易学术外文资源智能分析平台功能简介

[bookmark: _GoBack]1、文献AI辅助阅读功能模块
文章详细页面，点击论文对话，用ai来解读论文
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如果平台没有全文下载地址，用户可上传pdf来进行对话
[image: ]
上传文章全文进行对话
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大模型会根据全文内容自动生成综述、文章脉络图、问答，并对全文进行翻译
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自动生成提问问题
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对文章进行翻译
[image: ]
[bookmark: _Toc189945727]2、学术分析平台功能模块
点击首页“学术分析”菜单，显示如下：
[image: ]
本平台由学术榜单、学者分析、机构分析、学科分析、期刊分析6个功能模块组成
[image: ]
2.1 学术榜单
学术榜单，可查阅各学科领域高被引论文、高被引作者、高被引期刊、高被引机构详细情况。
[image: ]
2.2 学科分析
该功能模块可查阅相关学科统计总览及详细情况，亦可通过查阅该学科发文趋势、被引趋势、发文类型、学科领域、代表学者、代表机构、代表期刊各项进一步查阅。平台以图表方式直观展现。
[image: ]
2.3 学者分析
该功能模块可通过学者姓名检索对该学者在其学术领域情况进行详细了解。并以图表方式从发文趋势、被引趋势、发文类型、学科领域、合作学者、合作机构、学者被引、学者引用等几个层面全面掌握其学术状况。点击相关菜单即可查阅
[image: ]
2.4 机构分析
该功能模块可通过机构名称检索对该机构在其学术领域情况进行详细了解。并以图表方式从发文趋势、被引趋势、发文类型、学科领域、合作学者、合作机构、机构被引、机构引用对机构作全面揭示。
[image: ]
2.5 期刊分析
该功能模块可通过期刊名称、issn号进行检索完成对其在学术领域状况进行详细了解，并以图表方式完成期刊被引趋势、学科领域、代表学者、代表机构、期刊被引、期刊引用等层面的分析。
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FOCUS ON BIOIMAGE INFORMATICS

Image]'9, CellProfiler?0, Vaa3D2!, BiolmageXD, Icy?2, Konstanz.
Information Miner (KNIME)? and others) software platforms
for the analysis of biological images. Commercial platforms often
focus on ease of use and broad coverage of image-processing tasks,
targeting relatively inexperienced users. Almost invariably the
principal details of the image-processing algorithms are hidden,
which is undesirable for use in biological rescarch. Conversely,
these details are transparent in open-source platforms such as
Image], whose long existence, wide adoption and extensible
plugin architecture has made it a tool of choice for scientists from
abroad range of disciplines. But Image] was developed primarily
by biologists for biologists, and s architecture does not follow
modern software-engincering principles. This makes the platform
less attractive for computer scientists to use for delivering new
solutions to biologists.

“To address this deficiency in Image], we started a new open-
source software project Fiji (Fiji is just Image]) that updates the
underlying architecture of Image] and allows researchers (o focus
on the process of developing innovative, culting-edge solutions for
biological-image analysis. i introduces powerful software libraries
for rapid transfer from new algorithms o practical image-analysis
tools. Core algorithms available in Fiji can be exploi
abroad range of scripting languages that are far
maticians and simplify the prototyping of new bioimage solutions.
Finally, Fii provides a robust distribution system, which ensures
that new algorithms reach its broad user base as soon as possible,
initiating an iterative refinement based on communication between
developers and users. In summary, Fii i designed to serve as asoft-
ware-enginering ecosystem in which computer science and biology
rescarch communities can collaborate to turn algorithms into usable
programs for solving biological rescarch questions.

How Fiji enhances Image)

Image], created by Wayne Rasband at the US National Institutes
of Health?, provides casy installation on arbitrary platforms and
asimple user interface. Image is primarily targeted at researchers
with minimal computer skills, but because Image's functional -
ity can be easily extended with plugins (software components
that can be separately installed to add functionality), it has also
been altractive to rescarchers with training in software develop-
ment. Over the vears an impressive assortment of Image] plugins

PERSPECTIVE |

‘maintains compatibility with Image] and supplements it with
additional core functionality. The Fiji project was created to sup-
port the installation and maintenance of one of the more complex
Image] plugins, TrakEM2, which provides comprehensive solutions
for management, registration, segmentation and annotation of large
electron microscopy data sets™. TrakEM2 outgrew, in its complex-
ity and software-infrastructure demands, the facilities offered by
classical Image]. Subsequently, several other advanced plugins (4D
Viewer?, selective plane illumination microscopy (SPIM) registra-
tion?, Trainable Segmentation and many more; Supplementary
Table 1) came o rely oy odern software-engineering prac-
tices such as a software versioning system, inclusion of third-party
libraries, automatic updates and straightforward compilation.

