R. bromii L2-63 locus tag number

R. bromii L2-63 previous locus

after re-annotation tag number Synonym

Amy 1 L2-63_00433 RBR_04300

Amy 2 L2-63_00496 RBR_04930

Amy 3 L2-63_00613 RBR_06100

Amy 4 L2-63_00682 RBR_06780

Amy 5 L2-63_00780 RBR_07800

Amy 6 L2-63_00862 RBR_08620

Amy 7 L2-63_01126 RBR_11290

Amy 8 L2-63_01910 RBR_19140

Amy 9 L2-63_02041 RBR_20490

Amy 10 L2-63_01094 RBR_10980

Amy 11 L2-63_01356 RBR_13550

Amy 12 L2-63_01357 RBR_13560

Amy 13 L2-63_01115 RBR_11170

Amy 14 L2-63_00370 RBR_03680

Amy 15 L2-63_01911 RBR_19150

Amy 16 L2-63_01654 Not detected

Amy 17 L2-63_01441 Not detected

Scal L2-63_00682 RBR_06780 Amy 4
Sca2 L2-63_01067 RBR_10710

Sca3 L2-63_00731 RBR_07310

Sca4 L2-63_00829 RBR_08290

Sca5 L2-63_01064 Not detected

Doc1 L2-63_00285 RBR_02970

Doc 2 L2-63_00287 RBR_02990

Doc 3 L2-63_00546 RBR_05420

Doc 4 L2-63_00576 RBR_05720

Doc 5 L2-63_01402 RBR_14010

Doc 6 L2-63_01443 RBR_14490

Doc 7 L2-63_01793 RBR_17960

Doc 8 L2-63_01861 RBR_18670

Doc 9 L2-63_02145 RBR_21580

Doc 10 L2-63_00682 RBR_06780 Amy 4
Doc 11 L2-63_02041 RBR_20490 Amy 9
Doc 12 L2-63_01094 RBR_10980 Amy 10
Doc 13 L2-63_01357 RBR_13560 Amy 12
Doc 14 L2-63_00436 RBR_04330

Doc 15 L2-63_00485 RBR_04820

Doc 16 L2-63_01616 RBR_16240

Doc 17 L2-63_01862 RBR_18680

Doc 18 L2-63_01881 RBR_18860

Doc 19 L2-63_01944 RBR_19520

Doc 20 L2-63_00125 RBR_01410

Doc 21 L2-63_00158 RBR_01740

Doc 22 L2-63_00434 RBR_04310

Doc 23 L2-63_00717 RBR_07140

Doc 24 L2-63_01374 RBR_13730

Doc 25 L2-63_01451 RBR_14570

Doc 26 L2-63_01574 RBR_15800

Doc 27 L2-63_01654 Not detected Amy 16



bromii 1263 locus tag
12:63 00
12:63 00593
12:63 01701
12:63 01362
12:63 00972
12:63 01663
12:63 00354
12:63 00109
12:63 00592
12:63 01702
12:63 02000
12:63 02125
12:63 01542
12:63 01819
12:63 01504
12:63 00833
12:63 01505
12:63 00834
12:63 00835
12:63 01168
12:63 01395
12:63 01486
12:63 00295
12:63 00381
12:63 00388
12:63 00438
12:63 00209
12:63 01805
12:63 01807
12:63 01808
12:63 01809
12:63 01810
12:63 01804
12:63 01950
12:63 00486
12:63 01811
12:63 01295
12:63 01857
12:63 01662
12:63 01939
12:63 01941
12:63 00575
12:63 00785
12:63 00769
12:63 00220
12:63 00283
12:63 01257
12:63 01256
12:63 01354

12:63_00771

1263 01824
1263 01012
1263 01010
1263 00437
1263 01844
1263 01843
1263 01842
1263 00389
1263 01585
1263 00319
1263 00320
1263 00174
1263 00444
1263 00863
1263 00955
1263 01073
1263 01507
1263 01534
1263 01630
1263 01820
1263 01838
1263 01940
1263 00312

Gene annotation

soi 1 Sporulation initiation inhibitor protein soi, it orotein R ion inhit i AYPase TG L ReDA CobQ/C ide bindi 17275:1 MW:30184
soi 2 Sporulation initiation inhibitor protein soi, it orotein R ion inhit i ase MinD.Cot main 636409:637;
soi z Soorulation initaion inhibitor protein oi it orotein R ion inhit i AYPase olasmid partiioning protein ReDA CobG/CabB/MlnD/PivA nucleotide blndlnz domain 1791542 1792466 forward MW:29817
126 inhibitor of the KinA path dicted DN IW:34040

orotein H.RNA factor sis £ . region 4 10351 MW:21824

orotein G, ds-specif R reaulator of cit transcriotion factor Soo0 itiation factor S000A C terminal 1749036:1749806 forward MW:28974

mrkE hvoothetical orotei hT.R reaulator of i transcriation factor J receiver domain Mw:28162
D A e R e T T F T e e ion protein.Pard-like Ties7a117321 MW:36513

in 1792423:1793364 forward MW:35407

oarB 5 Probable chromosome-partitioning protein parB.plasmid partitioning orot 731
seof Cell division protein SeoF. Protein of unknown function mursszl 1620226: moss; furward w7612

12:63 formation initiator

SigE RN i RNA i 2 reverse MW:26566

sig ZShEe 1l soorulation protein AC i . region 4

2:6: or Jation mrs olIGA

snuuAs Pttt F factor Sianal transduction histidine kinase.anti-siama F factor Histidine Kinase-. DNA avrase B- and HSPO0-ike ATPase 892480:892920 reverse MW 15963

500lIAA 1 Stage Il sporulation ma F factor 110

s00lIAA 2 Stage Il sporulation proteil iesi i 1241266:1241574 MW:11313

12-63 01395 stae I sporulation protein M 1459044:1459712 forward MW:24721

12:63 01486 stage Il sborulation protein .Stage Il sporulation protein R (soore Il R) 1553681:1554283 forward MW:23015

500llQ Stage Il sporulation rotein -2

ool Stare I sorulaion arotinE st | porulton etei €.Sase | scoruaton potein  (5polE)380799:382673 reverse MW82650

rsbU Phosohoserine bhosohatase rsbU.stage Il soorulation protein E.Stage ll sporulation orotein € (SoollE) 393426:395069 reverse MW:61809
:450638 forward MW:40615

. region 4 forward MW:29578
12:63 01807 stage i in AE.St: i in AE (s Il AE)
12:63 01808 stage i i i i in famil rever
12:63 01809 stage M
12:63 01810 stage i i i i i in AB (s 1il AB) MW:18375
B " 0

