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User Guide



About biopano

BioPano is a data visualization open source software platform specially
designed for biologists, which can be used to show gene regulation and
metabolic network. It can help you buwild up a gene regulation and metabolic
hetwork quickly and etticiently, as well as easily modity existing network,
and share their own information with others to help them. You can also use
the analysis tools in the software to analyze the network, to explore the
relations among nodes, to help yourselt think, and therefore help you with
your research. Meanwhile, you can also export the network in our sottware
into other formats and make use of a more powertul network analysis tool

to gain a deep understanding of the network.

How to get biopano

Download from www.biopano.org

Copying Right
The sottware comply with BSD open source license. For turther details, see

“copying” with our software.



Overview

when you open our sottware, you can see:

siderbar

Scrolling
bar

Search Box

I. In this article, whenever we say “click” we always mean clicking the let
button of the mouse once, while when we say “double click® we mean
clicking the lett button of the mouse twice)

2. some picture in this article aren’t based on the newest version, but

don’t intluence your reading



Maih Screen

Operatior on nodes:
Press the right botton of the mouse and drag it to the tagerted position.
Do not release it until it is move to the targeted spot. (The white

fluorescent around the node means that the node is selected )
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Double click the node to display the detailed information of it in an

information window. (Please make sure that the network conditior 1is good)



4 Abstract

Name : CRP
Type : TF
Links : 0

4 Detail

Feature Description

Identifier ECK120011235

TF Active Conformations CRP-cAMP

PMID list "10564497, 10852886, 11742992,
14638413, 15150239, 15520470,
15659676, 19439203, 8735277" y’

Click the “edit” icon in the intormation window to edit the information

ot the node.

D

4 Abstract

Name : CRP
Type : TF
Links : 0

4 Detail

Feature Description

Identifier ECK120011235

TF Active Conformations CRP-cAMP

PMID list "10564497, 10852886, 11742992,
14638413, 15150239, 15520470,
15659676, 19439203, 8735277" y

Click the “node” botton, you can modity the property values and its
property hames. Click the “—" sign on the end of each row of the property

table to delete the relevant property. You can also click the "+ sign to



create a hew property.

L

[EP|W]Inferred from
expression pattern],
[APPP|W|Assay of partially-
purified protein]”

Identifier |ECK120011235\

TF Inactive CRP

Conformations

4 Description
(B /UM

Click the right botton of the mouse on node to see a menu for the node.

Rename

Change Type

Delete

Select with Linked Nodes
Select with Same Type

Expand
Expand All External Links

Detail

Rename: Click “rename”, and then you can input the new name in the blue

input box.
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Change type: Choose and click one type in the sub—window list, and ther
click “contirm” ,the type of this node will change into your optional type.

Click “cancel” to exit the sub—window.

Choose type
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Delete: Delete the node.



Change Type:

Delete

Select with Linked Nodes
Select with Same Type

Expand
Expand All External Links

Detail

Select with linked Node:

Click it, you will select this node and all node linked 4t.

Select with Same Node

Click it, you will select all node which types is the same as your selected

hode ih main screen.



Expand: Selectively expand the network according to the links in the
database based on this node. For advanced tunctions ot expansion, see “<”

sidebar.

Connection :

(ol | cowa |

Connections

Gene : crp — Protein : Crp
eeeee Gene: crp — TF : CRP

Change Type:

Gene:crp < TU :crp

Delete

Select with Linked Nodes

Select with Same Type

Expand
Expand All External Links

Detail

Expand with all external links

Expand the network according to the links in the database based on this



node. (Please make sure that the network condition is good)

(The picture below shows the effect of crp expansion)

Detail: Display the detailed information of the node. (Please make sure

that sure that the network condition is good)

« Abstract

Name : crp
Type: TU
Links : 7

4 Detail
Feature Description
Evidence that supports

the existence of the

transcription unit

Transcription Unit ECK120030676
identifier assigned by

Save as SBOL



Save detailed ihformation of a selected node as a SBOL tile.

