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Insyght proposes a new way to explore the landscape of conserved and idiosyncratic genomic regions
across multiple genomes and their rearrangements throughout evolution. Its unique display consists
of a symbolic representation tightly integrated with a proportional view. Insyght Is suitable for a
variety of analyses: genome-wide Inference of gene function, detection of evolutionary events,
phylogenetic profiling and investigation of the core genome or niche-specific genes.

Browse public dataset: 389 Alternatively, you can use a virtual

prokaryotes genomes to date | |[machine to compare your own genomes
: (private dataset). The VM includes :

. the database
. the pipeline to process the data: blast,
bi-directional best hit for orthology,
dynamic programming for synteny
. the visualization tool

- | Select areference organism |

Visualize the genomic organization with a view that Choose your gene set and analyze the presence,
combines a symbolic and a proportional representation. absence, or multiple copies of homologs. A functionality
The symbols highlight a region of interest and provide based on filters facilitates the retrieval of genes of
legibility while the proportional view simultaneously Interest and allows the formulation of relevant biological
allows grasping genomic locations and complex guestions, such as finding niche-specific or core genome
rearrangements scattered across the genomes and genes that match a few particular functions or biological
occurring at different scales. processes.
A typical genomic organisation view : The filter functionality :
: : : Browse all genes of organism © Bacillus cereus strain 03BB102 [taxonld=572264]
N - t CﬂmparISDn WIndDWS (fU” SIZE) or build your gene set among 2 available molecules : © plasmid CP001406_GR (179680 bp)
avllga € ® chromosome CP001407 GR (5269628 bp)
results :
Reference genome (hidden) _ R o »
Filter genes by: : :‘:y rIarRa genes: iisl B X [clear]
e Reference genome \ | Presence / absence homology . - dnaA (292-1632) I - dnaA (292-1632)
' - |- |- Reference organism : Bacillus cereus strain ZK = E33L [taxon|d=288681] -} Check - dnaN1 (1811-2950) - dnaN1 (1811-2950)
........ | Navigate the Results (25 - 28 of 149) | | presence | siidity | | - BCA_0003 (3078-3290) - BCA_0003 (3078-3290)
g}::ﬁjﬁgmdhjhh“' ' - |- |[#25 Lysinibacillus sphaericus strain C3-41 [taxonld=444177]| of homaologs in organism(s) : - recF (3303-4430) - recF (3303-4430)
‘E,'T;;j;;m” (ob) : 153784 . e 1 onen L — e e . 1 ennn 5 cenés ~_1 Genea . - Aeropyrum pernix strain ‘
Quiery stop (pl) | 15w . o |k O : R o ' Kl [taxonld=272557]
H.'.II"II:'?"'-?E?HH (pb] ; 1745378 ==arhp 168 by 183 op =22 Op 159 p  geaesr 454 bp 1 P 480-
Subject stop (phy - 17aeas Eﬁ:-mEHi : — — _-—-‘.T-r'- .-~"|- : .J — 1- "I'rﬁl:-dﬂE“I B. cereus 7K = E33L 01
rthologs - L — — 1 o TSI 1. epn .
Eﬁ:ﬂ;;ﬂ " ~ |- |#26 Bacillus halodurans strain C-125 = ATCC BAA-125 = JCM 0153 = FERM 7344 = DSM 18197 [taxonld=272558] | (- AND ...} & | (X) - dacA (16924-18243)
e I'_’F_E_H"_:; e 6 genes ____.'._gf 137 genes 5;:_5'%_:?5 7 genes —= } | Function - | mae Bl e E
584 bp § penes =<4 geres = 420 bp <1 geres~ 241 bp 167 bp 1 s RCA 0017 r10210.100001
) —Ep- . 1_., S . ST ‘-1JiJ:l.LF5 B. cereus TK = E33l - |1:4:|.r|'[_air|ing - |
{ £ i 'Hl = i hl\" .FI il TET B, halodurans C-125 = ATOC BAA-125 = = lh- :
bp B o = e, P inding l 71018-2231:
| |#2? Bacillus clausi strain KSM-K16 [taxonld=66692] - BCA_ 0021 (22346-23014)
BCE3L0172 127 bp caB 2 genes 1 ge enes | Add a new filter ‘ ooy e ey &
AM — M A |2 menes | o mS— 0-6:6
e e NPT e T = |
g ——— - e p—
4_- - I-.-'F'ﬂ Bacillus pseudofimmus strain OF4 [taxonld=388511) - ::::, : T't:ll .
me 3 The homolog table view :
negungymi\\? 18, + |- - |#223 (score=9) Burkholderia cenocepacia strain AU 1054 [taxunld:3312?1]|
Sort result Hp ] ~—dnah . ~—dnaNL ; \ . \ - . - A . . CaB . . -
v types WX - (- = i (w2
Detailed Selection ard ] iy e Szt leemomni) (g smme -
Information and CE?H?SE’[ZZ?Q’IEHU + [T - [#224 (score=9) Burkholderia mallei strain ATCC 23344 [taxonld=243160]
display options < | (ama )\, @\ (eanooes) ( reck ) (CBE D (A D\ (gus =D >
- _ L _ reck & h h _ dacA % _pd:-:E
___dnaA - ___dnaN - . gyrB - ___ gyrA - . guaB - -
other matchs:1
+ |~ - |#225 (score=9) Burkholderia mallei strain NCTC 10247 [taxnnlszEﬂSBQH
Zoom on the symbolic (A) and | Conm (ommm) @ Ce=rD) (g (mham) o) Co) Coms =
. ] dnaA dnaN gyrB gyrA BUALO2T n.;u_tt
proportionnal (B) representation : _
+ |~ - |#226 (score=9) Cyanothece sp. strain ATCC 29155 = PCC 7424) = PCC 7424 [taxnnld:65393]|
'+ - |- I8 (score=6357) Bacillus cereus strain 03BB102 [taxanldzE?EEﬁd” | | | "&" % "w" ﬂ kﬂ ﬁﬂ "iﬁ" _dacA ) [ pdxs }_}}
_ — 1 genes L J / J 63 bp BAA A0021" —' 2 genes __ (BAA A0024) 1226 bp — dnaA PCC7424 0340 PCC7424 3530 reck PCC7424 3060 pcc7424 4667  \PCC7424 1873
15 genes | — Il —— Em (A)| = other satchs:1
20 bp <3 e EBCAAONIRS 7 pene <3 geres> BCAANIZZS fppes + [=7 - [#227 (score=9) Corynebacterium efficiens strain DSM 44549 = NBRC 100395 = JCM 11189 = YS-314 = AJ 12310 [taxonld=196164]
5. 23E6, ~ ~ -~ o 52566 5 anthracis A024a A (i (BmAww  —mer g —ga (gme (g ) [ pes :}
EbETEﬁ_/ iz = — L .EI'].EEEE 8 cereus B3BB102 (B) _ dnaA _ CE0003 _ _ CE0146 ___recF _ CE0006 _ CED015 _ _guaB __pdxS ——

- Go back and forth between the 2 views
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