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(4) Basic requirements of the procurement :
A High resolution Mass Spectrometry
system.

a High resolution Mass Spectrometry.
® The device structure is the QTOF
system of which quadrupole mass ana-
lyzer (Q is connected to vertical time-
of-flight mass spectrometry (TOF). @
Measurable mass range is 40kDa
(TOF) and precursor ion selection is
5—2,250m,z. Mass accuracy (RMS) is
not greater than 0.5 ppm by internal
standard method and not greater than 2
ppm by external standard method. ®
For comprehensive protein identifica-
tion, acquisition of max 100 precursor
ions per second can be achieved. In that
case, required resolution must be over
30,000 (reference m,”z 813.39). In addi-
tion, for semi-quantitative measure-
ment for protein, acquisition of max
200 precursor ions per second can be
achieved. @ Both qualitative and quan-
titative analysis can be achieved from
MS,/MS ion information.

b Nano LC system. @ By using split-
less gradient pump, it can achieve sta-
ble flow rate in the range of 100—1,000
nL/min. @ Pressure resistance is max
10,000 psi. @ Easy handling of sample
separation column and high-throughput
analysis using multiple columns can be
achieved.

¢ N2 generator. © N2 generator which
is required for running Mass Spect-
rometry is available.

B High sensitivity Mass Spectrometry
system.

a High sensitivity Mass Spectrometry.
@ To achieve both high sensitivity
quantitation and qualification, the de-
vice must be linear-ion-trap tandem
Mass Spectrometry with good ion
transmission efficiency. @ Measurable
mass range must be 5—2,000m, z. ® In
order to achieve complex sample ana-

lysis, MS3 quantitation with higher se-
lectivity than MRM mode can be ac-
hieved. @ By using the same frag-
mentation method with high resolution
Mass Spectrometry, seamless transi-
tion from protein identification to pro-
tein quantitation.
b HPLC System. @ The flow setting of
solution sending unit is in the range of
0.0001 ml/min & 8211;3.0000 ml~
min. @ Max pressure resistance must
be over 130 Mpa. @ Gradient method :
it has the functionality which is equal
or greater than high pressure binary
system. @ Temperature control of the
column oven is block heater type.
¢ N2 generator. © N2 generator which
is required for running Mass Spect-
rometry is available.
(5) Time limit for the submission of the re-
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(6) Contact point for the notice: Kazuhiro
Kasai, Accounting Procurement Division,
Hirosaki University Hospital, 53 Hon-cho
Hirosaki-shi Aomori Japan 036—8563 Ja-
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6 Summary
(1) Classification of the products to be pro-
cured : 24
(2) Nature and quantity of the products to be
purchased : Supercomputing system for
genome analysis 1 Set
(3) Type of the procurement : Purchase
(4) Basic requirements of the procurement :

A Genome Analysis system. @ Able to
obtain up to 120 billion basal information
per run, and perform whole human
genome and transcriptome sequencing. @
Sequence by Synthesis technology with
reversible terminator chemistry, which
reduces error rates is adopted for base se-
quence reading methods. ® Clonal Single
Molecule Array technology is used for
DNA amplification. @ Main unit of the
sequencing system has built-in DNA amp-
lifier. ® Stable supply of prompt mainte-
nance support is secured to keep analysis
precision.

B Mass storage computer system. @
should consist from the following ma-
chines : One calculation server, one login
server, one large capacity shared storage
and one server for gene analysis. All of
the computers should be connected with
high-speed network and should be in-
tegrated as a signal system. @ One calcu-
lation server should have 168 or more
CPU cores and 896 GB or more memo-
ries. When configuring RAID 1, this serv-
er should have 7 TB or more storage. @
One login server should have 8 or more
CPU cores, 24 GB or more memories, and
1 TB or more storage with RAID 1 mode.
@ One large capacity shared storage
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