria and G2 eur-
yarchaea (Fig. 3C, Table 3). The 96-well plate SHA using
the same sample and sample volume confirmed the pres-
ence of marine alphaproteobacteria and G2 euryarchaea.
SAR11 and marine cyanobacteria were also present but
below the detection limit of the arrays. G1 crenarchaea
were not detected in either SHA format.

Fig. 2. Standard curves showing the response of the SHA for different targets using the 96-well plate (open circles, grey dashed line) and
ESP array formats (black circles, solid black line) for the targeted bacterioplankton groups. The concentration of target transcripts was varied
in a constant background of non-target transcripts (see Experimental procedures). Probes are listed in Table 1.
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All BAC arrays (n = 7) were processed and imaged
successfully during the deployments and were similar in
appearance to those processed in the lab (e.g. Fig. 3C
and D). Non-probe background values for the arrays
during the March deployment were slightly lower (average
2153 � 345 counts) than in April (average 2497 � 342
counts). These values are similar to the native sample
positive controls run prior to the deployment and 200–600
CCD counts higher than backgrounds observed during
the transcripts tests. Volumes sampled by the ESP during
the deployments ranged from 225 to 600 ml (Table 3). The
depth of the sample intake valve during the first deploy-

ment averaged 4.2 m (range 2.3–7.1 m) and the chloro-
phyll concentration ranged from 3.8 to 24.36 mg m-3.
There was a general warming trend during the two
deployments (Fig. 3E).

Positive reactions were observed for all capture probes
on at least one array developed in situ (Table 3). Arrays
indicated the presence and persistence of the marine
alphaproteobacteria, SAR11 and G2 euryarchaea during
the two deployments. The marine cyanobacteria probe
was positive from Julian day 83 (JD83) through the end of
the deployment, while that for G1 crenarchaea weakly
positive on JD83 and JD103. The sample collected on

Fig. 3. Custom 25 mm diameter probe arrays printed for use with the ESP (A–D) and environmental conditions during the March and April
ESP field deployments (E). The location of capture probes on DNA arrays for deployments (A) are as follows: Cytophaga-Flavobacteria (cf),
marine alphaproteobacteria (a), SAR11 (11), G1 crenarchaea (i), G2 euryarchaea (ii), G3 euryarchaea (ch), and ‘+’ (Positive control,
AlexComp) (Table 1). Empty white circles indicate non-printed areas. Arrays represent a filtered seawater negative control (B), a
pre-deployment positive control using 225 ml surface seawater (C), and the BAC5 array (JD106) from the deployed ESP (D). Results from
the Cytophaga-Flavobacteria and marine G3 euryarchaea probes are not considered due to their cross reactivity (see Table 2). Depth,
temperature and salinity (black and grey symbols respectively), and chlorophyll and percent transmission (black and grey symbols
respectively) recorded during the field deployments. Contextual data up to JD86 was obtained from the CTD mounted on the ESP, and from
JD86–108 from the surface water CTD on the CIMT/M0 mooring. Horizontal lines indicate timing of the BAC arrays 1–5. No contextual data
was available for BAC6 and BAC7 arrays. Results from BAC1–7 arrays are presented in Table 3.

Autonomous detection of bacterioplankton 1173

© 2009 MBARI
Journal compilation © 2009 Society for Applied Microbiology and Blackwell Publishing Ltd, Environmental Microbiology, 11, 1168–1180



JD83 showed the presence of all five targeted BAC
groups.

In addition to samples collected by the ESP, five
samples were also collected manually from a boat
near the ESP mooring and were analysed using the
96-well plate assay (Fig. 4, open symbols). Of the five
samples obtained, two corresponded with ESP BAC
array runs (JD83 and 103). Those two samples con-
firmed the presence of groups detected on the arrays
except for the weak G1 crenarchaea signal on JD103. In
that case, the concentration of the sample used in the
ESP exceeded that of the 96-well plate assay (287 ml
seawater ml-1 lysate versus 100 ml seawater ml-1 lysate,
respectively).

