Single-

Query_name Length Function
copy
brucella-
chrl 1290 393 O transposase
brucella-
chrl 1291 369 O transposase
brucella- 129 o hvbothetical tei tial
chrl 1340 ypothetical protein, partia
brucella- 77 ° . . . . )
chrl 1847 mercaptopyruvate sulfurtransferase
brucella-
chrl 1918 369 O transposase
brucella- 609 o ' SRR .
chrl 1919 queuine trna-ribosyltransferas
brucella-
chrl 1972 369 O transposase
brucella- 9939 ° . T )
chrl 239 gtp pyrophosphokinase rs
brucella- . ' '
1140 ® cytochrome c—type biogenesis protein
chrl 277
brucella-
chrl 347 417 O transposase orfb
brucella-
chrl 705 393 O transposase
brucella-
chrl 706 369 O transposase
brucella- outer membrane autotransporter barrel
4782 ) _ e :
chrl 995 domain—containing protein
brucella- '
chr2 1 255 O protein
b 1la-
puee” 882 O is3 family transposase orfb
chr2 2
brucella- '
chr2 256 393 O protein
brucella-
chr2 257 369 O transposase
brucella- ' '
909 O is3 family transposase orfb
chr2 47
b 1la-
puee”d 363 O transposase orfa

chr2_524




Query= brucella-chrl_239 # 247920 # 250151 # -1 #
ID=1_239;partial=00;start_type=ATG;rbs_motif=GGAG/GAGG;rbs_spacer=5-
10bp;gc_cont=0.577

(2232 letters)

Score E
Sequences producing significant alignments: (bits) Value
Fb | CPO06S61.1| 3157 0.0

>gh | CPO06261.1]
Length = 2107842

Score = 3157 bits (2209), Expect = 0.0
Tdentities = 2232/2253 (39%), Gaps = 2
Strand = Plus / Plus

1/2253 (0%)

Query: 1 ; &0
Shich: 642046 3 a2y 642105
Cuery: &1 109
Shisk: 6842106 642165
Query: 110 158
Shisk: 642166 642225
Cuery: 160 2139
Shisn: 642228 642285
Query: 220 ;] 2749
Shich: 642286 3 ] 642345
Query: 280 339
Shisk: 6842346 642405

The latter part of this record is omitted



Query= brucella-chrl_239
(2232 letters)
Database: BSS2_10634.fa
1 sequences; 749 total letters

Score E
Sequences producing significant alignments: (bits) Value
B552 TI0634 1461 0.0

»B552 I0634
Length = 7498

Score = 1461 bkits (3781l), Expect = 0.0
Identities = 742/74% (99%), Positives = 742/74% (99%), Gaps = 7/74%9 (0%)
Frame = +1

Query: 1 MMEOYELVERVOEYEPDVHNEALLNEAYVYAMOEHGS ——————- BFYFSHPLEVAATLTDMH 159
MMEOYELVERVQRYEPDVHEALLNEAYVIAMOEHGS PFYFSHPLEVAATLTDMH
ghjcr: 1 MMEQYELVERVOREYKPFDVHNEALLNEA Y VYAMORHGSORELSGDEYFSHPLEVALTTL.TDMH &0

Query: 160 LDEATIATALLHDTIEDTTATROEIDQLFGPEIGELVEGLTELEELDLVSEEAVOAENLRE 339
LDEATIATALLADTIEDTTATROEIDQLEFGPEIGELVEGLTELEFLDLVSEEAVQAFRNLE
Shjcr: 6l LDEATTATALTADT IEDTTATROEIDQLFGPEIGELVEGLTELEFLDLVSEEAVQAENLE 120

Query: 340 FKLLLATSEDVEVLLVELADRLHNMETLGVHMCEDERLERIAFEETMDIYAPLAGEMGHOQDMEE 519
RLLLATSEDVEVLLVELADRLANMETLGVMCEDERLRIAEETHDIYAPLAGEMGHODMEE
Shjcr: 121 ELLLATSEDVREVLLVELADRLANMRTLGVMCEDERLRTAFETMDIYAPLAGEMGHMOQDMEE 130

Query: 520 ELEELAFRYTINPDAWRAVIDRLAELLEFMNRGLLOETETDLSETFERNGIEASVESRQEEE 6359
ELEELAFRYINPDAWNRAVIDRLAELLEFNRGLLOEIETDLSEIFEFNGIEASVESROEEE
Shjcr: 181 ELEELAFRYTHPDAWRAVIDRLAFLLEFMNRGLLOKIETDLSEIFERNGIEASVESRQEEE 240