IIlE i inlE DN ion ATPase FtsK/SnolllE i i in EssC. i MW:100193
s00lllD 14 ioti i inti oollID.Stage Il sporulation protein
12:63 01811 i i
sigk RN is ion sigma factor SigK RN i is ion 2

v tein A, i in A i in Al v Al MW:55914

i i ining a PDZ domai i i i forward MW:37314.
orotein YafD, i in YafD

Lz 53 01941 ion i in Yib). i it forward MW:38307

12:63 00575 stage V sporulation nmlem MBS T
12:63 00785 stage V sporulation
5DOVAD Stage V sporulation orotein AD stage V sporulation protein AD.stage V sporulation protein AD.Stage V sporulation orotein AD (SpoVAD) 833612:834622 reverse MW:35677
500V Stage V soorulation protein T.stage V sporulation protein T.500VT / Abr like dumam 137414 S D
5DOVFA Stage V sporulation orotein F/ for
12:63 01257 Soore coat associated orotein JA (Cot/A) 1323069:1323269 reverse MW 7358
Lz 63 01256 ot orotan 1372622-1523085 reverse MW:10452

vtic murein on resistance protei i SafA.LvsM domain reverse MW:11190

d MW:31857

gt
836861:838003 forward MW:42729
VtaP Probable cell division protein vigP.stage \ sporulation protein B,MatE 1903801:1905657 reverse MW:66913

ftsW 2 Cell division protein FtsW. ECe MW:46915
fsl svnthase Fis| stage V sporulation protein D,Peni MW:g1515
R . ti forward MW:31539
12-63 01844 Bacill pro MW:53679
20 I B T B lammu acid nermeasei 1524351925042 rvrse MW:3S7ST
we rotein,

fic amids e I .
cwl) Cell wall hydrolase Cw),Cel involved
spmA Spore maturation protein A, membrane prot recom forward MW:20788

tein B hypothetical prote MW:17657

Dail Protease synthase and soonuaton negative regulatory protein PAI 1,rib ) family 188586:189110 forward MW:19857
vebN I protel tein YtaF,Domain of unknown function DUF 458034:458597 reverse MW:20110
12-63 00863 Negative regu\amr of genetic competence, sporulation a motility 917748:918302 forward MW:20856
xvnD protein Pdad,
vy ), conserved prots lation protein Ytf),Sporulation protein Ytf) (Spore Ytf)) 1129826:1130245 forward MW:14853
12-63 01507 orotein conserved in protein, YImC/YmxH family,PRC-barrel domain 1584146:1584433 forward MW:10662
L2:63 01534 soorulaton rotein Yun Sporultion protei Yunb (spo VunBi 1609947:1610600 forward MW:24285
VhhT hypothetical prot ducer 2 t i protein Ytvl,Domain of unknown function DUF20 1711378:1712697 reverse MW:49073
12:63 protein 1731 reverse MW:9788
\WhiA Putative sporulation transcrigton regulator WhIA, in bact ved hypothetical prot lation Regulator WhiA C terminal domain 1919846:1920781 reverse MW:35064
12-63 01940 sporulation protein YafC,YabP family 2020707:2020079 reverse MW:10041
550C2 55P-3,5mall, teins, alpha/beta type 7173

Stages of sporulation

Sporulation initiation inhibitor

Fur
Regulation

i
Initiation of spore formation

Stage |
Stage I

Stage Il forespore by mother cell
Stage IV Formation of cortex

Stage V. Formation of coat

spore.

Unknown sporulation genes

d with any specific stage of sporulation




ident
sseqid subject (e.g., piden

gseqid query (e.g., reference genome) percentége of
gene) sequence id ) identical
sequence id
matches

L2-63_00109 RBL236_01215 100
L2-63_00110 RBL236_01216 100
L2-63_00174 RBL236_01565 100
L2-63_00209 RBL236_01600 100
L2-63_00220 RBL236_01740 100
L2-63_00283 RBL236_01803 100
L2-63_00295 RBL236_01815 100
L2-63_00312 RBL236_02214 100
L2-63_00319 RBL236_02207 100
L2-63_00320 RBL236_02206 100
L2-63_00354 RBL236_02172 100
12-63_00381 RBL236_02145 100
L2-63_00388 RBL236_02138 100
L2-63_00389 RBL236_02137 100
L2-63_00437 RBL236_02089 100
L2-63_00438 RBL236_02088 100
L2-63_00444 RBL236_02082 100
L2-63_00486 RBL236_00534 100
L2-63_00575 RBL236_00250 100
L2-63_00592 RBL236_00267 100
L2-63_00593 RBL236_00268 100
L2-63_00769 RBL236_00442 100
12-63_00771 RBL236_00444 100
L2-63_00785 RBL236_00458 100
L2-63_00833 RBL236_01045 100
L2-63_00834 RBL236_01046 100
L2-63_00835 RBL236_01047 100
L2-63_00863 RBL236_01075 100
L2-63_00955 RBL236_00647 100
L2-63_00972 RBL236_00630 100
L2-63_01010 RBL236_00592 100
L2-63_01012 RBL236_00590 100
L2-63_01073 RBL236_00054 100
L2-63_01168 RBL236_01925 100
L2-63_01256 RBL236_00720 100
L2-63_01257 RBL236_00721 100
L2-63_01295 RBL236_00759 100
L2-63_01354 RBL236_00818 100
L2-63_01362 RBL236_00826 100
L2-63_01395 RBL236_02016 100
L2-63_01486 RBL236_01482 100
L2-63_01504 RBL236_01465 100
L2-63_01505 RBL236_01464 100
12-63_01507 RBL236_01462 100
12-63_01534 RBL236_01434 100
L2-63_01542 RBL236_01426 100
L2-63_01585 RBL236_01383 100
L2-63_01630 RBL236_01338 100
L2-63_01662 RBL236_01308 100
L2-63_01663 RBL236_01307 100
L2-63_01701 RBL236_01269 100
L2-63_01702 RBL236_01268 100
L2-63_01804 RBL236_01615 100
L2-63_01805 RBL236_01616 100
L2-63_01807 RBL236_01618 100
L2-63_01808 RBL236_01619 100
L2-63_01809 RBL236_01620 100
L2-63_01810 RBL236_01621 100
L2-63_01811 RBL236_01622 100
L2-63_01819 RBL236_01630 100
L2-63_01820 RBL236_01631 100
L2-63_01824 RBL236_01635 100
L2-63_01838 RBL236_01649 100
L2-63_01842 RBL236_01653 100
L2-63_01843 RBL236_01654 100
12-63_01844 RBL236_01655 100
L2-63_01857 RBL236_01668 100
L2-63_01939 RBL236_00668 100
L2-63_01940 RBL236_00669 100
L2-63_01941 RBL236_00670 100
L2-63_01950 RBL236_00679 100
L2-63_02000 RBL236_00192 100
L2-63_02125 RBL236_00069 100
L2-63_00109 RB5AMG_00413 60.86
L2-63_00110 RB5AMG_01432 52.57
L2-63_00174 RBSAMG_01839 98.27
12-63_00209 RB5AMG_01804 100
L2-63_00220 RBSAMG_00070 99.33
L2-63_00283 RBSAMG_00088 98.97
L2-63_00295 RB5AMG_00100 99.17
L2-63_00312 RB5AMG_00328 100
L2-63_00319 RB5AMG_00335 100
L2-63_00320 RB5AMG_00336 99.4
L2-63_00354 RB5AMG_00443 98.77