Delete

Select with Linked Nodes
Select with Same Type

Expand
Expand All External Links

Detail
Save as SBOL

lock
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Operation on edges:

Create an edge. Press the right button of the mouse on a node and drag it
so as to draw a lire. Do not release the button until you reach the
destination of the edge, and then you will have create a edge segment from

the origiral pint to the destirnation point.
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Clink the edge and its name appear.
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Double click the edge to see its detailed information in the intormation

window.

4 Abstract

Pl Link:we ->crp
/ Name : Default
g Type : Default

4 Detail
Defauly

Feature Description

4 Description
Add your descriptions here by clicking EDIT!

Click the line once in the right botton of the mouse:



Click “rename” to input the hew name in the blue ihput box.

Defayle \r
o
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Change type (just like the change of node’s type)



Choose type

Inhibition
( Dual

Delete . Delete this edge

Defauly

Change Type

Delete.

Upload

Detail

Detail: Display the detailed information of the node. (Please make sure

that the network condition is good)



Defauly

Operation on areas:
Press the right button of the mouse and drag it to create a retangular area
in the vacant region. Once you release the botton, you will have selected

all the points in the area.




Select more that one to drag the areas or delete the points. (The relative

positions of the points will not be changed.)




Shortcuts

Ctrl—s save as xml, see “save” in the “dock” portion

Ctrl—o open a local tile, see “open” in the “dock” portion

Ctrl—-Z undo, see “undo” in the “dock” portion

Ctrl-Y redo the operation, see “redo” in the “dock” portion

Ctrl—F search, see “open” in the “dock” portion

Press the “Delete” key on the keyboard to delete the selected points or
lines.

Select one point or line, and then press the “shitt” botton on the keyboard
so that you can select more than one points or lines.

Press the “Esc” botton on the keyboard to exit the full-screen mode, and

it you have selected a pint of a line, you can also press it to cancal

that.




Navigator
Click “Navigator” to open the small map. You can have an overview of the
arrangement of the nodes and click once to quickly jump to the part of the

graph you want to see.

Navigator

FPS means “frames per second”, and usually this number is 36. You can
choose to display or not to dispaly it by clicking “show fps” in “Option”

in “dock”. For details, see the document on “Option” in dock.



Hiding Sidebar

+

Click once and you will see “add sidebar”.

default

Operon

=
[y

Promoter

Terminator

Gene

sRNA

tRNA

TRNA

ereceee P

=
=
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Select the type of the new node and click once to see it, then choose a



switable area and click to create it formally. Then you can verame it.

New Operon

BB &HL»OTE I eQ

<

Ohce you have selected a certain node or a edge, click “<" to see the
“connect sidebar “, by making use of which you can see the points or the
edges links to the node or the edge.

(The picture below shows all edges and nodes linked with crp)

Connection :

Connections
TF:CRP — TU : crp
TF : CRP — Gene : crp




Click the corresponding node or egde and you can select the node in main

screen or view the details of the edge or node.

Name : Promote
Type : Promote

Connection :

Connections
TF : CRP

Click cloud, all nodes and edges in the cloud database that are connected
with the node will be shown (please make sure the network connection is

tine). The picture below shows all edges and nodes connected with CRP.

Connection :

Local

| External Links
LI —TU:zraSR
Ll —TU:ykgR
—TU : yjiy
— TU : hfg-hfIXKC

— TU : yiaKLMNO-lyxK-
sgbHUE
—TU :yial
—TU : yhfA
—TU: pka
—TU : yeiw
—TU : yeiP
— TU : ychH

O0OC

O Oo0ooc




Click box betore selected edges in list, the corresponding edges and the

node will appear in the main screen.

Connection :

0 [ toal | Clowd |

™ || External Links

— TU :zraSR

—TU : ykgR

—TU : yjiy

— TU : hfg-hfIXKC

— TU : yiaKLMNO-lyxK-
sgbHUE
—TU :yial
—TU : yhfA
—TU: pka
—TU : yeiw
—TU : yeiP
— TU : ychH

hfg-hfIXKC
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Select s tew nodes, click “/* to see the “arrangement sidebar “

Select Nodes to fit interval

|
|

Select Nodes to apply layout
Plasmid model
Attract
Apply global layout
Smart Layout