‘The combination of advanced image-analysis solutions and the
simplicity and familiarity of Image]'s user interface has attracted
many users to the platform. Fiji is effectively an open-source
distribution of Image] that includes a great variety of organized
libraries, plugins relevant for biological research (Supplementary
‘Table 1), scripting languages, extensive tutorials and documenta-
tion. The overproliferation and redundancy of plugins in Image]
can make it difficult 1o identify solutions suitable for a particular
biological problem. Fiji addresses this issue by offering a curated
selection of plugins that are organized into categories in the plugin
menu (Supplementary Fig. 1).

“The liji project aims to provide useful functionality for a broad
range of researchers, from programming-agnostic biologists to
bioinformaticians and software engineers to professional com-
puter science rescarchers (Fig. 1a). Fiji enhances Image]'s case
of installation by bundling all required components into a self-
contained package that will run on any computer platform.
In addition, biologists skilled in programming can use the many
familiar scripting languages available in Fiji to build custom
image-processing pipelines. For professional software engineers,
iji offers the ability to manage source-code, high-performance
implementation of algorithms and simple worldwide deploy-
ment, Finally, Fiji could become useful to computer scientists as
it bundles standard libraries, builds bridges to other platforms (for
instance, Matlab through the Miji plugin) and provides facilities
for rapid prototyping of data type-agnostic, generic algorithms.
ource code is hosted in a version controlled source code
repository (Git) for people to download and tinker with. and
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FOCUS ON BIOIMAGE INFORMATICS

Image]'9, CellProfiler?0, Vaa3D2!, BiolmageXD, Icy?2, Konstanz.
Information Miner (KNIME)? and others) software platforms
for the analysis of biological images. Commercial platforms often
focus on ease of use and broad coverage of image-processing tasks,
targeting relatively inexperienced users. Almost invariably the
principal details of the image-processing algorithms are hidden,
which is undesirable for use in biological research. Conversely,
these details are transparent in open-source platforms such as
Image], whose long existence, wide adoption and extensible
plugin architecture has made it a tool of choice for scientists from
abroad range of disciplines. But Image] was developed primarily
by biologists for biologists, and its architecture does not follow
modern software-engineering principles. This makes the platform
less attractive for computer scientists Lo use for delivering new
solutions to biologists.

“To address this deficiency in Image], we started a new open-
source software project Fiji (Fiji is just Image]) that updates the
underlying architecture of Image] and allows researchers to focus
onthe process of developing innovative, cutting-edge solutions for
biological-image analysis.Fij introduces powerful software libraries
for rapid transfer from new algorithms o practical image-analysis
tools. Core algorithms available in Fiji can be exploited through
abroad range of scripting languages hatare fumiar o bioinfor:
maticians and simplify the prototyping of new bioimage solutions.
Finally, Fiji provides a robust distribution system, which ensures
that new algorithms reach its broad user base as soon as possible,
initiatingan iterative refinement based on communication between
developers and users. In summary, Fiji is designed to serve asa soft-
‘ware-engincering ecosystem in which computer science and biology
research communities can collaborate to turn algorithms into usable
programs for solving biological research questions.