Laboratory time series

Seven native samples from 5 m at station M0 in
Monterey Bay were collected between JD73 and JD270,
2006, and were analysed using the 96-well plate and
ESP SHA, and RT-qPCR. Samples obtained repre-
sented microbial communities associated with varying
environmental conditions (Table 4). Arrays included the
same groups used during field deployments and both
SAR86-targeted capture probes. The same batch of
arrays and reagents was used for processing all
samples. Using the 96-well plate assay, positive signals
were observed on each day for marine alphaproteo-
bacteria, SAR11 and G2 euryarchaea. Assays for G1
crenarchaea, marine cyanobacteria, SAR86i–ii, and
SAR86iii were below the limit of detection of the assay
in at least one sample and never exceeded an A450 of
0.5 (Fig. 4). SAR11 and marine cyanobacteria had a bio-
modal distribution with peaks in abundance in the spring
and late summer. In contrast, marine alphaproteobacte-
ria and the SAR86 subgroup i–ii peaked in late summer.
G1 crenarchaea was detected only once during an
upwelling event (low temperature, low chlorophyll sea-
water; Table 4).

Sandwich hybridization assay capture probes for
SAR11, G1 crenarchaea and G2 euryarchaea target a
similar phylogenetic clade and are located near the
primers and Taqman probe used in RT-qPCR analyses,
so are well matched for comparison. For those groups
the SHA and PCR analyses revealed similar trends
(Fig. 4B–D). In contrast, the phylogenetic affinities of SHA
capture probes for marine alphaproteobacteria, SAR86
and marine cyanobacteria differ significantly from the
RT-qPCR assays. Consequently direct comparison of
results of those two assays is problematic, but the
RT-qPCR assays did confirm the presence of those
targets as detected by SHA (data not shown). With two
exceptions, the ESP arrays revealed the presence of the
same BAC groups as were detected using the 96-wellTa
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assay, so long as the A450 was above 0.25 (Fig. 5). Rela-
tive to the plate assay, the sample from JD200 returned a
false positive for marine GI crenarchaea and a false nega-
tive for G2 euryarchaea.

Discussion

A major advantage of the SHA methodology is that it
allows for simultaneous detection of a variety of target

Fig. 4. Results from the 96-well plate SHA of field samples (100 ml seawater ml-1 lysate) collected from Station M0 during monthly sampling
(black circles) or during the March and April ESP deployments (open circles). In addition for SAR11, G1 crenarchaea and G2 euryarchaea, the
rRNA copy number ml-1 seawater (grey triangles) was also estimated using RT-qPCR from extracts made from the same lysate used in SHA.
Environmental conditions for the monthly samples are presented in Table 4 and for the ESP deployments in Fig. 2.
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sequences in near real-time without invoking nucleic
acid purification or amplification. In this investigation, we
tested whether this technique was extensible to nine
common groups of marine bacterioplankton. Of those, five
assays targeting different groups of bacteria were shown
to be specific and two assays for archaea were deemed
useful (with the caveat of potentially cross reacting with
G3 euryarchaea) based on in vitro transcribed 16S rRNA
genes and extracted RNA. Using those probes we proved
that direct detection of rRNA indicative of marine
alphaproteobacteria, SAR11, SAR86 subgroups i–ii and
subgroup iii, marine cyanobacteria, G1 crenarchaea and
G2 euryarchaea, collected from natural seawater, is fea-
sible. Further, we demonstrated for the first time that such
molecular signatures can be assessed remotely, in situ,
using probe array technology and the ESP. Deployment of
the instrument coincided with a relatively stable period, so
the observed shifts in microbial populations were minimal.
However, the time series from samples collected
during monthly CTD casts (Fig. 4) clearly shows that the
SHA technique reveals major shifts in microbial rRNA
community structure that are in keeping with changing
environmental conditions. Thus, the ESP thus offers a

novel means for accessing the ocean and microbes that
inhabit it.

Direct detection of marine BAC using SHA

Previous studies using SHA to detect RNA have primarily
utilized NaCl-based buffers, with or without formamide,
with capture probes attached to either glass slide arrays
(Small et al., 2001; Chandler et al., 2003; Chandler and
Jarrell, 2004) or magnetic beads (Spiro et al., 2000;
Rowan et al., 2005). Direct detection of rRNA genes has
also been accomplished using suspension arrays and a
Luminex flow cytometer (Ellison and Burton, 2005). The
majority of these assays required target purification
and/or long incubations at high hybridization tempera-
tures. Here, we used a GuSCN-based reagent that is
effective at disrupting cells, inactivates nucleases and
permits direct, specific hybridization at much lower tem-
peratures compared with NaCl-based buffers (Van Ness
and Chen, 1991). Detection limits using SHA in either
format are similar to other microarray-based detection
techniques (Small et al., 2001; El Fantroussi et al., 2003;
Peplies et al., 2004).