W Use GPU acceleration




Buttons in the tirst vow: Click the tirst button, and all the selected nodes
will be arranged in a vertical line on the left of the screen. Click the
second button, and all the selected nodes will be arranged in a vertical
line in the middle of the screen. Click the third button, and all the
selected nodes will be arranged in a vertical line on the right of the screen.
(The picture below shows the front picture atter clicking the tirst button

in the tirst row, the next tour picture is relative to the front picture)

out

Select Nodes to set align

]
1]
EE

Select Nodes to fit interval

|
|

Select Nodes to apply layout

Plasmid model

Apply global layout

Smart Layout

W Use GPU acceleration
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Buttons in the second row: Click the first button, and all the selected
nodes will be arranged in a horizontal line on the top of the screen. Click
the second button, and all the selected nodes will be arranged in a
horizontal line in the middle of the screen. Click the thivd button, and all
the selected nodes will be arranged in a horizontal line on the bottom of
the screen. (The picture below shows etfects atter clicking the second

button in the secord row)



Select Nodes to set align

[m]
1]
EE

Select Nodes to fit interval

|
|

Select Nodes to apply layout

Plasmid model

O & .

crpp@ppl crp CRP
Apply global layout

Smart Layout

W Use GPU acceleration
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Click the tirst button in the third vow, and all the selected nodes will be
arranged in the way that the horizontal distance of horizontally adjacent
nodes are the same, and the vertical positions of the nodes will not be

changed.

“Layout
Select Nodes to set align

[m] u; u
1] 1 m;

mt
Select Nodes to fit interval
ﬁﬂ
1

Select Nodes to apply layout

Plasmid model

Apply global layout

Smart Layout

W Use GPU acceleration

Click the second buttor in the third vow, and all the selected nodes will

be arranged to form a graph like a lattice.



—  Tayo

Select Nodes to set align

[m]
1]
EE

Select Nodes to fit interval

|
|

Select Nodes to apply layout

Plasmid model

Apply global layout

Smart Layout

W Use GPU acceleration
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Click the third button in the third row, and all the selected nodes will be
arranged in the way that the vertical distance of vertically adjacent nodes

are the same, and the horizontal positions of the nodes will not be changed.

Select Nodes to set align

]
1]
EE

Select Nodes to fit interval

e
1
Select Nodes to apply layout

Plasmid model

Apply global layout

Smart Layout

W Use GPU acceleration

Plasmid model: The points selected are arranged on a circle.



Select Nodes to set align

[m]
1]
EE

Select Nodes to fit interval

|
|

Select Nodes to apply layout

Plasmid model

Apply global layout

Smart Layout

W Use GPU acceleration

Attract: Arrange the nodes that are linked to a certain node on a circle

centered at it.

Select Nodes to set align

m]
1]
EE

Select Nodes to fit interval

e
1
Select Nodes to apply layout

Plasmid model

Apply global layout

Smart Layout

W Use GPU acceleration

Press tha right botton of the mouse and drag it to adjust the size of te

yellow circle, so as to control the distance among the linked nodes.



Select Nodes to set align

m]
1]
EE

Select Nodes to fit interval

|
|

Select Nodes to apply layout

Plasmid model

Apply global layout

Smart Layout

W Use GPU acceleration

Click the vacant region or press the “Esc” botton on the keyboard to

eliminate the yellow circle.

Make use of a tension—repulsion model to make the arrangement elegantly

displayed.

“Layout

Select Nodes to set align

Select Nodes to fit interval

|
|

Select Nodes to apply layout
Plasmid model
Attract
Apply global layout
Smart Layout

W Use GPU acceleration
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Click the small box in front of the GPU acceleration to use openCL to

accelerate the algorithm when next time you click “smart layout” and reduce



the time for arranging the massive amount of nodes. |+ your GPU does not
support openCL, the software will inform you of that by displaying “openCL

hot activited” at the botton.

i
Click “i* to expand the sidebar of project, which displays the project
information on the screen. For details, see the introduction on “cloud”

button in “dock”.

