Thecompletesequencef the 1,683-kbpSymBmegaplasmid
from the N»-fixing m:n_om<3_u_o:m_ nor hizobium meliloti

Snorhizobium meliloti is a bacteriathat MV\BU_OH_OQ.__V\ Aot .,U_JO..... Fo The outer circle shavs U—.@QmOﬁQQ@mDm—.Ou
fixesN; in plantroot nodules. This providessig- nodP202 expE8-expA10  gions encoding transcriptional regula-
nificantadwantageso plantgrowth. Thegenome traA2 tors (pink), ABC transportsystems
of this bacteriaconsistsof threerepliconsand ~ manBCA groEL5 (vellow), and genesinvolved in
we were part of an international consor polysaccharideiosynthesis(or-
tium to completethe genomethis organ-ycr2 iz 1 ange).The positionsof specific
ism. Therepliconwe sequencedpSymB,  mocDEF genesor setsof genesarealso
has a total of 1,570 protein-codingre- hacA shavn ontheouteredgeof the
gions, with very few insertionelements map.

andfew regionsduplicatecelsevherein
thegenome Therepliconappearso be asn0
essentiatto the bacteriasincethe only

copy of anessentiahg-tRNA geneand ﬁnmh
the genesencodingtheimportantcell di- rheL
vision minCDE proteins are located on
pSymB. Almost 20% of the pSymB se-
guencecarriesgenesencodingsoluteuptale
systemsmostareof the ATP-bindingcassette
family.

Arg-tRNA Recognizablegeneclusters
include mary involved
polysaccharidebiosynthesis.
In total 14%of thepSymBse-

minEpc  duences dedicatedo polysac-

charide synthesis. The func-
tions of thesegenesare consis-
tent with the notion that pSymB
plays a major role in the ability of
this bacteriato survive in the soil en-

The figure shavs a map of the pSymB replicon. repC1B1A1 _‘mn_m K1 thic-E vironment.

The inner circle displaysopenreadingframes(poten- (oriV)

tial genes)on the leading (red) and lagging (green)strands. Thefunctionof many hundredsf othergenesemainun-
known.
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