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m Molekulak
m Adatok és adatallomanyok
m Eredmények, értékelések

m Barmit, amit hatékonyan akarunk kommunikalni
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A newly developed
technique from the
laboratory of Long
Cai colorfully
illuminates every
MRNA in every cell
within a tissue
sample with “super-
resolution.” The

technique can be
applied to study
everything from
embryos to cancers.

https://magazine.caltech.edu/
post/biology-and-big-data
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Ha gépi
tanulasi
modszerek
és a
megfigyelt
adatok
talalkoznak?
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Q ATP Synthase ~ MolView v Tools v Model v Protein v

Online
molecular
viewer

http://molview.org/?pdbid=1e
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https://journals.plos.org/plosone/article?id=10.1371/journal.pone.0039539

Three-colour immunolabelling on meiotic prophase | (leptotene to diplotene) nuclei of wheat.
CENH3 centromeric protein is visualised by a rabbit anti-CENH3 antibody and is shown in red,
SC axial element protein ASY1 is visualised by a guinea pig anti-ASY1 antibody and is shown
in grey and SC central element protein is visualised by a rat anti-ZYP1 antibody and is pseudo-
coloured in purple. Three-dimensionally reconstructed confocal image stacks are shown in the
top row while a single z stack of the image is presented in the bottom row. Images show
substages of meiotic prophase I: (A) leptotene, (B) mid-zygotene, (C) pachytene, (D) diplotene.
Bar=5 um.

ImmunoFISH: Simultaneous Visualisation of Proteins and DNA Sequences Gives Insight Into Meiotic Processes in Nuclei of Grasses

Ad At 1, Katalin Jager?, J. S. Heslop-Harrison? and Tr 2
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http://www.frontiersin.org/people/u/452817
http://www.frontiersin.org/people/u/465160
http://www.frontiersin.org/people/u/587487
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EnsemblIPlants

HMMER | BLAST | BioMart | Tools | Downloads | Documentation |

Search: | All species

v‘ for

e.g. Carboxy™ or chx28

All genomes

|—— Select a species -- v|

o View full list of all Ensembl Plants

species
e Edit yvour favourites

Favourite genomes

Arabidopsis thaliana
TAIR10

Oryza sativa Japonica
Group

IRGSP-1.0

Triticum aestivum
IWGSC

Hordeum vulgare

| IBSC_v2

Zea mays
B73_RefGen_wi

Physcomitrella patens
Phypa_W3

Login/Regist

More »

{#| ~ Search Ensembl Plants. ..

New wheat assembly

This release of Ensembl Plants hosts the latest wheat assembly from the WGSC
(RefSeq v1.0). Current data includes:

® The IWGSC RefSeqv1.1 gene annotation.
e Alignment of 95,270 high confidence genes from the TGACY1 annotation.
e The Axiom 820K SNP Array from CerealsDB.

& EMS-induced mutations from sequenced TILLING populations (Kronos and
Cadensa).

e Assembly to assembly mapping and gene ID mapping to the previous TGAC 1
assembly and annotation.

e YWhole genome alignments to rice, brachypodium and barley.

e The TGACW1 assembly will still be availble via the Ensembl Plants archive site &,

Polyploid View Enabled

Polyploid view for wheat has been enabled, allowing users to view alignments
between the three wheat components simultaneously.

Funding

Ensembl Plants datasets are constructed in a direct collaboration with the
Gramene @ resource, funded by the United States National Science Foundationé?
award #1127112 . Read more about our collaboration with Gramene .

#Gramene

The development of resources for wheat is funded by the BESRC-funded Designing
Future Wheat ISP

25 BBSRC

bioscience for the future



EnsemblPlants »

Triticum aestivum (IWGSC) v

HMMER | BLAST | BioMart | Tools | Downloads | Documentation |

Login/Register

¢ - Search Ensembl! Planis... Q

Mare

Search

e.g. TraesCS3D02G273600 or 3D:2585940-2634711 or Carboxy*

Search Triticum aestivum...

About Triticum aestivum

For information about the assembly and annotation please view the WGSC
announcement &

The previous wheat assembly (TGACv1 &) and every other plant from release 31 is
available in the new Ensembl Plants archiveé site.