How Fiji enhances Image)

Image], created by Wayne Rasband at the US National Institutes
of Health"?, provides easy installation on arbitrary platforms and
asimple user interface. Image is primarily targeted at researchers
‘minimal computer skills, but because Image]’s functional-
ity can be easily extended with plugins (software components
that can be separately installed to add functionality), it has also
been attractive to researchers with training in software develop-
ment. Over the vears an impressive assortment of Image plugins
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‘maintains compatibility with Image] and supplements it with
additional core functionality. The Fiji project was created to sup-
port the installation and maintenance of one of the more complex
Image] plugins, TrakEM2, which provides comprehensive solutions
for management, registration, segmentation and annotation of large
electron microscopy data sets™. TrakEM2 outgrew, in its complex-
ity and software-infrastructure demands, the facilities offered by
classical Image]. Subsequently, several other advanced plugins (4D
Viewer?, selective plane illumination microscopy (SPIM) registra-
tion?, Trainable Segmentation and many more; Supplementary
Table 1) came to rely on Fijis modern software-engineering prac-
tices such as a software versioning system, inclusion of third-party
libraries, automatic updates and straightforward compil

“The combination of advanced image-analysis solutions and the
simplicity and familiarity of Image]'s user interface has attracted
many users to the platform. Fiji is effectively an open-source
distribution of Image] that includes a great variety of organized
libraries, plugins relevant for biological research (Supplementary
‘Table 1), scripting languages, extensive tutorials and documenta-
tion. The overproliferation and redundancy of plugins in Image]
can make it difficult to identify solutions suitable for a particular
biological problem. Fiji addresses this issue by offering a curated
selection of plugins that are organized into categories in the plugin
menu (Supplementary Fig. 1).

“The liji project aims to provide useful functionality for a broad
range of researchers, from programming-agnostic biologists to
bioinformaticians and software engineers to professional com-
puter science researchers (Fig. 1a) nhances Imagel's case
of installation by bundling all required components into a self-
contained package that will run on any computer platform.
In addition, biologists skilled in programming can use the many
familiar scripting languages available in Fiji to build custom
image-processing pipelines. For professional software engineers,
i offers the ability to manage source-code, high-performance
implementation of algorithms and simple worldwide deploy-
ment, Finally, Fiji could become useful to computer scientists as
it bundles standard libraries, builds bridges to other platforms (for
instance, Matlab through the Miji plugin) and provides facilities
for rapid prototyping of data type-agnostic, generic algorithms.
ource code is hosted in a version controlled source code
rv (Git) for people to download and tinker with. and
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FOCUS ON BIOIMAGE INFORMATICS

Image]'9, CellProfiler?’, Vaa3D?!, BiolmageXD, Icy?2, Konstanz
Information Miner (KNIME)?* and others) software platforms
for the analysis of biological images. Commercial platforms often
focus on ease of use and broad coverage of image-processing tasks,
targeting relatively inexperienced users. Almost invariably the
principal details of the image-processing algorithms are hidden,
which is undesirable for use in biological research. Conversely,
these details are transparent in open-source platforms such as
Image], whose long existence, wide adoption and extensible
plugin architecture has made it a tool of choice for scientists from
abroad range of disciplines. But Image] was developed primarily
by biologists for biologists, and its architecture does not follow
modern software-engineering principles. This makes the platform
less attractive for computer scientists Lo use for delivering new
solutions to biologists.

“To address this deficiency in Image], we started a new open-
source software project Fiji (Fiji is just Image]) that updates the
underlying architecture of Image] and allows researchers (o focus
onthe process of developing innovative, cutting-edge solutions for
biological-image analysis.Fij introduces powerful software libraries
for rapid transfer from new algorithms to practical image-anal
tools. Core algorithms available in Fiji can be exploited through
abroad range of scripting languages that are familiar to bioinfor-
maticians and simplify the prototyping of new bioimage solutions.
Final provides a robust distribution system, which ensures
that new algorithms reach its broad user base as soon as possible,
initiatingan iterative refinement based on communication between
developers and users. In summary, Fiji is designed to serve asa soft-
ware-engineering ecosystem in which compuler science and biology
research communities can collaborate to turn algorithms into usable
programs for solving biological research questions.

How Fiji enhances Image)

Image) created by Wayne Rasband at the US National Insttutes
of Health?, tallation on arbitrary platforms and
asimple user interface. Image] is primarily targeted a researchers
with minimal computer skills, but because Image]’s functional-
ity can be easily extended with plugins (software components
that can be separately installed to add functionality), it has also
been attractive to rescarch
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ji maintains compatibility with Image] and supplements it with
additional core functionality. The Fiji project was created to sup-
port the installation and maintenance of one of the more complex
Image] plugins, TrakEM2, which provides comprehensive solutions
for management, registration, segmentation and annotation of large
electron microscopy data sets™. TrakEM2 outgrew, in its complex-
ity and software-infrastructure demands, the facilities offered by
classical Image]. Subsequently, several other advanced plugins (4D
Viewer®, selective plane illumination microscopy (SPIM) registra-
tion?, Trainable Segmentation and many more; Supplementary
Table 1) came to rely on Fijis modern software-engineering prac-
tices such as a software versioning system, inclusion of third-party
libraries, automatic updates and straightforward compilation.