Table 4. Environmental conditions of monthly M0 5 m seawater samples.

Julian day (2006) Temperature (°C) Salinity (PSU) Transmission (%) Chlorophyll (mg m-3)

73 11.9 33.12 84.6 0.8
107 12.9 32.47 76.2 2.0
130 10.5 33.59 83.4 2.5
158 11.4 33.79 50.7 26.3
200 13.2 33.80 68.7 9.2
229 14.3 33.55 75.7 5.0
270 14.0 33.50 82.0 2.4

Fig. 5. Comparison of results obtained using
the ESP array and 96-well plate SHAs on
matched field samples. Array signals above
background + 3SD (solid symbols) and below
(open symbol) are shown for marine
alphaproteobacteria (dash), SAR11 (circle),
SAR86i–ii (up triangle), SAR86iii (down
triangle), marine cyanobacteria (diamond), G1
crenarchaea (black squares) and G2
euryarchaea (dark grey squares). Dashed line
indicates the limit of detection (A450 < 0.110)
for the 96-well plate assay. Linear regressions
for capture probes with least two field
samples with an A450 > 0.25 were as follows:
marine alphaproteobacteria, y = 2674x + 2364
(r2 = 0.891); S11, y = 4901x + 2332
(r2 = 0.867); and G2 euryarchaea,
y = 2681x + 1893 (r2 = 0.630).
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As theoretical predictions of probe specificity and Tm
based on sequence homology often differ from laboratory
tests (Pozhitkov et al., 2006; Haywood et al., 2007),
probes were tested experimentally. Capture-target-signal
combinations that worked well in the 96-well plate format,
also worked well using the array format. Reaction condi-
tions reported here were acceptable (i.e. specific), but
were not necessarily optimal for any given probe. Each
probe had its own characteristic reactivity towards the
target (Fig. 2, Table 2). Thus, similar signal intensities
obtained using different capture probes do not indicate a
similar abundance of the target rRNA. Moreover, recorded
signal variations could reflect changes in the abundance
of organisms or cellular rRNA content (DeLong et al.,
1989; Smith et al., 1992; Kemp et al., 1993), volume of
seawater collected, or some combination thereof. Non-
specific hybridizations cannot be ruled out conclusively
when considering results of tests that employed native
samples. Nevertheless, signals reported here are reason-
able, as none of the field samples gave results that
exceed values tested in controlled laboratory tests using
dominant non-target clades. In addition, the distribution
and population dynamics of the target organisms were
similar to those observed previously (C. Preston, M.
Suzuki and E. DeLong, unpublished data). Thus, the
assays appear to reflect natural variations in the native
rRNA pool.

Environmental Sample Processor performance
and validation

We interpreted positive signals on the arrays as indicating
the presence or absence of targeted clades, and proof
that the concepts underlying the detection methodology
are promising and worthy of further investigation. No
attempt was made to normalize arrays to account for
variations that arise outside of the actual abundance of
the targeted sequence or to estimate relative changes in
rRNA abundance of the various clades. Presently, abun-
dance estimates for the BAC groups would have to rely on
standard curves generated by in vitro transcribed rRNA
(Fig. 2) rather than native rRNA. In the future, the perfor-
mance of the SHA will be characterized using cultures
when available as well as natural samples. Given current
protocols, we found that the ESP arrays were susceptible
to variable and sometimes elevated background with field
samples collected at different times, whereas the 96-well
plate SHA was very stable and appears insensitive to
sample matrix. The reasons underlying this difference are
under investigation.

The best means of validating the performance of the
ESP was to apply different analytical techniques to a large
volume of lysate created from replicate samples. Attempts
to confirm SHA results using RT-qPCR were successful

for those assays whose probes targeted near identical
clades. Clearly, matching specificity of probes for a variety
of assays including SHA, RT-qPCR and qPCR assays will
improve opportunities for comparing performance of dif-
ferent detection methods. However, discrepancies even
with matched target clades are possible as the two
approaches have their own biases and limitations.
Regardless of the approach, the use and development of
the sample archival function of the ESP will enhance
options for assessing quality of data obtained in real-time
using the SHA arrays.

Conclusions

The 96-well and ESP array SHA formats accurately
reflected the presence of various bacterial and archaeal
clades in both laboratory and field settings. To our knowl-
edge this represents the first report of remote in situ DNA
probe-based detection of marine BAC. The requirements
associated with obtaining and processing a sample make
data rates from the ESP slow compared with other
sensors that yield almost nearly continuous chemical and
physical measurements (e.g. CTD or optical sensors).
Such high-frequency measurements can be incorporated
into an event detection capability to trigger sampling
events.