Trificum aesfivum (bread wheat) is a major global cereal grain essential to human nutrition. Wheat was one of the first cereals to be domesticated, originating in the fertile crescent @&
around 7000 years ago. Bread wheat is hexaploid, with a genome size estimated at ~17 Gbp, composed of three closely-related and independently maintained genomes that are the
result of a series of naturally occurring hybridization events. The ancestral progenitor genomes are considered to be Trficum wrartu (the A-genome donor) and an unknown grass
thought to be related to Aegilops spelfoides (the B-genome donor). This first hybndization event produced tetraploid emmer wheat (AABB, T. dicoccoides) which hybridized again
with Aegilops fsuschii (the D-genome donor) to produce modern bread wheat.

Taxonomy ID 4565

Data source International Wheat Genome Seguencing Consortium &

0 More information and statistics

Genome assembly: IWGSC &

0 More information and statistics
li'l Download DNA sequence (FASTA)
% Convert your data to WGSC coordinates

ﬁ Display your data in Ensembl Plants

Comparative genomics

What can | find? Homologues, gene trees, and whole genome
alignments across multiple species.

0 More about comparative analyses
e Phylogenetic overview of gene families
li'l Download alignments (EMF)

e Genomic alignments [5] [Shows ]

H2pe
§08E
View karyotype

—
-

Example region

e,

Example gene tree

Gene annotation
Carboxy* CAB

F-box

What can | find? Protein-coding and non-coding genes, splice
variants, cDNA and protein sequences, non-coding RNAs.

0 More about this genebuild Example gene

}
f'\(.

Example transcript

&'l Download genes, cDMNAs, ncRNA, proteins - FASTA - GFF3

% Update your old Ensembl IDs

Variation

ATCGAGCT

ATCCAGCT
ATCGAGAT

Example variant

What can | find? Short sequence variants.

0 Maore about variation in Triticum aestivum
o Maore about variation in Ensembl Plants
I'!'I Download all variants - GVF - VCF - VEP

le!u

Variant Effect Predictor



Login/Register

EnsemblPlants v vuuer | BLAST | BioMart | Tooks | Downloads | Doc febsi s &)~ Search Ensembl Plants. ..

; © Triticum aestivum (WGSC) v

Genome

Location-based displays

Whole genome Whole genome @
Chromosome summary
I~ Region overview
Region in detail = Add features
=- Comparative Genomics
|- Synteny
|- Alignments (image) T N< L]
- Alignments (text) o~
|- Region Comparison = M
Polyploid view Wl ™ . — W
= Genetic Variation — _ M M
- Variant table ) =
|~ Resequencing _ . M
|~ Strain table )
L Linkage Data =
Markers M) M o
'n' Configure this page
_ﬁ Custom tracks
4 Export data
": Share this page
Rt Bookmark this page oo Uy Uy uuyyuyyuy Uy uyyyyoy
1A 1B 10 2R 2B 2D 3R 3B 3D 4R 4B 40 SR LT 50 ER 6B &0 7R 7B i I
Ensembl Plants is produced in
collaboration with Gramene Click on the image above to jump to a chromosome, or click and drag to select a region
Summary
Assembly MWGSC, INSDC Assembly GCA 900519105.16, Jul 2018
Database version G944
Base Pairs 14,547 261,585
Golden Path Length 14,547,261,565
Genebuild by MWGESC
Genebuild method Imported from M/GSC
Data source International Wheat Genome Seguencing Consortiume

Gene counts

Coding genes 107,891
Hon coding genes 12,853
Small non coding genes 12,481
Long nen coding genes 82
Gene transcripts 146,597
Other
Short Variants 14,142 687