L2-63_00381 RBSAMG_00468 99.1

length
alignment
length

315
275
174
260
180
291
242

65
194
166
243
774
547
530
291
365
187

90
117
282
255
336
380
151
219
146
100
184
261
196
756
418
139
102

87

66
231
101
296
222
200
233
267

95
217
155
145
439
340
256
274
313
180
149
372
129

64
164
316
148

90
618
311
196
355
484
492
392

90
356
918
281
273
304
272
173
260
150
291
242

65
194
166
243
774

mismatch
number of
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gend

end of
alignment in

query
315
275
174
260
180
291
242
65
194
166
243
774
547
530
291
365
187
90
117
282
255
336
380
151
219
146
100
184
261
196
756
418
139
102
87
66
231
101
296
222
200
233
267
95
217
155
145
439
340
256
274
313
180
149
372
129
64
164
316
148
90
618
311
196
355
484
492
392
90
356
918
281
273
308
272
173
260
180
291
242
65
194
166
243
774

sstart

start of
alignment
in subject
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send
end of evalue
alignment expect value
in subject

315 0
275 0
174 1.00E-128
260 0
180 6.00E-129
291 0
242 1.00E-179
65 1.00E-41
194 4.00E-139
166 1.00E-117
243 0
774 0
547 0
530 0
291 0
365 0
187 2.00E-130
90 8.00E-60
117 1.00E-76
282 0
255 0
336 0
380 0
151 6.00E-105
219 1.00E-160
146 3.00E-106
100 6.00E-69
184 2.00E-134
261 0
196 1.00E-142
756 0
418 0
139 8.00E-97
102 9.00E-69
87 3.00E-60
66 1.00E-43
231 6.00E-170
101 5.00E-71
296 0
222 2.00E-158
200 8.00E-149
233 6.00E-171
267 0
95 1.00E-64
217 3.00E-158
155 8.00E-111
145 5.00E-107
439 0
340 0
256 0
274 0
313 0
180 2.00E-127
149 2.00E-102
372 0
129 2.00E-82
64 2.00E-37
164 3.00E-117
316 0
148 9.00E-100
90 2.00E-61
618 0
311 0
196 4.00E-137
355 0
484 0
492 0
392 0
90 2.00E-61
356 0
918 0
281 0
273 0
302 1.00E-125
272 2.00E-105
173 4.00E-126
260 0
738 4.00E-100
291 0
242 1.00E-177
65 1.00E-41
194 4.00E-139
166 9.00E-116
243 2.00E-178
774 0

bitscore
bit
score
640
561
360
525
362
582
496
131
389
332
499
1576
1129
1074
578
749
366
179
224
560
520
696
781
298
445
301
203
376
545
398
1548
836
277
203
180
136
470
208
610
440
414
473
522
192
439
314
303
879
694
526
561
640
358
292
717
240
120
331
645
285
183
1241
642
384
692
990
1004
800
183
702
1869
583
556
364
310
354
525
306
576
491
131
389
327
493
1561



12-63_00388
12-63_00389
12-63_00437
12-63_00438
12-63_00444
12-63_00486
12-63_00575
12-63_00592
12-63_00593
12-63_00769
12-63_00771
12-63_00785
12-63_00833
12-63_00834
12-63_00835
12-63_00863
12-63_00955
12-63_00972
12-63_01010
12-63_01012
12-63_01073
12-63_01168
12-63_01256
12-63_01257
12-63_01295
12-63_01354
12-63_01362
12-63_01395
12-63_01486
12-63_01504
12-63_01505
12-63_01507
12-63_01534
12-63_01542
12-63_01585
12-63_01630
12-63_01662
12-63_01663
12-63_01701
12-63_01804
12-63_01805
12-63_01807
12-63_01808
12-63_01809
12-63_01810
12-63_01811
12-63_01819
12-63_01820
12-63_01824
12-63_01838
12-63_01842
12-63_01843
12-63_01844
12-63_01857
12-63_01939
12-63_01940
12-63_01941
12-63_01950
12-63_00209
12-63_00220
12-63_00283
12-63_00295
12-63_00319
12-63_00320
12-63_00354
12-63_00381
12-63_00388
12-63_00389
12-63_00437
12-63_00438
12-63_00444
12-63_00486
12-63_00575
12-63_00592
12-63_00593
12-63_00769
12-63_00771
12-63_00785
12-63_00833
12-63_00834
12-63_00835
12-63_00863
12-63_00955
12-63_00972
12-63_01010
12-63_01012
12-63_01073
12-63_01168
12-63_01256

RBSAMG_00476
RBSAMG_00922
RBSAMG_00988
RBSAMG_00987
RBSAMG_00981
RBSAMG_02241
RBSAMG_01771
RBSAMG_01752
RBSAMG_01751
RBSAMG_01550
RBSAMG_01548
RBSAMG_01534
RBSAMG_01486
RBSAMG_01485
RBSAMG_01484
RBSAMG_01456
RBSAMG_01304
RBSAMG_01287
RBSAMG_01251
RBSAMG_01249
RBSAMG_01596
RBSAMG_01064
RBSAMG_01168
RBSAMG_01169
RBSAMG_00626
RBSAMG_00569
RBSAMG_00561
RBSAMG_00525
RBSAMG_00206
RBSAMG_00794
RBSAMG_00795
RBSAMG_00797
RBSAMG_00826
RBSAMG_00834
RBSAMG_00878
RBSAMG_00155
RBSAMG_01655
RBSAMG_01656
RBSAMG_00414
RBSAMG_00706
RBSAMG_00705
RBSAMG_00703
RBSAMG_00702
RBSAMG_00701
RBSAMG_00700
RBSAMG_00699
RBSAMG_00691
RBSAMG_00690
RBSAMG_00686
RBSAMG_00672
RBSAMG_00668
RBSAMG_00667
RBSAMG_00666
RBSAMG_00651
RBSAMG_02145
RBSAMG_02146
RBSAMG_02147
RBSAMG_02154
RBATCC27255_01940
RBATCC27255_00711
RBATCC27255_00276
RBATCC27255_00288
RBATCC27255_00930
RBATCC27255_00931
RBATCC27255_00833
RBATCC27255_01820
RBATCC27255_01879
RBATCC27255_00013
RBATCC27255_01877
RBATCC27255_01876
RBATCC27255_00268
RBATCC27255_00018
RBATCC27255_00264
RBATCC27255_00140
RBATCC27255_00141
RBATCC27255_01887
RBATCC27255_01889
RBATCC27255_00613
RBATCC27255_01851
RBATCC27255_01850
RBATCC27255_01849
RBATCC27255_01811
RBATCC27255_00979
RBATCC27255_00962
RBATCC27255_00789
RBATCC27255_00791
RBATCC27255_01953
RBATCC27255_01426
RBATCC27255_00511

98.17
99.25
99.66
98.63
98.4
98.89
100
99.29
99.61
99.7
98.42
99.34
99.54
99.32
100
98.91

