retron_type_VI_hth_cluster2_1 (KIDHNEAO_00030)
29 31

32

33

CsrA (VF0261) (KIDHNEAO_00035)
tRNA-Ser(gct) 35

shah_acc_0230 RecX (KIDHNEAO_00038)

AL

IE

IMGPR_plasmid_3300029882_000336: 24,346-31,605 (+)

Alanine--tRNA ligase (KIDHNEAO_00037)

CsrA (VF0261)

NEHCDFEA_00004)

shah_acc_0230 RecX (NEHCDFEA_00002)
Alanine--tRNA ligase (NEHCDFEA_00003) Protein RecA (N EHEDFEA,OOOO:L)

|
|

IE

IMGPR_plasmid_3300031837_000305: 90-7,618 (-)

FEE @

B

CsrA (VF0261) (EPCHAMIC_00033)

IE

Regulatory protein RecX (EPCHAMIC_00035)

]

|

i

IMGPR_plasmid_3300031027_000202: 30,436-37,482 (+)

Alanine--tRNA ligase (EPCHAMIC_00034)

CsrA (VF0261) (FEGJHJEF_00029)

Alanine--tRNA ligase (FEGJHJEF_00030)

IE

IMGPR_plasmid_3300029997_000209:26,978-31,719 (+)

3000 nt
defence (PADLOC) virulence (VFDB) tRNA
I