EnsemblIPlants v 1vmver | BLAST | BioMart | To

Triticum aestivum (IWGSC) v

Location: 30:2,585,940-2,634,711
Location-based displays
~ Whole genome
~ Chromosome summary
~ Region overview
— Region in detail
H- Comparative Genomics Chr. 3D I
- Synteny !
— Alignments (image)
- Alignments (text) Reglon in detail @
— Region Comparison
— Polyploid view
B Genetic Variation Scroll: <
— Variant table 500.00 kb Forward strand
— Resequencing 2.40 Mo 2.50 Mb 2.80 Mo 270 Mb 2.80 Mb
— Linkage Data Contigs — . -y che3D 5 = — . — chi3D
— Markers Genes 1 n
50068800 = < TraesCS3002G006800 ERNALTyr TraesCS3D02GO0TE00 i
L% Conf hi < Traes(53002GO0DBT00 < Traes(S3002G007I00 TraesCS3D0RGO0TA00 = Tra=sCE3002G408000 >
Configure this page 008500 > < TraesCS3D02G00T200 TrassCS3D02G00TE00 >  TrassCS3D02GO0TTO0 > |
< TraesCS3D02G00TO00 < TrassCS3ID02G00TE00 TraesCS30D02G00S100
N Custom tracks Traﬁcaamzf?’?:iﬂﬂﬂﬁzD{}ZGﬂﬂ?1m Traescs.anﬁzsu?ﬂ;m}
]
Alternative gene 1 IIII III =I | | = I.I I ] 1 =- L} 1 :
th Export data models 1} 1
| |
< Share thi TraesCS3D02G006500LE = < TRIAE_CS42_3DS_TGAQv1_271087_AADE11810.1 TRIAE_CS42_30S_TGACY1_
are this page 005000 C TraesCS3002G00T300LG = TRIAE_CS42_3D5_TGACw1_272160_AACDG161402 3
< TraesC53D02G006400LC < TRIAE_CS4d_305_TGACY1_271087_AADS118201 < TraedCS3D02G00T
% Boo : 1_271533_ AADEO1470.1 < TraesC53002G00TE00LE !
R kmark this page _3DS_TGACY1_271533_AADDO1540.1 = !
; ; TraesC53D02G006TO0LE = TraesCS3D03G00T500LE !
Ensembl Plants is DFDEILICEd n 47702 = [TraesCS3D02G007100LC |
collaboration with Gramene TraesCE3002G008800LE = |
TraesCS3002G008600LE = !
MraesC53002G006300LC = < TRIAE_CS42 30S_TGAGw!_27{8687_AADS11880.1 !
2GO0B000LC = « TRIAE| C542_30S_TGACv1_ZA71967_AAOS|1880.2 !
Trees{53002G007700LG = |
< TraesCS3D02G007T200LC TRIAE_CS42_3D5_TGACY1_272180_AA0D16130.1)> |
|
1115_AADES5280.2 < TRIAE_CS42_2D5_TGACY1_Z271087_AA0D12000(1 |
12G0061 00LG = |
D24760.1 TRIAE_CS42_2DS_TGACY1_271532_AA0D016820.1 > )
3D5_TGACY1_271533_AA0D01530.1 > )
KoLC TRIAE_CS42_2DS_TGACY1_271522_AA0B01610.1|> |
b < TRIAE_CS42_3D5_TGACv1_271887_AA0011570.1 |
TraesCS3D02G00T000LE = !
ACV1_271533_AA00014080.1 !
AE_CS42_3D5_TGACY]_271533_AADBO1570.1 !
1_271533_AADB01480.1 < TRIAE_CS42_305_TGACY1_271067_AADG11600.1 !
TraesGS3D02G00S500LE > !
= TRIAE_CS42_3DS_TGAC_271533_AA0801580.1 !
esCS3ID02G006200LG !
= TraesCS3ID02G00T400LC !
— "
2.40 Mb 250 Mb 2.80 Mb 270 Mb 2.80 Mb
Gene Legend Genes aligned from TGACY1 non translsting COS - Genes aligned from TGACY1 protein coding
Bl '"WGSC high confidence protein coding I W3ESC low confidence non translating COS
- I'WGSC low confidence protein coding - ather




Location: 3D:2585940-2634711 [ Go |

Gene:

||

<

1+

| L (] [ o0

Genes.

Altemative gene
1101 SO

Variant - All sources.
%GC.

Gene Legend

Variant Legend

o< 25

48.77 kb Forward strand B
2.59Mb 2.60Mb 2.61Mb 2.62Mb 2.63Mb
| e ")
TRIAE_CS42 _3DS_TGACv1_272169 AAD916080.: TRIAE_CS42_3DS_TGACv1_272169_AA0916130.1 >
nontransiating CDE protein coding
N
TRIAE. $2_3B_TGACv1_230626_AA0712210.1 TraesCS3D02G007700LC.1 >
Aortranslatiig Cs protein coding
Or e i T e