98.98
98.68
99.28
99.28
98.02
97.67
98.48
99.13
98.02
99.32
99.55

98.71
99.25

99.08
100

99.09
97.65

100
57.66
99.44
97.99
99.73

100

99.39
98.42
100
100
99.84

98.47
98.59
99.17
99.19
98.47

97.75
99.35
95.77
98.89
97.94
89.3
100
100
98.36
98.71
94.88
90.71
97.25
93.13
97.86
96.67
94.02
98.58
98.04
96.43
95.53
93.38
96.8
91.1
98
95.11
100
93.3
95.24
98.56
95.68
100
97.67

547
530
291
365

90
117
282
255
336
380
151
219
146
100
184
261
196
756
418
139
101

86

66
231
101
296
222

233
267

95
217
155
145
439
340
256
274
180

372
129

64
164
316
148

90
618
311
196
355
484
492
392

90
356
918
260
180
291

194
166

774
547
538
291
364
187

90
117
282
255
336
380
151
219
146
100
184
261
194
756
418
139
102

86
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260
180
291
242
194
166

774
547
530
291
364
187

90
117
282
255
336
380
151
219
146
100
184
261
194
756
418
139
102

86
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547
527
291
365

90
117
282
255
336
380
151
219
146
100
184
261
196
756
418
139
101

86

66
231
101
296
222

233
267

95
217
155
145
439
340
256
274
180

372
129

64
164
316
148

90
618
311
196
355
484
492
392

90
356
918
260
180
291

194
166

774
547
538
291
364
187

90
117
282
255
336
380
151
219
146
100
184
261
194
756
418
139
102

86

0
0
0
0

8.00E-129
2.00E-58
1.00E-76
0

0

0

0
3.00E-104
4.00E-160
3.00E-105
6.00E-69
4.00E-133
0
1.00E-141
0

0
4.00E-96
1.00E-66
7.00E-59
8.00E-43
3.00E-169
7.00E-70
0
1.00E-157
8.00E-149
4.00E-169
0
1.00E-64
8.00E-157
8.00E-111
5.00E-107
0

0

0
3.00E-111
8.00E-126
3.00E-101
0
2.00E-82
2.00E-37
2.00E-116
0
9.00E-100
2.00E-61
0

0
1.00E-134
0

0

0

0
2.00E-61
0

0

0
8.00E-128
0
4.00E-154
4.00E-139
1.00E-117
8.00E-177

0
0
0
0
0

1.00E-127
4.00E-57
7.00E-66
0

0

0

0
4.00E-99
8.00E-157
5.00E-96
2.00E-67
3.00E-128
0
6.00E-131
0

0
1.00E-92
9.00E-69
1.00E-58

1106
1061
576
741
362
176
224
555
518
693
773
296
444
299
203
373
545
395
1530
832
275
197

134
468
206
607
438
414
468
516
192
436
314
303
870
677
526
324
354

715
240
120
328
639
285
183
1240
642
377
684
985
994
791

692
1858
510
359
573
431
389
332
488
1553
1051
921
566
693
359
172
197
552
513
678
754
284
436
276
199
360
545
368
1399
828
266
203
176



12-63_01257
12-63_01295
12-63_01354
12-63_01362
12-63_01395
12-63_01486
12-63_01504
12-63_01505
12-63_01507
12-63_01534
12-63_01542
12-63_01585
12-63_01630
12-63_01662
12-63_01663
12-63_01804
12-63_01805
12-63_01807
12-63_01808
12-63_01809
12-63_01810
12-63_01811
12-63_01819
12-63_01820
12-63_01824
12-63_01838
12-63_01842
12-63_01843
12-63_01844
12-63_01857
12-63_01939
12-63_01940
12-63_01941
12-63_01950
12-63_00174
12-63_00209
12-63_00220
12-63_00283
12-63_00295
12-63_00312
12-63_00319
12-63_00320
12-63_00381
12-63_00388
12-63_00389
12-63_00437
12-63_00438
12-63_00444
12-63_00486
12-63_00575
12-63_00592
12-63_00593
12-63_00769
12-63_00771
12-63_00785
12-63_00833
12-63_00834
12-63_00835
12-63_00863
12-63_00955
12-63_00972
12-63_01010
12-63_01012
12-63_01073
12-63_01256
12-63_01257
12-63_01295
12-63_01354
12-63_01362
12-63_01395
12-63_01486
12-63_01504
12-63_01505
12-63_01507
12-63_01534
12-63_01542
12-63_01630
12-63_01662
12-63_01663
12-63_01804
12-63_01805
12-63_01807
12-63_01808
12-63_01809
12-63_01810
12-63_01811
12-63_01819
12-63_01820
12-63_01824

RBATCC27255_00510
RBATCC27255_00917
RBATCC27255_01015
RBATCC27255_01007
RBATCC27255_00419
RBATCC27255_01249
RBATCC27255_00318
RBATCC27255_00319
RBATCC27255_00321
RBATCC27255_01678
RBATCC27255_01686
RBATCC27255_00370
RBATCC27255_00334
RBATCC27255_00445
RBATCC27255_00446
RBATCC27255_01654
RBATCC27255_01653
RBATCC27255_01651
RBATCC27255_01650
RBATCC27255_01649
RBATCC27255_01648
RBATCC27255_01647
RBATCC27255_01638
RBATCC27255_01636
RBATCC27255_01632
RBATCC27255_01615
RBATCC27255_01611
RBATCC27255_01610
RBATCC27255_01609
RBATCC27255_01596
RBATCC27255_01142
RBATCC27255_01143
RBATCC27255_01144
RBATCC27255_01151
2595398400
2595399457
2595399501
2595398729
2595398956
2595400464
2595399509
2595399510
2595399462
2595399148
2595399706
2595399393
2595399392
2595399920
2595398834
2595400172
2595398421
2595398422
2595399459
2595399461
2595398783
2595399524
2595399525
2595399526
2595398441
2595399157
2595398017
2595399249
2595399251
2595400105
2595398202
2595398201
2595398702
2595400301
2595398229
2595397949
2595399310
2595400087
2595400086
2595398181
2595398261
2595398253
2595399725
2595399596
2595399595
2595399285
2595399284
2595399282
2595399281
2595399280
2595399279
2595399278
2595400262
2595400260
2595398673

100
98.27
99.01
98.65
90.54
91.46
94.42
81.27
93.68
98.62
99.35

100
93.93
95.88
96.88
98.89
97.32
98.66
99.22

98.78
98.42
88.71
94.44
97.57
94.86
87.11
95.21
96.07
95.73
92.6
96.67
93.22
96.51
24.29
93.85
84.44
68.73
56.97
98.46
75.92
72.73
67.62
23.15
59.89
79.73
59.73
74.29
81.11
82.91
80.3
85.83
73.21
66.84
76.82
76.04
81.75
77
42.39
78.12
60.44
73.13
79
79.43
68.29
55.74
86.22
61.39
50.86
58.3
58.42
88.89
57.46
72.34
57.14
79.35
63.85
59.23
79.22
67.4
72.97
59.52
69.84
92.19
47.77
60.86
70.09
77.78
61.83

