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>>EXTINCTION OF THE SECOND CHROMOSOME

3arago4Hoe nc4e3HoBeHME BTOPOU XPOMOCOMbI

INTropucTION

Strains of a young pathogen Burkholderia mallei have recently evolved from soil-dwelling pathogenic bacterium B. pseudomallei. B. mallei,
whose genomes are comprised of two stable chromosomes, are being adapted to the intracellular lifestyle. This process 1s accompanied by
genomic reduction as intracellular parasites obtain many necessary metabolites from the host cell. The genomic reduction 1s usually caused by
active intra-chromosomal recombination due to accumulation of mobile elements. We have described the evolutionary history of deletions in B.
mallei genomes and have estimated the size of the core genome.
BHYTpHUKIETOUHBIE NATOTEHBI B. mallei 00pa30BaIMCh OT OOUTAIOIIMX B IIOYBE MATOT€HOB B. pseudomallei, TeHOMBI KOTOPBIX COCTOSIT U3 JIBYX
xpoMocoM. Ilepexos Kk BHyTPUKICTOUHOMY CTHJIIO KU3HU COMPOBOXKIACTCS 3HAYUTEIILHON peayKiuen (YyMEHBIIICHHEM pa3Mepa) reHoMa, IoTeps
parMeHTOB XPOMOCOMBI ITPOUCXOAUT B PE3YyJIbTAaTe PEKOMOMHAIIUN 110 MOOMJIBHBIM deMeHTaM. MBI ITpoaHaIUu3uPOBaAJIM NATTESPHEI ACJICIUI B
reHoMax B. mallei n oieHWIN pa3Mep KOP-T€HOMA IIPY 3aBEPIICHUH aJalTaIHH.

1xM9edoes Jsommanbaoo Burkholderia mallei a5bgomotbab booswoado ¢
Omdeols aqbmdo mmMo LgsdocrMo qOmdmlimdoliash dqgeaqds, 9am90 -

(5bMaM900 Jommaqbo d9dgqooliash B. pseudomallei. B. mallei,
xM9edos asmgdmdo sSOlgomosls. qls 3Omiqlio s 395d0M900

aqbmdols Mgemdoolmob, Moasbsis d5dgaos sligomdolomgols Lodomm dqgodmemogqols dolidobdemoliash omqols. aqbmdols a0

a5dm{397200 doesdMmdmbimdgmo 93mdoobssoom 9. . dmbagoowmg 9e09dqgbggools wogmmaqools asdm. bgqgb dqgolijogmqm ©gemgis0900ls
9302730700 aobgomsmaods B. mallei-ols 49bmddo @ wssbenmgdom asdmgomgomgm doMomowo aqgbmdols 6cmds.
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Fig. 3. Full-genome alignment of B. pseudomallei / B. mallei strains
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Fig. 7. Distribution of chromosomes size
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