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GENOME ATLAS

Pprofundum_3TCK
fix
avg

0.00 1.00

Pprofundum_SS9
fix
avg

0.00 1.00

Vangustum_S14
fix
avg

0.00 1.00

Vsalmonicida_LFI1238
fix
avg

0.00 1.00

Vfischeri_ES114
fix
avg

0.00 1.00

Vsp_MED222
fix
avg

0.00 1.00

Vsplendidus_12B01
fix
avg

0.00 1.00

Vvulnificus_YJ016
fix
avg

0.00 1.00

Vvulnificus_CMCP6
fix
avg

0.00 1.00

Vsp_Ex25
fix
avg

0.00 1.00

Valginolyticus_12G01
fix
avg

0.00 1.00

Vharveyi_ATCC_BAA-1116_Chr1-2
fix
avg

0.00 1.00

Vcholerae_2740-80
fix
avg

0.00 1.00

Vcholerae_623-39
fix
avg

0.00 1.00

Vcholerae_V52
fix
avg

0.00 1.00

Vcholerae_V51
fix
avg

0.00 1.00

Vcholerae_O395
fix
avg

0.00 1.00

Vcholerae_RC385
fix
avg

0.00 1.00

Vcholerae_NCTC8457
fix
avg

0.00 1.00

Vcholerae_B33
fix
avg

0.00 1.00

Vcholerae_MZO-3
fix
avg

0.00 1.00

Vcholerae_MZO-2
fix
avg

0.00 1.00

Vcholerae_MO10
fix
avg

0.00 1.00

Vcholerae_MAK757
fix
avg

0.00 1.00

Vcholerae_AM-19226
fix
avg

0.00 1.00

Vcholerae_1587
fix
avg

0.00 1.00

Vparahaemolyticus_AQ3810
fix
avg

0.00 1.00

Stacking Energy
dev
avg

-8.30 -7.55

Position Preference
dev
avg

0.14 0.15

Annotations:

CDS +

CDS -

rRNA

tRNA

Global Direct Repeats
fix
avg

5.00 7.50

Global Inverted Repeats
fix
avg

5.00 7.50

GC Skew
dev
avg

-0.08 0.08

Percent AT
fix
avg

0.20 0.80

Resolution: 1316