TRIAE_CS42_3AS TGACvi_212728_AA(0702910.1 TRIAE_CS42_3DS_TGACv1_272169_AA091E
nontranslating CDS protein coding
" irmo | CHm ¥ Tt et
TraesCS3D02G007400.1 > ENSRNA0OS0008286-T1 > TraesCS3D02G007600.2 >
protein coding tRNA protein coding
o Crm & T
TraesCS3D02G007400.2 > TraesCS3D02G007600.1 >
protein coding protein coding

m

< TraesCS3D02G007500.1

protein coding
sshangcne | T |~
-
< TraesCS3D02G007600LC. 1
protein coding
Variant - All sources
I | (| (008 IR A
A ‘AI\" o r\\ .4’ '.‘A A A A "‘{' A A A ," IA'_l‘l“l'\‘ N 0 A J
FSAA ¢ VAV RARMATT U SRRV L VIV ¥ A s ""ﬁ.‘,ﬁ-"""ﬁy ey VL Y T ARSI VNSNS TV VS T
2.59Mb 2.60Mb 2.61Mb 2.62Mb 2.63Mb
e v e S e T
Protein Coding Non-Protein Coding
I protein coding B RNA gene
B IWGSC low confidence protein coding Genes aligned from TGACv1 non translating CDS
E Genes aligned from TGACv1 protein coding
B splice donor variant B splice acceptor variant
missense variant m splice region variant
I synonymous variant [ 3 prime UTR variant
B intron vanant B intergenic variant

There are currently 42 tracks turned off.
Ensembl Plants Trticum aestivum version 94.4 (IWGSC) Chromosome 3D: 2,585,940 - 2,634,711




Gene: TraesCS3S3D02G273600

Description Heat shock protein 101 [Source:UniProtkKB/TrEMBL; Acc: Q95PH4 &1

Location Chromosome 30: 379,535 906-379 538 827 reverse strand.

About this gene This gene has 2 transcripts (splice variants}, 20 erthelogues and 21 paralogues.
Transcripts Show transcript table

Summary @

Gene type Protein coding

Annotation method Genes annotated with high confidence by WGSC

== | Goto Region in Detail for more tracks and navigation options (e.g. zooming)

Drag/Select. =

279,537,500 379,520,000 379,532,500
Contigs.
Ganes
Transcript TraesC S30D02G273600.1
< TraesCS3D02GE Gene TraesC S30MRG2TIE00
proteincoding  protein  TraesCS3002G273600.1
379,527,500 379,530,000 379,532,500 379,535,000 379,537,500 product 379,545,000 379,547,500
- Raverse strand 23,92 kb — Consensus 0.995327102803738318 i
Coverage
Protein  0.233286823658268441
Gene Legend Coverage
Protein Coding Gene GC  57.62
I IWGSC high confidence protein coding Location Chromosome 30:
379,335, 906-379, 539, 827
Gene type  Protein coding
€ Configuring the display Transeript Protein coding
type
Tip: use the "Configure this page” link on the left to show additional data in this region. Strand Reverse
~ Base pairs 3,287
Amino "3
acids
Ensembl Plants release 41 - Sept 2018 @ EMEL-EBI Analysis Genes annotated with

high confidence by
WGSC




Gene: TraesCS3D02G273600

Description
Location
About this gene

Transcripts

GO: Molecular function @

Accession Term
GO:00001686 nucleotide binding
GO:0005524 ATP binding

Heat shock protein 101 [Source:UniProtKB/TrEMBL, Acc: Q3SPH4 &)

Chromosome 30: 375,535,90

(=7}

9,539,827 reverse strand.

This gene has 2 transcripts (splice variants), 20 orthelogues and 21 paralogues.

Show transcript table

Evidence
E4

Gene: TraesCS3D02G273600

Description
Laocation
About this gene

Transcripts

GO: Biological process @

Accession Term

Heat shock protein 101 [Source:UniProtKB/TrEMBL, Acc: Q85PH4 &)

Annotation source
UniProtKB/TrEMBL:Q9SPH4 &

UniProtKB/TrEMBL:Q9SPH4 i,
InterPro:ATPase AAS coretd,
InterPro:ClpA/B CS1 6,
InterPro: ClpAJB &

827 reverse strand.

This gene has 2 transcripts (splice variants), 80 orthologues and 21 paralogues.

Show transcript table

Evidence Annotation source
UniProtKB/TrEMBL: QISPHAE,

G0:00195386 protein metabolic process

InterPro:Clp N dom sfil

Transcript IDs

TraesCS3D02G2T3500.1

TraesCS3D02G2T3IE00.2
TraesCS3D02G273600.1

Transcript IDs

TraesCS3002
TraesCS3002

« Search BioMart
« View on
karvotvpe

« Search BioMart
« View on
karvotvpe

« Search BioMart
« \iew on
karyotype



Gene: TraesC33D02G273600 Trans: TraesCS53D002G273600.1

Transcript: TraesCS3D02G273600.1

Description Heat shock protein 101 [Source:UniProtB/TrEMBL; Acc: Q9SPH4 &)

Location Chromesome 30: 379,535,906-379 535,827 reverse strand.