~Project Information
acid resistance

name :

fycisc@gmail.com, biopano.oi

gadE-mdtEF Q .
£ Overexpression of the

response regulator EvgA
confers an acid-resistant
r*“ phenotype to exponentially
S ) ! d growing Escherichia coli.
T This acid resistance is

slp-detR
e partially abolished by
delation o daP vhi

N

[ N\
“AS / hdeAB-yhiD\

PARCGH LRIV eQ

Scroll bar:

This is a scroll bar by which you can change the scale of stage. | you want



to see the detail part of the node net, you can scroll the bar down to
magnity it. |+ you want to have an overview of the net, you can scroll the

bar to the top, then you can scan the net conveniently.
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After scroll the bar to the top
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Searching Panel:



Q3

Type to Search

The searching panel contains two icons and the default is local search.

Input characters to search tor the local nodes that match the name. Click the
ohe with a earth icorn, and ther input characters in the input box to search
in the massive database tor nodes from the internet that match the rode.
Only when you connect to the internet can you use this function. Select
one of lists to add operations(The details coincide with the operation on

the sidebar).

Dock

when the mouse is put on a certain botton, the icon will be enlarged and

the name of it will emerge. You can then lick the reight botton of the mouse
to perform the corresponding operation.

From lett to right, the buttons are used to :

Cloud

Click one to see two dicons, which stand for Baidu and Google respectively.



Select one of them and click it, and then you can login to Biopano by using

a relative account.

Sign in BioPano Cloud

Choose your account to sign in

Sign in BioPano Cloud

-q

Waiting Server
Respones...

Click the botton to enter the interface of Google or Baidu. You can input

the username and the password to login, as is shown below:



Sign in BioPano Cloud

Authorization
Complete

Please Wait...
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Sign in BioPano Cloud

You have
Login Successfully

Click “cloud” again to enter the user interface. You can click the “logout”
botton to logout. Click the “own” botton to view the projects that you are
ih. Click the “[nternet” botton to check out all the projects on the

internet. Click one of the projects to view the details of the project.



‘a‘ dongchenxiao2013@gmail.com
Editing : acid resistance m

acid resistance

Project : acid resistance
Author : jzyjzyd@gmail.co|

™ Auto Synchrenize

29
btuB-murl & E }

LS

slp-detR

Editing - acid resistance m ,-‘/gadAX
. T .“/
acid resistance

Project : acid resistance
Author : jzyjzyd@gmail.co|

Synchronizing Gomplete
™ Auto Synchrenize ¥ 9 P!

/ N n <
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Click the tirst dicon at the botton of the screen to open the se.L:zcteol
project.

Click the second dicon at the botton of the screen to upload the net in your
screen to the selected project.

Click the third icon at the botton of the screen to build a new project.
Click the last dicon at the botton of the screen to delete the selected

project. (but you must be the author ot this project)



Click | sidebar to view the visual project information, including name,

author, colleagues species, description

name :

acid resistance

author :

jzyjzy9@gmail.com

colleagues : ‘_.'.
.0i

fycisc@gmail.com, biopano.

species :

E.coli K-12

description :

Overexpression of the
response regulator EvgA
confers an acid-resistant
phenotype to exponentially
growing Escherichia coli.
This acid resistance is
partially abolished by

dola ap yhi

NEW :
Open a nhew empty project. Since sottware can only deal with ore single
project at a time, you will be ask that it you want to save the change

whenever you modity a progect.

Do you want to save your current project? m




OPC".:
Open from a saved project (in the torm of XML). Select a tile in the

window.

0409
Advancedinstallers
ar-SA
Atheros_Lle
bg-8G
catroot
catroot2
com

config
es-CZ
da-DK

THEN): v | xml3ZfE ("xml) -

Save;
Save the current project to tile (in the form of XML). Select a tile

location in the window.
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R
. 0400
= Advancedlnstallers
Ll SEBERE GRS
Atheros_Lle
S bg-BG
. catroot
Git
= EZ
& wa config
-l ret7
2 v =
ey B
;A )

catroot2

. com

~ BT

Save copy:
Save copy: Save the current project to some form. The details coincide with
the ones of saving as xml files. You can choose to select a specitic tile

format to save a copy as.