‘The combination of advanced image-analysis solutions and the
simplicity and familiarity of Image]'s user interface has attracted
many users to the platform. Fiji is effectively an open-source
distribution of Image] that includes a great variety of organized
libraries, plugins relevant for biological research (Supplementary
‘Table 1), scripting languages, extensive tutorials and documenta-
tion. The overproliferation and redundancy of plugins in Image]
can make it difficult 1o identify solutions suitable for a particular
biological problem. Fiji addresses this issue by offeringa curated
selection of plugins thal are organized into categories in the plugin
menu (Supplementary Fig. 1).

“The Fiji project aims to provide useful functionality for a broad
ge of researchers, from programming-agnostic biologists to
formaticians and software engineers Lo professional com-
puter science rescarchers (Fig. 1a). Fiji enhances Image]'s case
of installation by bundling all required components into a self-
contained package that will run on any computer platform.
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ing pipeli
e ity o manage source code igl»pcrrommm»
implementation of algorithms and simple worldwide deploy-

Bk % iE

R Fiji: — M BTEMBGSITNIRTEES 85 Johannes
Schindelin1,10, Ignacio Arganda-Carreras2, Erwin Frise3, Verena Kaynig4,
Mark Longair5, Tobias Pietzschl, Stephan Preibisch1,10, Curtis Rueden6,
Stephan Saalfeld1, Benjamin Schmid7,10, Jean-Yves Tinevez8, Daniel James
Whitel, VolkerHartenstein9, Kevin Eliceiri6, Pavel Tomancak1&Albert
Cardona5, 101 EERHAD 5 - ERiRD FAREMT SEEFHT. 2
XEREEBETFRARSIAINTER, SEEEMIRT. 3XEREMNERA
WO, BEARBERAIH, FEHERAERIRE, NRBEITME
FRIT, 4RTHRERAETFRITEIATR, ST AR AFMRTEHE
BIPRMEESFHIAN. 6XERNREATZEDIBNTSIHEMNESL
BE, BEEEMNZEHT. TERERREATHEEN T SEETR, B4R
%R, SEERROEEMEFT, Imagopole, BAMGTE. IEEMMATSE
PUDERDF. BESKEEMTR, MABRTMEZI. 1056t R
ERFZEPNEAFSHENELRE, BfEEMNEHT (JS) , #F
ERHWS 5 - SRS TAREMFSEECTHANR (B.S.) MEEDKET
EFMAMBERATRAMAER, BERTMEME (S.PFIAC) o REE
{E&I¥%E PT. (tomancak@mpi-cbg.de) sEA.C.
(acardona@ini.phys.ethz.ch) . #E: EMFPANASREEBIERUBRGT
R, FER, BEEBNULEREEANNA, BERENENSREES
BB EBRPATRSRBNEREE. FEit, £WFREREEBITE
MBPRBHFNRRAR, #ﬁ%ﬁﬁ{@kﬁmﬁ, RARe MIE *

RSERNAENSIMA TEEEEEMR, HERNSHARENTEETARIE, RESE,




image7.png
o
() ek @ RTM AFROTA @ieXHE AENSM 4 tARL B

D FRHHTE FROH

FaER FEDNN HFIS

FRAFE AL DEPENFRRREEE SRR SET
PRize HESH

. B, (FERISEGIBE SRR SRR

SR
HFRPHNTRAS, REES

SAEHRITH,
BRI

RIS 5 ARG, REE

FEIMT - ;-, LURERETNS

5

By

) ?*%:gz; ° S 2 [EATIEEED

jriniy y MEHAREEAEY =

= ~ ISR

B3

ﬂﬁ

>l




image8.png
g 2]
E#* @ RTH WEAI SRXHE MEHSH & PARL B

FASIIA

ANTRERWANE RS, HAARSARIHLENRA

FHRS

THMEMERFNMENRELS. XRIBNARDE
i S
,
THERMTFEBRN

SAEHRTH,
i/

1
RIS . atms gRE 0
FEIMT [, %, UREARENS J
SRR E T ik %
T armme ’ < i [HLEIS - |
e AYFHR RS EIEN
AR e

>l




image9.png
ek

Fad

FHTE

ES

i)