About this transcript This transcript has 7 exons, is annotated with 32 domains and features and is associated with 130 variations.
Gene This transcript is a product of gene TraesCS30026273500 MRS R A=

Summary @

< TraesCS30D02G273600.1

protein coding
—m Rverse strand 3.92 kb 1
Statistics Exons: 7, Coding exons: 7, Transcript lenagth: 3,297 bps, Translation length: 913 residues
Version TraesCS3D02G2T3600.1.
Type Protein coding
Annotation Method Genes annotated with high confidence by WGSC

Ensembl Plants release 41 - Sept 2018 @ EMEL-EB|




Transcript: TraesCS83D02G273600.1

Description

Location

About this transcript

Gene

Domains & features @

Domains

PANTHER
PANTHER
Genedl
COD
Gene3D
Gene3D
COD
Gene3D
SMART
SMART
Pfam
Pfam
Pfam
SMART
Pfam
Pfam
GenelD

Superfamiby

Printz

Printz

Prints

Printz

PROSITE patterns
PROSITE patterns
Superfamily

Superfamihy

201
599
208
299
768
768
17

603

710
257
633
164

Heat shock protein 101 [Source:UniProtkB/TrEMBL; Acc: 285PH4 ]

Chromosome 30: 379,535 906-375,539 827 reverse strand.

This transcript has 7 exons, is annotated with 32 domains and features and is associated with 130 variations.

This transcript is a product of gene TraesCSID02G2TI600 IR ELET= o d =1

839
859
345

767
78T

T4z

762
47
839

148
151

621

695
724
309
651
547

Show/hide columns

Description

AbA+ ATPase domain
AbA+ ATPase domain
ATPase, AMAtype, core
AlPase, ASAtype, core
Clp ATPaze, C-terminal
Clp ATPaze, C-terminal
Clp, N-terminal

Clp, N-terminal

Clp, N-terminal domain
superfamiby

Clp, N-terminal domain
superfamiby

ClpA/B family
ClpA/B family
ClpASB family
ClpA/B family
ClpAJSB, conserved site 1
ClpA/B, conserved site 2

Accession
PTHR11638¢F
PTHR11638:5F 14619
3.40.50.3000
cd00003
3.40.50.300c2
3.40.50.300¢2
cd00003
1.10.8.600
SMO0382E
SHMO0382E
PEOOO04ER
PRO77 24
PF104316
SH01086E
PFO28616
PF028610
1.10.1780.100F

InterPro

IPRO03593 ¥ [Display all genes with this domain]
IPRO03593 ¢ [Display all genes with this domain]
IPRO03955 (7 [Display all genes with this domain]
IPR003558 ¥ [Display all genes with this domain]
IPR0193459 i [Displav all genes with this domain]
IPR019459 7 [Displav all genes with this domain]
IPRO04176 & [Digplay all genes with this domain]
IPRO04176 % [Digplay all genes with this domain]
IPRO36628 17 [Display all genes with this domain]

P-loop centaining nucleoside SSFS2540

triphosphate hydrolase

SSF8192300 IPRO36628 67 [Display all genes with this domain]
PROO300& IPROO1270 62 [Dizplay all genes with this domain]
PROO300& IPRO01270 62 [Display all genes with this domain]
PRO03000F IPRO012706 [Digplay all genes with this domain]
PROO300 IPRO01270 0 [Dizplay all genes with thiz domain]
PSO08700 IPR013363 % [Display all genes with this domain]
PSO0871 & IPRO28299 & [Display all genes with this domain]

IPROZ7417 o2 [Display all genes with this domain]

P-loop containing nucleoside SSFSZ5400

triphosphate hydrolase

IPROZ7T417 p2 [Display all genes with this domain]




. Expression Atlas

oy

# EMBL-EBI ¥ Services Research & Training €@ About us Q EMBL-EBI

Query single cell expression

To Single Cell Expression Atlas ¥

Gene expression across
species and biological

conditions

& Browse experniments

I
[ | | |
[
Search Gene set enrichment

Gene / Gene properties

4. Download Release notes # Licence @ About Also in this section «

Exploring gene expression results across species under different
biological conditions

Expression Atlas is an open science resource that gives users a powerful way to find information about gene and protein
expression across species and biological conditions such as different tissues, cell types, developmental stages and diseases
among others. Expression Atlas aims to help answering questions such as ‘where is a certain gene expressed?’ or ‘how does its

expression change in a disease?”.