As with any methodology there are both advantages
and limitations. The SHA method is simple, employs
reagents that are stable for extended periods at tempera-
tures 4–25°C, and is highly amenable to automation.
However, when there is a need to detect low copy number
targets, then more demanding methodologies such as
those that use nucleic acid purification and amplification
may be required (Suzuki et al., 2001; Casper et al., 2004;
Short and Zehr, 2005). The choice of methodology will
depend on the specific target analytes, detecting require-
ments, and questions being addressed.

Experimental procedures

In vitro T7 Transcription of 16S rRNAs

Selected 16S bacterial or archaeal rRNA genes were cloned
from DNA extracted from seawater samples collected in 2004
from station M0 (36.8342 N, 121.898 W), and transcribed in
vitro to produce synthetic rRNA for probe specificity studies.
Cloned 16S rRNA genes were amplified using M13 forward
and reverse primers using the 1¥ reaction buffer, 0.2 mM
dNTP, 3 mM MgCl2, 0.5 mM each primer, 0.025 U ml-1 Plati-
num Taq (Invitrogen) and 20 ng plasmid. Reactions were
carried out on a ABI9700 (Applied Biosystems) using a tem-
perature profile of 95°C for 5 min followed by 30 cycles of
95°C for 30 s, 55°C for 30 s, and 72°C for 30 s, and lastly
72°C for 7 min. Amplifications producing the expected size
fragment were used in transcription reactions (T7 or T3
Ampliscribe Kit, Epicentre) according to the manufacturer’s
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instructions. Reactions were treated with DNase for 15 min
after transcription. Transcripts were further purified using
Turbo DNA-free (Applied Biosystems).

Sample collection and preparation for SHA

Cultures of E. coli were grown overnight in Difco Luria–
Bertani broth (Benton, Dickinson and Co.). Bacterial cell con-
centrations were estimated by direct count on 0.2 mm GTBP
polycarbonate filters (Millipore, Bedford, MA) using an epif-
luoresence microscope after DAPI staining (Porter and Feig,
1980). Synnechococcus CCMP 1334 cells were provided by
J. Zehr.

Bacterial cultures or 200 ml native seawater samples were
collected using gentle vacuum (< 10 mmHg) onto 25 mm
0.2 mm Durapore hydrophilic membranes (Millipore). Filters
were transferred to a 2 ml screw top polypropylene vial and
used immediately or frozen in liquid N2 until use. Frozen
samples were thawed to near room temperature before
proceeding with lysis.

To homogenize samples, 1 ml of lysis buffer [3 M GuSCN,
50 mM Tris, 15 mM EDTA, 2% Sarkosyl and 0.2% SDS (v/v),
at pH 8.9; modified from 48, Saigene Corp.] was added to
each filter, vortexed, and incubated at 85°C for 10 min, with a
brief vortexing midway through the heating. Thereafter, an
equal volume of diluent [50 mM Tris, 15 mM EDTA, 2% Sar-
kosyl and 0.2% SDS (v/v), at pH 8.9] was added, and then
filtered through a 0.2 mm hydrophilic Durapore syringe filter
(Millipore). To generate volumes > 1.75 ml, replicate samples
were homogenized, diluted, combined and filtered. The
resulting lysate was used in the 96-well plate and/or ESP
array SHA formats. For some samples, RNA was purified
from an aliquot of the undiluted lysate (see below). In vitro
rRNA transcripts or purified RNA from cultures were added
directly to lysis buffer and treated as above.

To determine that molecules captured were rRNA or rDNA,
a 600 ml seawater sample was collected as above. Total
nucleic acids were then extracted (Massana et al., 1997). The
sample was split into three aliquots, each containing approxi-
mately 15.4 mg total nucleic acid. Two aliquots were incu-
bated for 1 h at 37°C with either 2 U DNase (Epicentre) or
8 mg RNase (Promega). The DNase-treated aliquot was then
incubated at 70°C for 10 min to inactivate the enzyme. The
last aliquot was left untreated. Volumes were adjusted to
35 ml with RNase-free water after treatment. To each, 0.5 ml
lysis buffer was added, heated to 85°C, diluted for hybridiza-
tion, and applied to the 96-well plate SHA.

