R KKK KK

-
uvig_1936835:1-24,191 (+)

MGV-GENOME-0176805: 1-22,583 (+)

KKK KKK KKK KX

MGV-GENOME-0148288:1-20,271 (+)
uvig_123292:1-19,408 (-)

D—CIC KK KK KKK KX

MGV-GENOME-0150261:1-20,524 (+)

- K KOHRIEKKK O

uvig_895709:1-21,682 (-)
MGV-GENOME-0174018:1-23,769 (-)

COE-EKKO K KKK KKK K

uvig_364676:1-22 441 (-)

RO KKK KKK KX

uvig_323692: 1-20,084 (-)

KKK KKK KK 3

uvig_217994: 1-24,943 (+)

KKK K K

uvig_457448:1-18,930 (+)

%

MGV—GENOME—Ol?QSSS: 1-22,139 (+)

@E@E DK K OHKECEEKIK 8

-
uvig_230109: 1-18,832 (+)

COEE-EHCKE K K OREOETK KK 3

uvig 495968:1-18,832 (+)

R KKK K& 3

SAMNO6164884 al ct4977 vs1:1-18,860 (+)

@O - OO KK

—
uvig_176591:1-24,147 (-)
k 9000 nt !
virulence (VFDB) AMR (AMRFinderPlus) tRNA
I