66
231
101
296
222
199
233

95
217

145
428
340
256
180

372
129

64
164
316
124

90
618
311
194
355
484
492
392

90
354
918
140
260
180
291
251

65
191
165
772
337
531
291
365
175

90
117
269
254
336
374
151
217
137
100
184
256
182
748
419
141

82

61
225
101
291
223
190
216
228

94
217
155
426
336
255
181
148
373
126

64
157
304
107

90
613
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66
231
101
296
222
199
233

95
217

145
439
340
256
180

372
129

64
164
316

90
618
311
194
355
484
492
392

90
356
918
171
260
180
291
242

65
191
165
772
435
530
291
363
187

90
117
282
254
336
373
151
218
141
100
183
256
189
756
418
138

85

66
231
101
291
222
197
233
264

94
213
154
426
335
255
180
149
372
126

64
164
312
148

90
617
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66
231
101
296
222
199
233

95
217

145
439
340
256
180

372
129

64
164
316
124

90
618
311
194
355
484
492
392

90
354
918
137
260
180
291
251

65
191
165
770
379
505
291
366
187

90
117
282
254
336
374
151
219
141
106
184
256
189
757
419
141

82

61
225
101
287
223
192
230
228

94
217
155
426
338
255
181
150
373
126

64
157
312
108

90
598

1.00E-43
2.00E-167
2.00E-70
0
1.00E-142
1.00E-138
9.00E-162
1.00E-155
1.00E-51
3.00E-156
4.00€E-110
5.00E-107
0

0

0
4.00E-125
9.00E-100
0
2.00E-82
2.00E-37
5.00E-116
0
2.00E-73
1.00E-57
0

0
4.00E-116
0

0

0

0
7.00E-60
0

0
1.00E-06
1.00E-176
1.00E-112
7.00E-148
6.00E-94
2.00E-41
6.00E-108
3.00E-85
0
5.00E-05
0
3.00E-168
9.00E-160
5.00E-90
3.00E-49
2.00E-64
4.00E-158
1.00E-164
3.00E-170
0
4.00€E-77
1.00E-123
5.00E-81
6.00E-53
9.00E-52
1.00E-157
7.00E-79
0

0
1.00E-66
2.00E-39
5.00E-21
2.00E-142
9.00E-44
2.00E-105
2.00E-85
1.00E-82
3.00E-138
1.00E-93
1.00E-46
3.00E-87
8.00E-82
0
4.00E-130
6.00E-149
5.00E-84
2.00E-65
1.00E-152
1.00E-54
2.00E-34
4.00E-45
2.00E-139
2.00E-47
3.00E-47
0

136
464
207
605
400
388
449
437
159
434
312
303
760
670
516
352

706
239
120
328
639
217
173
1219
614
330
665
957
969
751

662
1815
43.9
489
321
419
278
130
310
250
1090
43.9
558
471
455
263
152

444
458
479
523
228
352
237
162
166
401
236

1151
664
201
127

78.6
400

311
254
246
390
278

259
240
544
378
419
248
198
437
169
112
147
399
150
147
760



12-63_01838
12-63_01842
12-63_01843
12-63_01844
12-63_01857
12-63_01939
12-63_01940
12-63_01941
12-63_01950
12-63_02000
12-63_02125
12-63_02125
12-63_00109
12-63_00110
12-63_00174
12-63_00209
12-63_00220
12-63_00283
12-63_00295
12-63_00312
12-63_00319
12-63_00320
12-63_00354
12-63_00381
12-63_00388
12-63_00389
12-63_00437
12-63_00438
12-63_00444
12-63_00486
12-63_00575
12-63_00592
12-63_00593
12-63_00769
12-63_00771
12-63_00785
12-63_00833
12-63_00834
12-63_00835
12-63_00863
12-63_00955
12-63_00972
12-63_01010
12-63_01012
12-63_01073
12-63_01168
12-63_01256
12-63_01257
12-63_01295
12-63_01354
12-63_01362
12-63_01395
12-63_01486
12-63_01504
12-63_01505
12-63_01507
12-63_01534
12-63_01542
12-63_01585
12-63_01630
12-63_01662
12-63_01663
12-63_01701
12-63_01702
12-63_01804
12-63_01805
12-63_01807
12-63_01808
12-63_01809
12-63_01810
12-63_01811
12-63_01819
12-63_01820
12-63_01824
12-63_01838
12-63_01842
12-63_01843
12-63_01844
12-63_01857
12-63_01939
12-63_01940
12-63_01941
12-63_01950
12-63_02000
12-63_02125

2595398659
2595398655
2595398654
2595398653
2595398642
2595398762
2595398761
2595398760
2595398753
2595398708
2595400026
2595399002
12-63_00109
12-63_00110
12-63_00174
12-63_00209
12-63_00220
12-63_00283
12-63_00295
12-63_00312
12-63_00319
12-63_00320
12-63_00354
12-63_00381
12-63_00388
12-63_00389
12-63_00437
12-63_00438
12-63_00444
12-63_00486
12-63_00575
12-63_00592
12-63_00593
12-63_00769
12-63_00771
12-63_00785
12-63_00833
12-63_00834
12-63_00835
12-63_00863
12-63_00955
12-63_00972
12-63_01010
12-63_01012
12-63_01073
12-63_01168
12-63_01256
12-63_01257
12-63_01295
12-63_01354
12-63_01362
12-63_01395
12-63_01486
12-63_01504
12-63_01505
12-63_01507
12-63_01534
12-63_01542
12-63_01585
12-63_01630
12-63_01662
12-63_01663
12-63_01701
12-63_01702
12-63_01804
12-63_01805
12-63_01807
12-63_01808
12-63_01809
12-63_01810
12-63_01811
12-63_01819
12-63_01820
12-63_01824
12-63_01838
12-63_01842
12-63_01843
12-63_01844
12-63_01857
12-63_01939
12-63_01940
12-63_01941
12-63_01950
12-63_02000
12-63_02125

74.19
33.51
30.51
71.64
79.88
49.23
63.33
51.81
78.67
62.95
49.82
69.18

100

100

100

100

100
100

100
100

100
100
100
100
100

100
100

100
100

100
100
100
100
100

100
100

100
100
100
100
100

100
100

100
100

100
100
100
100
100

100
100

100
100

100
100
100
100
100

100
100

100
100
100
100
100
100
100
100

310
194
354
483
492
392

90
359
661
278

279
315
275
174
260

291
242

65
194
166

774
547
530
291
365

90
117
282
255
336
380
151
219
146
100
184
261
196
756
418
139
102

87

66
231
101
296
222

233
267

95
217
155
145
439
340

274
313

149
372
129

64
164
316
148

90
618
311
196
355
484
492
392

90
356
918
281
273
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310
191
352
483
492
392

90
356
918
278
272
273
315
275
174
260

291
242

65
194
166

774
547
530
291
365

90
117
282
255
336
380
151
219
146
100
184
261
196
756
418
139
102

87

66
231
101
296
222

233
267

95
217
155
145
439
340

274
313

149
372
129

64
164
316
148

90
618
311
196
355
484
492
392

90
356
918
281
273
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310
193
349
486
492
392