) 0409
Advancedinstallers
ar-SA
Atheros_Lle
bg-BG

| catroot
catroot2

com

&, s () config

rec7

s FOWE (D) -«

stz B
). [ )

= PR i app2

Undo. (when you regret doing sth)



For example, it you just created an edge and yet you do not want it, you

cah just click “undo” to delete it.

New Operon De’dul!

New Default
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The edge will disappear automatically atter this operation.

Undo
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Howevey, please hotice that some specific operations are irrevocable.

Redo (when you regret undoing sth):

For example, as the case stated above, you can click “redo” to let the edge



you just deleted reappear.
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After your operation,the edge will reappear.

Redo
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Revert tile(when you want to discard your changes and revert to the former
tile)
You can revoke all the moditications you have made. But you must click yes

to make sure your operation



Your project will return to the original status which can not be undone, are you sure? m + ( <
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Perspective view
Click the vight botton of the mouse to see the perspective view parel, on
which the types, names, and the number of links of all the nodes will be

displayed.

oy

N

evgAS
ybaST
CRP
H-NS
EvgA
frc
yfdx
rpos

P

.

nanATEK-yhcH

A8 éH2~POTE /A0 eQme

/hns R )
/ Perspective View

nanA

Click the right botton of the mouse on one of “type”, “name”, “edges”, the



list will range relied on nodes’ value.

(In the picture below we show the cas when one clicks the property “Edges”)

Name

GadX

H-NS

EvgA

CRP

gadE-mdtEF

YdeO

ydeO
yfdX-fre-oxc-yfdVE

:,

nanATEK-yhcH nanA

/ ‘,rh
ABéHE«»080 sy xeans O o——

Click the vight botton on th same property again, you will see the order of

the nodes in the table reversed.

s /

gadE-mdtEF Q

nanATEK-yhcH I N

AR cHahoss inteams O o—

Click a node on the right botton ot the mouse to select it.



Perspective View

Name
yfdX
Slp
uspE
ybaST
gadY
Gene ydeP
Protein EvgA
Gene yegZ

e
gg%«”\'oaﬂo

Input characters in the search box to seek for nodes that match the name,

which will be displayed in a list.

N
“gadX

Perspective View

Name

evgAS

EvgA

LexA
nanATEK-yhcH
emry

yfdE

ydeP
hdeAB-yhiD

hdeAB-yhiD ™\

Option Panel
Click the right button to see the Option Panel, on which you can design the

background and some elements in display.



Back Ground:

picture: - color D

I Show FPS
™ Show Grid
™ Show Node Icon

Use which mouse button to drag:

Click the vight button of the mouse on the icon near the word “picture” to

select a picture of your own to be the background.

EPS:364)

[ ﬁchnnw backgrou: |

EEEETD B == )

=~ 0 @

BERE
i 2R
chuyin3jpg chuyindjpg chuyinSjpg chuyin6jpg

HFISER: Xk v

LN : J
Y V\‘ @-‘ :
Y \A‘ N LK) -

s FINE (O] e heinaminips IALjpg 2jpg 1A3jpg

s #HDE (E)

Ie i

N,

- 1Adjpg ji Jinyin0jpg jinyin1jpg
EEW: 1oy -

Show Grid

I Show Node Icon

Use which mouse button to drag:
ECEETT
L R s R




oo i

(A
645

Click the vight botton of the mouse on the icon hear the word “color” to

modity the color ot your background.

FPS:364)

Back Ground:

picture: E color

™ Show FPS

™ Show Grid
™ Show Node Icon

Use which mouse button

Tick the small box near the words “Show FPS”, “Show Gvrid", “Show Node
lcon” to modity the way in which to display the elements. Here is what you

see it you tick all the three items.



Back Ground:

picture: - color D

I Show FPS

™ Show Grid

™ Show Node Icon

Use which mouse button to drag:

Lot |
O % /SN0 e Q

Here 4is what you see it you cancel the displaying of FPS.