Sandwich hybridization assay

The SHA employs capture and signal probes (Scholin et al.,
1996). In this study, capture probes were group-specific while
signal probes targeted universally conserved regions of 16S
rRNA (Table 1). Capture and signal probes (Oligo’s Etc.,
Eugene, OR) were handled and designed as described else-
where (Greenfield et al., 2006; Haywood, 2007; Jones et al.,
2008). Capture and Alex-comp (positive control) probes
(Table 1) were printed on Predator® membrane (Pall Corp.,
East Hills, NY; after Greenfield et al., 2006). Signal probes
Eub338 and Univ519ab were combined (each at 100 ng ml-1)

in 500 mM GuSCN, 50 mM Tris pH 8.55–8.65, 10 mM EDTA.
For a positive control on arrays, 3.125 ng ml-1 Alex-alt-S was
added (Greenfield et al., 2006). Sandwich hybridization
assays in the 96-well plate format were carried out using
a robotic processor (Saigene Corporation, Seattle, WA)
(Scholin et al., 1998; Tyrrell et al., 2001; Goffredi et al., 2006;
Greenfield et al., 2006). At least three replicate wells were
performed for each sample and capture probe combination;
the averaged A450 values are reported. Replicate samples for
each capture-signal probe combination showed less than a
10% coefficient of variation.

Environmental Sample Processor deployment, array
processing, and sample archiving

The ESP was deployed in Monterey Bay, CA, at Station M0
(36.83 N, 121.90 W) March 16–27 (JD75–86) and again April
10–23, 2006 (JD100–113), on a mooring that positions the
instrument subsurface (Scholin et al., 2008). For the first
deployment, the ESP was fitted with a Seabird SBE 16+ CTD
(Bellevue, WA) with fluorometer (Turner Cyclops-7) and
transmissometer (WetLABS Cstar) that provided environ-
mental measurements every 20 min. During the second
deployment the ESP CTD failed and temperature and salinity
data were obtained from the CIMT/M0 mooring (Ryan et al.,
2005) that was located within 0.5 km of the ESP mooring.

Environmental Sample Processor deployments included
assays for harmful algal bloom species and phycotoxins,
invertebrates and BAC (Greenfield et al., 2006; Jones et al.,
2008). Only the results from the BAC arrays are presented
here. A ‘BAC phase’ consisted of a series of operations that
included sample collection and lysis, dilution and filtration of
lysate for hybridization, SHA probe array development, and
sample archival. The ESP initiated sampling daily at 9AM
local time. It was programmed to collect a 0.4 l sample onto
a 0.2 mm duropore filter during the March deployment and 1 l
sample in April During sample filtration a ~10 psi differential
was maintained using pressure transducers mounted above
and below the filter puck until the volume specified was
reached. If the instrument could not filter 25 ml within 2.5 min,
filtering was terminated and the sampled volume was
recorded. The material retained on the filter was homog-
enized with 1.1 ml 3 M GuSCN lysis buffer at 85°C for 10 min.
The lysate was recovered, diluted 1:1 as above, passed
through the collection puck once more and recovered. This
lysate was filtered through a second 0.2 mm Duropore before
passage to the array. The remainder of the operations
were as previously described (Greenfield et al., 2008). Array
images (when available), data from the CTD and a log of
instrument operations were transmitted to shore hourly using
a radio modem. The intensity of probe spots was determined
using ImageJ v.1.36b (W. Rasband, NIH, Bethesda Mary-
land) by defining a constant circular area from which pixel
intensity was derived. Probe intensities reported here were
averaged from five to seven replicate probe spots (Fig. 3A).

RNA extraction and RT-qPCR analysis

RNA was purified from field samples collected and lysed as
above. To 1 ml of undiluted lysate, NaOAc (pH 5.2) and
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ethanol were added to a final concentration of 0.4 M and 40%
(v/v) respectively. The entire sample was then applied by
centrifugation in multiple aliquots to an RNeasy column
(Qiagen, Valencia, CA). Subsequent washes and elution
were as per the manufacturer’s recommendation. DNA con-
tamination was eliminated using Turbo DNA-free. cDNA was
synthesized from 2 ml RNA using 2.5 ng ml-1 random primers
and Superscript III (Invitrogen) as per manufacturer’s instruc-
tion. RT reactions (2.5 ml) were used in group-specific qPCR
assays as previously described (Suzuki et al., 2000; 2001;
Shi, 2005).
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