91
355
990
263

276
315
275
174
260

291
242

65
194
166
243
774
547
530
291
365

90
117
282
255
336
380
151
219
146
100
184
261
196
756
418
139
102

87

66
231
101
296
222

233
267

95
217
155
145
439
340

274
313

149
372
129

64
164
316
148

90
618
311
196
355
484
492
392

90
356
918
281
273

1.00E-173
3.00E-36
2.00E-49
0

0
9.00E-138
1.00E-32
4.00E-124
0
2.00E-117
7.00E-91
2.00E-132
0

0
1.00E-128
0
6.00E-129
0
1.00E-179
1.00E-41
4.00E-139
1.00E-117

0
0
0
0
0

2.00E-130
8.00E-60
9.00€-77
0

0

0

0
6.00E-105
1.00E-160
3.00E-106
5.00E-69
1.00E-134
0
1.00E-142
0

0
8.00E-97
8.00E-69
3.00E-60
1.00E-43
6.00E-170
5.00E-71
0
2.00E-158
8.00E-149
6.00E-171
0
1.00E-64
3.00E-158
8.00E-111
5.00E-107

0
0
0
0
0

2.00E-127
2.00E-102
0
1.00E-82
2.00E-37
3.00E-117
0
8.00E-100
2.00E-61
0

0
4.00€E-137

486
126
171
709
840
401
110
363
1032
340

379
640
561
360
525
362
582
496
131
389
332
499
1576
1129
1074
578
749
366
179
224
560
520
696
781
298
445
301
203
376
545
398
1548
836
277
203
180
136
470

610
440
414
473
522
192
439
314
303
879
694
526
561
640
358
292
717
240
120
331
645
285
183
1241
642
384
692
990
1004
800
183
702
1869
583
556



gseqid query (e.g., gene)
sequence id

CD630_00010
CD630_00010
CD630_00010
CD630_00010
CD630_00010
CD630_00240
CD630_00240
CD630_00240
CD630_00240
CD630_00240
CD630_00550
CD630_00550
CD630_00550
CD630_00550
CD630_00550
CD630_00570
CD630_00570
CD630_00570
CD630_00570
CD630_00570
CD630_00630
CD630_00630
CD630_00630
CD630_00630
CD630_00630
CD630_05720
CD630_05720
CD630_05720
CD630_05720
CD630_05720
CD630_05980
CD630_05980
CD630_05980
CD630_05980
CD630_05980
CD630_07720
CD630_07720
CD630_07720
CD630_07720
CD630_07720
CD630_07740
CD630_07740
CD630_07740
CD630_07740
CD630_07740
CD630_07740
CD630_07740
CD630_07740
CD630_07740
CD630_07740
CD630_08810
CD630_08810
CD630_08810
CD630_08810
CD630_08810
CD630_10450
CD630_10450
CD630_10450
CD630_10450
CD630_10450
CD630_10870
CD630_10870
CD630_10870
CD630_10870
CD630_10870
CD630_10870
CD630_11920
CD630_11920
CD630_11920
CD630_11920
CD630_11920
CD630_11930
CD630_11930
CD630_11930
CD630_11930
CD630_11930
CD630_11940
CD630_11940
CD630_11940
CD630_11940
CD630_11940
CD630_11950
CD630_11950
CD630_11950
CD630_11950
CD630_11950
CD630_11960
CD630_11960
CD630_11960
CD630_11960
CD630_11960
CD630_11980
CD630_11980
CD630_11980
CD630_11980
CD630_11980
CD630_11990
CD630_11990
CD630_11990
CD630_11990
CD630_11990
CD630_12120
CD630_12120
CD630_12120
CD630_12120
CD630_12120
CD630_12130
CD630_12130
CD630_12130
CD630_12130
CD630_12130
CD630_12140
CD630_12140
CD630_12140
CD630_12140
CD630_12140
CD630_12150
CD630_12150
CD630_12150
CD630_12150
CD630_12150
CD630_12300
CD630_12300
CD630_12300
CD630_12300

sseqid subject (e.g.,

reference genome)
sequence id

12-63_00603
RBL236_00278
RBSAMG_01741
RBATCC27255_00151
2595398460
12-63_00984
RBL236_00618
RBSAMG_01276
RBATCC27255_00956
2595398677
12-63_00456
RBL236_02070
RBSAMG_00968
RBATCC27255_01756
2595399512
RBSAMG_01287
RBATCC27255_00962
12-63_00972
RBL236_00630
2595398017
2595399580
12-63_00169
RBL236_01560
RBSAMG_01844
RBATCC27255_00759
L2-63_01601
2595400425
RBSAMG_00626
12-63_01295
RBL236_00759
RBSAMG_01153
12-63_01241
RBL236_00705
RBATCC27255_00524
2595398203
12-63_00209
RBL236_01600
RBSAMG_01804
RBATCC27255_01940
2595399457
RBSAMG_01550
12-63_00769
RBL236_00442
RB5SAMG_01550
12-63_00769
RBL236_00442
RBATCC27255_01887
RBATCC27255_01887
2595399459
2595399459
2595399340
12-63_01672
RBL236_01298
RBSAMG_01665
RBATCC27255_00455
2595399725
12-63_01630
RBL236_01338
RBSAMG_00155
RBATCC27255_00334
126301176
RBL236_01933
RBSAMG_01070
RBATCC27255_01420
2595398363
2595398363
RBATCC27255_01647
RBSAMG_00699
12-63_01811
RBL236_01622
2595399278
2595399279
RB5AMG_00700
12-63_01810
RBL236_01621
RBATCC27255_01648
2595399280
12-63_01809
RBL236_01620
RBATCC27255_01649
RBSAMG_00701
RBATCC27255_01650
12-63_01808
RBL236_01619
RB5AMG_00702
2595399281
2595399282
12-63_01807
RBL236_01618
RBSAMG_00703
RBATCC27255_01651
2595399284
12-63_01805
RBL236_01616
RBATCC27255_01653
RBSAMG_00705
2595399285
RBSAMG_00706
RBATCC27255_01654
12-63_01804
RBL236_01615
12-63_01251
RBL236_00715
2595398409
RBSAMG_01163
2595398387
2595399596
RBATCC27255_00445
RBSAMG_01655
12-63_01662
RBL236_01308
2595399595
12-63_01663
RBL236_01307
RBSAMG_01656
RBATCC27255_00446
RBATCC27255_00859
L2-63_00990
RBL236_00612
RB5AMG_01270
RBATCC27255_01269
RBSAMG_00626
12-63_01295
RBL236_00759
RBATCC27255_00917
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42.02
42.02
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52.32
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33.01
40.76
40.76
40.76
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47.29
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45.29
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50.15
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27.42
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27.86
27.38
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32.69
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44.66
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445
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441
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168
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237
237
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211
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60
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129
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129
177
245
245
245
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245
329
329
329
329

112
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mismatch
number of mismatches