Back Ground:
picture: - color: D
W Show FPS
™ Show Grid

I Show Node Icon

Use which mouse button to drag:

Heve 4is what you see it you cancel the displaying of grids.
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| Back Ground: N
I‘f“ﬂ picture: - color: D
I~ siouibs
W show Grid

I Show Node Icon

s
Use which mouse button to drag: N
< /‘

Left _Right b

£

anATEK-yheH —

ooy xce QmuE

/ Back Ground: ;\\

/
| picture: - color: D

I~ m sibutes

I Show Grid
W Show Node Icon

Y/ N
. N
LY
Use which mouse button to drag: He \
hns -
ol O

anATEK-yheH -

aBiHa~hrossivxeqns O
Click “lett” or “right” to choose a method of dragging. Select “right(lett)”

and then press the right(lett) botton of the mouse in the vacan area of the
main screen to drag the viewport(Do hot release it until the operation 4s

completed).



Desigh nodes and lines

Click to see the BioType Panel.

BioType Editor

[ Node | _unc JRil]

default

Operon

TU

Promoter

Terminator

Gene

Y O Nl |
tRNA Radius:

rRNA 10 60

i

BioType Editor
| Node | unk SSNU]

default

Operon

TU

Promoter

Terminator

Gene

A (O N |
tRNA Radius:

rRNA 10 60

i

Click the figure to see the inner details. Click to modity the shape of the

nodes, as shown in the picture below:



@ BioPanorama 2.9 @ iGEM Software 2014 - lacxml
BioPano 2.9 Notice! 0927

Promoter
Terminator
Gene
SRNA
R05994

.

Click the color box to see the palette, where you can choose the color you

er:

@ BioPanorama 2.9 @ iGEM Software 2014 - lacxml
BioPano 2.9 Notice! 0927

Click the picture to see a windows, where you can choose a pattern to be

applied in a series of nodes. (Orly .png tiles are supported currently)
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BioType Editor

Radius:
60

Addust the size of the nodes by moditying “Radius”. (Press the right botton

of the mouse to do it, and do not release the botton until it is done.)



BioType Editor

[ Node | Lk JRR]

default

Operon

TU

Promoter

Terminator

Gene

SRNA ON N
tRNA Radius:

rRNA 60

i

BioType Editor
[ Node | Lk JRR]

default

Operon

TU

Promoter

Terminator

Gene

SRNA ON N
tRNA Radius:

rRNA 10 60

i

Click “link” to turn to design the edges.



BioType Editor
YN Inhibition

Default

Promote
Inhibition
Dual

Unknown
Produce

Catalyze ._ D

React Line Width:
PR it ol R
1 10

Click a certain type to edit the edges of that type.

EPS:364)

BioType Editor
EESNETS Produce
Default

Promote

Inhibition

Dual

Unknown

Produce
I .
Catalyze ._.
React Line Width:
pot TR,
1 10

Click the two ends of the arrow to select a shape for the arrows.



BioType Editor
EETNETS Produce

Default

Promote
Inhibition
Dual

Unknown

Produce
Catalyze
React

Apply _, Cancel

Click the line segment of the arrow to select a shape for it.

EPS:364)

BioType Editor
AT Produce
Default

Promote

Inhibition

Dual

Unknown

Produce

Catalyze .= .
=N

React

1 10

Click the color box to see the palette, where you can choose the color you

like:



BioType Editor
YN Inhibition

Default

Promote
Inhibition
Dual

Unknown
Produce
Catalyze

React Line Width:
1
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Addust the size of the nodes by moditying “Radius”. (Press the right bottor

of the mouse to do it, and do not release the botton until it is done.)

BioType Editor
EEENT™S Inhibition
Default

Promote

Inhibition

Dual

Unknown

Produce
— -
>
Catalyze ._.
React Line Width:
o AR
1 10
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After moditication, you can click “Apply” to see the outcoming result, and

you can do more to adjust it it you are not satistied with the result.
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BioType Editor
[Node |tk JRIV
default

Operon

TU

Promoter

Terminator

Gene

SRNA m . -
tRNA
rRNA - e

"

Radius:

Click “cancel” to cancel the moditication.

BioType Editor

Radius:
10 60

Al dHUI~»0 88 e Qm

Click “contirm” to contirm the moditication.