BiEE

FRER RSN FESN AN BES

Agricultural and Biologic...  Artsand Humanities
Chemical Engineering Chemistry

Dentistry Earth and Planetary Scie...
Engineering Environmental Science
Materials Science Mathematics

Nursing Pharmacology, Toxicolog...
Social Sciences Veterinary

EIGEG —  GREH

##: Agricultural and Biological Sciences X

w
B RT MERSFY BIESIE MEHSH

Biochemistry, Genetics a...

Computer Science

Economics, Econometrics...

Health Professions
Medicine

Physics and Astronomy

Business, Management a...
Decision Sciences

Energy

Immunology and Microbi...
Neuroscience

Psychology

a A

Bl




image10.png
W3le%

e

FRE

REFE

KENM

Rz

EXXE O

@ journal-article
B book-chapter

0 dataset
@ procecdings-article

(B posted-content
0 dissertation
@ monograph
B pecrreview
) reference-entry
. eport

. book

- other

@ component
0 standard

@ journal-issue
. grant

B <dited-book
@ reference-book
. journal

@ retraction

{0 proceedings

@ report-series

{0 report-component
{8 bookssection

B book-part

B dotabase

{0 booksseries

B bookset

@ journal-volume
B procecdings-series
B book-track

. terget

report-com,

reference-book: 3881 (0.04%)

proceedings-article: 162370 (1.65%)

@
& RTIE WFROHT BESHE MEHSM a4 tADL B

target: 248 (0%)
booktrack: 1 (0%)
proceedings-series: 6 (0%)
journal-volume: 13 (0%)
boolcset: 29 (0%)
book-series: 106 (0%)

database: 120 (0%)
book-part: 250 (0%)
boolcsection: 305 (0%)
ent: 330 (0%)
report-series: 810 (0.01%)

retraction: 2036 (0.02%)

grant: 6129 (0.06%)
standard: 10751 (0.11%)
other: 31673 (0.32%)
report: 39863 (0.41%)
peer-review: 57760 (0.59%)
dissertation: 67590 (0.69%)

journal-article: 8152237 (83.02%)

book-chapter: 686167 (6:99%)




image11.png
W3le%

Esesi

FRE

afFeE

FHEWI|

FH3B

&iEFE O

120

120

e ef=EE

]
@ RTM MFRSH Y @IEXHE AWHSHA 4 PABL BE





image12.png
L) =4 & wEW ERS

@
XHE  MEHSHA & PARD B

. e MRTREN  REEs-sRsy 5B
W3le%
-
30000 288072
Esesi
250000
200000
FHOE ’
150000
afFeE 8
50,000 317845662433949,
20455 19402
14476 17056120061 9492 551 13397 6522 5750 4392 13609 4167 1008 x
= ° oo 9O & S » 3 o - 0 & o 9 5 1O
A0 @ o @ o @ e ¢ oV o ® & @ (@ 16 1O © G IO e
i 0T 0 0 o o S O o0 0 o 1 5 50, 0 0 (o 0 O
RS RE & W (0 € 25\ 0 W i
o Nt Nt R S e CSES
3l W A o™ W s s 000 of o I
kg e . POt e PR
n e et o <




image13.png
() ek e BiesaHE ABHON & TARO B

BHL BXBEH O RIEEG - EREG
W3lE%
120000
FHaE
100,000
KRERPE
80000
KENM 50000
TS| 40,000

27666

TSI 20,000

>




image1.png
RAXBTER

Fiji: an open-source platform for biological-image analysis
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Fiji is a distribution of the popular open-source software ImageJ focused on biological-image analysis. Fiji uses modern
software engineering practices to combine powerful software libraries with a broad range of scripting languages to
enable rapid prototyping of image-processing algorithms. Fiji facilitates the transformation of new algorithms into
ImageJ plugins that can be shared with end users through an integrated update system. We propose Fiji as a platform for
productive collaboration between computer science and biology research communities. g2
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