243
243
243
243
226
100
100
100
99
103
114
114
114
113
112
120
120
119
119
117
92
92
92
92
91
48
39
27
27
27
68
67
67
67
83
139
139
139
138
133
180
180
180
180
180
180
181
181
174
174
129
113
113
81
94
220

gapopen number
of gap openings

gstart start of
alignment in query

110

gend end of
alignment in query

438
438
438
439
438
160
160
160
160
161
243
243
243
243
243
215
216
215
215
211
161
161
161
161
161
207
213
187
187
187
177
177
177
177
177
253
253
253
253
253
332
332
332
332
332
332
334
334
334
334
337
328
328
328

351
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sstart  start of
alignment in subject

send end of
alignment in subject

463
463
463
451
439
166
166
166
166
168
253
253
253
253
249
193
194
193
193
189
162
162
162
162
162
217
484
80

80

80

129
129
129
129
177
260
260
260
260
260
331
331
331
331
331
331
333
333
333
333
309
297
297
215
251
359
357
357
357

evalue
expect value

1.00E-121
1.00E-121
1.00E-121
8.00E-124
2.00E-131
1.00€-22
1.00€-22
1.00E-22
7.00E-23
9.00E-29
8.00E-89
9.00E-89
9.00E-89
2.00E-89
6.00E-88
1.00€-23
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7.00E-24
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3.00E-36
3.00E-37
3.00€-37
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7.00E-57
6.00E-58
5.00E-97
1.00E-96
1.00€-96
5.00E-97
1.00E-96
1.00E-96
1.00E-97
1.00€-97
3.00E-97
3.00E-97
2.00E-103
1.00€-103
1.00€-103
9.00E-77
1.00€-96
5.00E-05
0.007
0.007
0.007
0.004
5.00E-21
5.00E-21
7.00E-21
8.00E-22
6.2
2.00E-20
6.00E-52
6.00E-52
9.00E-51
1.00E-50
2.00E-62
3.00E-06
4.00E-06
5.00E-06
5.00E-06
7.00E-06
6.00E-16
4.00E-16
4.00E-16
4.00E-16
4.00E-16
6.00E-16
9.00E-16
9.00E-16
9.00E-16
2.00E-15
8.00E-07
1.00E-06
1.00€-06
1.00E-06
1.00E-06
8.00E-06
2.00E-07
2.00E-07
2.00E-07
3.00E-07
3.00E-08
2.00E-09
2.00E-09
2.00E-09
2.00E-09
3.00E-04
3.00E-04
8.00E-04
6.00E-04
1.00E-04
2.00E-49
9.00E-57
6.00E-57
1.00E-57
1.00e-57
1.00E-69
9.00E-73
9.00E-73
9.00E-73
1.00€-72
1
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1.00E-58
2.00E-58
2.00E-58
1.00E-58

bitscore
bit
score

89.4

93.6

9.4

25.8

26.2

43.1

88.2

86.7

48.1

46.6
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45.8
50.1
53.5
53.5
53.1
53.1
37

37

36.2

38.1
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28.1
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CD630_12300
CD630_12910
CD630_12910
CD630_12910
CD630_12910
CD630_12910
CD630_13220
CD630_13220
CD630_13220
CD630_13220
CD630_13220
CD630_13230
CD630_13230
CD630_13230
CD630_13230
CD630_13230
CD630_13340
CD630_13340
CD630_13340
CD630_13340
CD630_13340
CD630_15670
CD630_15670
CD630_15670
CD630_15670
CD630_15670
CD630_16310
CD630_16310
CD630_16310
CD630_16310
CD630_16310
CD630_16910
CD630_16910
CD630_16910
CD630_16910
CD630_16910
CD630_20350
CD630_20350
CD630_20350
CD630_20350
CD630_20350
CD630_20480
CD630_20480
CD630_20480
CD630_20480
CD630_20480
CD630_21080
CD630_21080
CD630_21080
CD630_21080
CD630_21080
CD630_22310
CD630_22310
CD630_22310
CD630_22310
CD630_22310
CD630_22730
CD630_22730
CD630_22730
CD630_22730
CD630_22730
CD630_24430
CD630_24430
CD630_24430
CD630_24430
CD630_24430
CD630_24690
CD630_24690
CD630_24690
CD630_24690
CD630_24690
CD630_24700
CD630_24700
CD630_24700
CD630_24700
CD630_24700
CD630_24980
CD630_24980
CD630_24980
CD630_24980
CD630_24980
CD630_25890
CD630_25890
CD630_25890
CD630_25890
CD630_25890
CD630_26220
CD630_26220
CD630_26220
CD630_26220
CD630_26220
CD630_26290
CD630_26290
CD630_26290
CD630_26290
CD630_26290
CD630_26420
CD630_26420
CD630_26420
CD630_26420
CD630_26420
CD630_26430
CD630_26430
CD630_26430
CD630_26430
CD630_26430
CD630_26440
CD630_26440
CD630_26440
CD630_26440
CD630_26440
CD630_26500
CD630_26500
CD630_26500
CD630_26500
CD630_26500
CD630_26520
CD630_26520
CD630_26520
CD630_26520
CD630_26520
CD630_29680
CD630_29680
CD630_29680
CD630_29680
CD630_29680
CD630_31200
CD630_31200
CD630_31200

2595398702
12-63_00292
RBL236_01812
RBSAMG_00097
RBATCC27255_00285
2595398736
RBATCC27255_00773
2595399046
12-63_00138
RBL236_01529
RBSAMG_01873
RBATCC27255_01153
RBSAMG_02156
2595398751
12-63_01952
RBL236_00681
2595399328
RBATCC27255_01240
12-63_01694
RBL236_01276
RBSAMG_00760
RBSAMG_01153
12-63_01241
RBL236_00705
RBATCC27255_00524
2595398203
L2-63_00922
RBL236_00976
RBATCC27255_00838
RB5AMG_01333
2595398971
12-63_01154
RBL236_01911
RB5AMG_01052
RBATCC27255_01473
2595399026
2595399725
RBATCC27255_00334
L2-63_01630
RBL236_01338
RB5AMG_00155
2595399270
12-63_01446
RBL236_00023
RBSAMG_00246
RBATCC27255_01289
RBATCC27255_01415
RBSAMG_01076
126301183
RBL236_01939
12-63_00325
12-63_01148
RBL236_01905
RBSAMG_01046
RBATCC27255_01479
RB5AMG_00488
2595399725
RBATCC27255_00334
12-63_01630
RBL236_01338
RB5AMG_00155
2595399692
2595398761
2595398632
2595398629
2595399516
RBSAMG_00987
12-63_00438
RBL236_02088
2595399392
RBATCC27255_01876
12-63_00437
RBL236_02089
RBSAMG_00988
2595399393
RBATCC27255_01877
RBATCC27255_01952
RBSAMG_02141
12-63_01935
RBL236_00664
RBATCC27255_01138
RBATCC27255_01282
2595400084
12-63_01453
RBL236_01515
RB5AMG_00239
2595398253
RBATCC27255_01686
12-63_01542
RBL236_01426
RBSAMG_00834
RBATCC27255_01596
12-63_01857
RBL236_01668
RBSAMG_00651
2595398642
RBATCC27255_01940
12-63_00209
RBL236_01600
RB5AMG_01804
2595399457
RBSAMG_00794
RBATCC27255_00318
12-63_01504
RBL236_01465
2595400087
2595400086
RBATCC27255_00319
12-63_01505
RBL236_01464
RBSAMG_00795
2595399254
12-63_01015
RBL236_00587
RBSAMG_01246
RBATCC27255_00794
2595399251
RBATCC27255_00791
12-63_01012
RBL236_00590
RBSAMG_01249
2595398729
RBSAMG_00088
12-63_00283
RBL236_01803
RBATCC27255_00276
12-63_00668
RBL236_00342
RB5SAMG_01976