Biobrick
Click "biobrick” to see the window “biobrick assistant”. |nput accurate

name ot the parts to search for the relavant parts and see the properties of

O

; adE-mdtEE Pl
BioBrick Assistant

btuB-murl b Value
5309

BBa_E0040
Coding

green fluorescent protein derived from

jellyfish Aequeora victoria wild-type GFP,
/ (SwissProt: P42212
I8 sequence atgegtaaaggagaagaactittcactggagttgtee
caattcttgttgaattagatggtgatgttaatgggeac
aaatt

ttctgtcagtggagagggtgaaggtgatgcaacata
cggaaaacttacccttaaatttatttgcactactggaa
aactac

Blast



Input a gehe sequence that needs to be detected, then click “Blast” to

search ih the database for the gene seguences that are homologous to

Input DNA Sequence:

GAATACCGATAAGAAAGAGTACGCTCCGGCAGAAG
ATCCGGGCGTGCGGTTATGAAACCGTGGTTATGGG
CGCAAGCTTCCGTAACATCGGCGAAATTCTGGAACT
GGCAGGCTGCAGACCGTCTGACCATCGCACCGGCA
CTGCTGAAAGAGCTGGCGGAGAGCGAAGGGGCTAT
B CGAACGTAAACTGTCTTACACCGGCGAAGTGAAAG
CGCGTCCGGCGCGTATCACTGAGTCCGAGTTCCTGT
J§| GGCAGCACAACCAGGCAATGGCAGTAGATAAACTG
GCGGAAGGTATCCGTAAGTTTGCTATTGACCAGGAA
AAACTGGAAAAAATGATCGGCGATCTGCTGTAA
Error Value :

£y

/ 0.0
/ Results : S
= .

talB

4 nanATEK-yhcH T

Al &dHI~OCS D/ NLe Qmue

k short
Select two nodes. Click “k—short” and then click “search” to get all the

pathways that link them together in the database.

( K-Shortest Path

cadBA

Route Limit:
i ies!
- () amm *
Search route: \:) ey
dp GadX

Route
slp —slp-dctR —Gadx
slp —slp-dctR —H-NS —hdeD —~GadX

slp —slp-dctR —H-NS —hdeAB-yhiD —GadX
slp —slp-dctR —MarA —hdeAB-yhiD —GadX

n SRR
™ ~

4 nanATEK-yhcH T

Al &dHI~OCS D/ NLe Qmue




Serach

You can do searching work in the advanced search window. You can choose
a certain type before you do it, or use some advanced options such as “match
case”, “precise” and “lett aligen” to make the process even move

ettective.

EPS:364)

e Search
\

nanATEK-Y} m Match cases M Precise W Left align

Name

lacl
e lacyA

lacZYA

mhpR-lacl

Google Scholar
Input the key word or a node name, you can search it by google scholar. you

can search and read paper here.



Google Scholar

CRP

CRP Hartmann, LD Rudolph - 1975 - surface.syr.edu

Cited by 181
Description/Abstract A decoding rule is presented
which minimizes the probability of symbol error
over a time-discrete memoryless channel for any
linear error-correcting code when the code words
are equiprobable. The complexity of this rule

varies inversely with code rate, ...

MA Albert, E Danielson, N Rifai, PM Ridkeréthellip; - Jama, 2001 -
jama.jamanetwork.com

Cited by 1573
QObjective To test the hypothesis that pravastatin
has anti-inflammatory effects as evidenced by
CRP reduction. Design, Setting, and Participants

Google Scholar

Layout
Change the mode of which the sidebar and buttons at the bottom are

arranged. Click again to resume.

S

N

qgadE-mdtEF Q
(-»\

S
sip-detR

Full screen
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s
S

sip-dctR

~

%
hdeAB-yhiD ™
Y

O\(p
-«»O*‘G / ‘f’ﬂr‘hkq-l

7,@& osﬂ@ﬂmﬂ) \

Click “Full Screen” to view the network displayed in the fullscreen

mode.

]

S
gadE-mdtEF

slp-detR

h
K
hdeAB-yhiD ™\

P

N
Yy N D | N
®—@
b 5

| Screen. Ny

nanATEK-yhcH EXlt FG

aBéinarirosn inkean’s O o

Click again to exit the tullscreen mode.




Connrect us

Email us to support@biopano.org