Read more about Expression Atlas

Qrganism Biological conditions

Any v

Examples: REG1B, zinc finger, 014777 (UniProt), GO:0010463 (regulation of Examples: lung, leaf, valproic acid, cancer

gene expression)

Clear




Results for leaf OR seed AND Triticum aestivum

Baseline expression Differential expression

Organism part
Show anatomograms

Filter your Showing 4 experiments: LiBy experiment type + = Filters Download |~
LE] il o
results - &
\ & G
»°

Triticum aestivum ! &

| - N &

- " z -

Qrganism part & o Rl & & &@Q &

) & £ & & oy i e
0 ) iy c}o‘ & P k{? bd;’\‘ & K] & ¥ {\-_,\‘f'

¥ 3 & & & & &
Developmental stage | Cell Types - Pfeifer - 20 days post anthesis

[ sampling time point

Cell Types - Pfeifer - 30 days post anthesis
Cell Types - Pfeifer - 10 days post anthesis

3 Tissues - Phillips et al

[ | MW Medium M Below cutoff o Mo data available

Did you find these results useful?




Results for leaf OR seed AND Triticum aestivum

Basaline expression Difzrerilal expression

Filter your results . Doanload results

Display loge-fold change

Kingdom Exnerimental
P Species Gene name Comparison v:::;:s Experiment name
Species 4, . cold " . . tal Transaiption profiling by high
'# TRIAE 0542 SEL TGACYT 413043 AA1I87E4] e HEm e AL, S5 E":t'rgm" s throughgut sequencing of whest in
)
Triizum zesthum ' response to low temperature
Experiment type : . . . Transcription profiling by high
p p 4 week; cold temperature regimen’  age, environmental - )
TRIAE C542 ZBL TGACw1 130091 AADN403800 stress throughput sequencing of wheat in
FhA-ZE0 MRNA dferemiizl ! response to low temperature
Experimental variables . . Transaription profiling by high
4 ; cold t ’ ] tal . .
0 '# TRIAE CS42 ZBL TGACY] 129997 AAD4Q12E0 - mesen SIEREIEZIEAIMEDL - s E":t'rzm" s throughgut sequencing of whest in
|
R ! response to low tempersture
0 e
T ipti filing by high
4 week; cold tempersture regimen’  age, envirocnmental RNEEIENED pm! AR )
I:‘ organism par TRIAE CS542 ZAL TGEACw1 094580 AAQDZS2850 T " throughput sequencing of wheat in
1 vs "2 week; control stress
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const length = graph.getNodesCount();
18 let idx = [];

11 let bigData = {};

12 let counter = 8;

13 graph.on( "kezdjed", handler)

14
15 graph.forEachNode((node) => {
16 var d = graph.getData(node.id);
17 if (d.expression) {
18 const gid = node.id;
19 delete d.expression.normalized;
20 for (const tr in d.expression.vectors) {
21 trid = gid + "." + tr.split(’_")[11;
22 bigData[trid] = d.expression.vectors[tr];
3 idx.push(trid);
p Ll if (node.id == "TraesCS57B82G222188") {
25 console. log(bigData[trid])
26 }
27 }
28 }
29 counter++;
38 if (counter == length) graph.fire( kezdjed', idx)
31
12 P
33
= 34 function handler(idx) {
= 35 console.log(graph.getData( TraesCS7BB2G2221668°));
S 36 let ctx = "const range = ' + JSON.stringify({from: @, to: 18});
5 37 ctx += ",idx = ' + JSON.stringify(idx);
= 38 ctx += ",data = " + JSON.stringify(bigData)
§ 39 [/ console.log(ctx)
§ 48 runFarm( ' callback(null, Object.keys(data).length)’', ctx , 5, (err, out
o 41 console.log( " kakamand * + out)
(2] 5
= 42 b
k) 3 1
= 44
§ 45 g
= -
= - :
» 47 nd == *-') n.data.color = ;
o
[s} 48
o)
S
%)