51.43
41.71
41.71
41.97
41.97
46.23
32.78
32.78
33.02
33.02
33.02
55.96
56.06
56.35
56.57
56.57
61.85
62.34
62.55
62.55
62.77
31.21
31.91
3191
3191
3229
25.71
25.71
25.71
25.71
27.03
3234
3234
32.67

5137
26.02
28.28
28.79
28.79
28.79
48.75

29.41
29.61
29.61
29.61
29.61
47.34
47.95
47.95
48.16
49.8

60.54
60.92
60.92
60.92
62.07
57.78
58.22
58.22
58.22
60.93
2321
2343
23.43
2343
23.78
27.06
27.83
27.83
27.83
28.46
3933
39.39
39.66
39.66
39.77
3119
34.84
35.17
35.17
35.52
50.4

50.4

50.4

213

115

216
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331

312

312

491
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174

5.00E-62
1.00E-98
1.00E-98
3.00E-99
3.00E-98
2.00E-95
3.00E-62
1.00€-61
1.00E-57
1.00e-57
1.00E-57
4.00€-74
6.00E-77
2.00E-75
2.00E-77
2.00E-77

2.00E-15
9.00E-16
9.00E-16
1.00E-15
3.00E-29
0.12
0.12
0.12
0.12
0.72
1.00€-36
1.00E-36
2.00€-37
3.00E-38
4.00E-104
4.00E-05
0.001
0.006
0.006
0.006
2.00E-94
9.00E-95
9.00E-95
9.00E-95
9.00E-95
4.00E-75
5.00E-75
1.00E-74
1.00€-74
2.00E-72
3.00E-38
3.00E-38
6.00E-39
1.00€-38
4.00E-06
4.00E-05
3.00E-05
0.007
0.007
0.007
2.1
1.00E-05
0.29

7.00E-113
2.00E-112
2.00E-112
2.00E-112
1.00E-113
9.00E-81
5.00E-82
3.00E-81
3.00E-81
8.00E-83
2.00E-08
1.00€-13
2.00E-11
2.00E-11
5.00E-12
8.00E-12
2.00E-08
2.00E-08
3.00E-08
2.00E-08
6.00E-68
1.00E-66
3.00E-67
3.00E-67
7.00E-66
2.00E-39
2.00E-43
8.00E-44
8.00E-44
4.00E-44
7.00E-38
8.00E-38
8.00E-38

70.1

70.5
109
316
316
316
316
293
133
133
135
137
308
435
389
36.6
366
3656
283
284
284
284
284
244
243
243
23
236
137
137
139
139
458
43.1
435
36.2
362
36.2
246
377
273
246

93.2

92.4

724

67.4

52.4

52.8
221
218
220
220
216
140
150
152
152
152
127
127
127



CD630_31200
CD630_31200
CD630_34940
CD630_34940
CD630_34940
CD630_34940
CD630_34940
CD630_34990
CD630_34990
CD630_34990
CD630_34990
CD630_34990
CD630_35410
CD630_35410
CD630_35410
CD630_35410
CD630_35410
CD630_35420
CD630_35420
CD630_35420
CD630_35420
CD630_35420
CD630_35640
CD630_35640
CD630_35640
CD630_35640
CD630_35640
CD630_35670
CD630_35670
CD630_35670
CD630_35670
CD630_35670
CD630_35670
CD630_35690
CD630_35690
CD630_35690
CD630_35690
CD630_36730
CD630_36730
CD630_36730
CD630_36730
CD630_36730
sp| 031674 | YKVI_BACSU
5p| 031674| YKVI_BACSU
sp| 031674 | YKVI_BACSU
5p| 031674| YKVI_BACSU
sp| 031674 | YKVI_BACSU
sp| 034765 YLBJ_BACSU
sp| 034765 YLBJ_BACSU
sp| 034765 YLBJ_BACSU
sp| 034765 YLBI_BACSU
sp| 034765 YLBJ_BACSU
sp| P26937| SP4FB_BACSU
sp| P26937|SPAFB_BACSU
sp| P26937|SP4FB_BACSU
sp|P26937| SPAFB_BACSU
sp|P26937|SPAFB_BACSU
5p|P37478| WALR_BACSU
sp| P37478| WALR_BACSU
sp| P37478| WALR_BACSU
sp| P37478| WALR_BACSU
sp| P37478| WALR_BACSU
sp| P50850| YLXY_BACSU
5p|P50850| YLXY_BACSU
5p| P50850| YLXY_BACSU
5p|P50850| YLXY_BACSU
sp|P50850| YLXY_BACSU
5p|Q45581| YBBH_BACSU
sp|Q45581| YBBH_BACSU
sp| Q45581 | YBBH_BACSU
sp|Q45581| YBBH_BACSU
sp|Q45581| YBBH_BACSU

2595398499
RBATCC27255_01718
2595400260
12-63_01820
RBL236_01631
RBSAMG_00690
RBATCC27255_01636
RB5AMG_00070
2595399501
12-63_00220
RBL236_01740
RBATCC27255_00711
RBSAMG_00336
12-63_00320
RBL236_02206
RBATCC27255_00931
2595399510
12-63_00319
RBL236_02207
RBATCC27255_00930
RBSAMG_00335
2595399509
12-63_01486
RBL236_01482
RBSAMG_00206
2595399310
RBATCC27255_01249
RBATCC27255_01595
12-63_01858
RBL236_01669
RBSAMG_00650
2595400301
2595400301
2595399797
RBATCC27255_00247
RBSAMG_01957
L2-63_00974
12-63_00594.
RBL236_00269
RBSAMG_01750
RBATCC27255_00142
2595398423
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12-63_01499
RBL236_01470
RB5AMG_00788
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2595398760
12-63_01941
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RBSAMG_02147
L2-63_01645
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RB5AMG_00140
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12-63_01735
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12-63_00649
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RBATCC27255_00119
2595399157
12-63_00955
RBL236_00647
RBATCC27255_00979
RBSAMG_01304
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RB5AMG_00951
12-63_00475
RBSAMG_01148
2595398802
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39.76
41.46
41.46
41.46
41.46
38.67
48.33
48.89
48.89
48.89
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33.54
37.43
37.43
37.43
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41.88
37.75
37.75
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38.76
39.08
19.04
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46.12
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40

149
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146
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6.00E-16
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0.078
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4.00E-70
3

0.016
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1.00E-15
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1.00€-45
1.00E-45
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