Query: 700 WESVFRFEMETEGLSFEQLSDIFGFREVMVDTVQDCYRALGLIHTTWSMVEPGRFEDYISTPEDR 879
WESVEFREMETEGLSFEQLSDIFGEFRVHVDIVODCYRALGLIHTTWSHVPGRFEDY ISTEEQ
Shjcr: 241 WSVFREMETEGLSFEQLSDIFGFRVMVDIVQDCYRALGLIHTTWSMVEPGRFEDYISTPEQ 300

Query: 880 HNDYRSIHTTIIGPSRQRIELOQIRTEEMDETAEFGVARHSIYEDRGSANMNPHEISTETHAY 1059
HDYRSIHITIIGPSRQRIELQIRTREMDEI AR FGVARHSIYEDRGSANNPHEISTETHLAY
Shjcr: 301 HNDYRSIHITIIGPSEQRIELQIRTREMDETARFGVARHASTYRDRGSANWNPHEISTETHAY 360

Query: 1060 AWLEQTIEQLSEGDNPEEFLEHTELELFQDOVEFCFTPEGRLIALPRGATPIDFAYAVHTD 1239
AWLEQTIEQLSEGDNPEEFLERTELELFQDOVECFT PEGELIALPRGATPIDEFAYAVHTD
Sbhjct: 36l AWLRQTIEQLSEGDNPEEFLEATELELFQDOVECFIPEGELIALPRGATPIDFAYAVHATD 420

Query: 1240 IGDSCVGAEVHGRIMPLMTELEWNGDEVDITRSEAQVPPALWESLVATGHEARAATRRATRES 1419
IGDECVEREVHGRIMPLMIELENGDEVDI IRSEAQVPPAANESLVATGEARRLIRRATRS
Shjcr: 421 IGDSCVGARVHGEIMPIMIELENGDEVDITRSELOVPPARWESLVATGEARAATRERATRS 430

The latter part of this record is omitted



Query= brucella-chrl_1847 # 1965361 # 1966137 # -1 #
ID=1_1847;partial=00;start_type=ATG;rbs_motif=GGAGG;rbs_spacer=5-
10bp;gc_cont=0.574

(777 letters)

Score E
Sequences producing significant alignments: (bits) Value
gh |CEFOO0E961.1| 1100 0.0
g |CEFO06962.1| 31 1.0

>gh | CPO0&361.1]
Length = 2107842

Score = 1100 bits (76%8), Expect = 0.0

Identities = 775/779 (99%), Gaps = 2/779 (0%)
Strand = Plus / Plus

The first part of this record is omitted

Cuery: 481 540
Skign: 1024952 1025011
Query: 541 ; 600
Sbigm: 1025012 ; 1025071
Query: 601 ; 660
Shign: 1025072 ; 1025131
Cuery: 661 T20
Shign: 1025132 1025191

Query: 721 RGO AGCIC AR ACaCEEIcICREAGEREE—gagacaaaaggatas 777
R rrrr e bennen tennnend
Skigr: 1025192




Query= brucella-chrl_277 # 295318 # 296457 # -1 #
ID=1_277;partial=00;start_type=ATG;rbs_motif=None;rbs_spacer=None;gc_c
ont=0.619

(1140 letters)

Score E
Sequences producing significant alignments: (bits) Value
gk|ICPO06561.1| 1625 0.0
gk |ICPOO&562.1| 35 0.079

>gh | CPO0&E361.1]
Length = 2107842

Score = 1625 bits (1136), Expect = 0.0

Identities = 113871140 (339%)
Strand = Plus / Plus

The first part of this record is omitted

Cuery: 781 840
Sbigh: 596520 526572
Query: 841 00
Shigh: 596580 596639
Query: 201 7 960
ShighL: 596640 ; 596699
fQuery: 361 s e[ ]s[s] ] 19 19 s fe] 8] [alels) ] iz 1020
|||||||||||||||||||||||||||||||||| Tl ||||||||||||||||||
Shicn: 596700 . 596759
Query: 1021 ] 1080
Sbigh: 526760 ; 596819
Query: 1081 1140
Shigh: 596820 596879




Query= brucella-chrl_995 # 1054415 # 1059196 # -1 #
ID=1_995;partial=00;start_type=ATG;rbs_motif=GGAG/GAGG;rbs_spacer=5-
10bp;gc_cont=0.522

(4782 letters)

Score E
Sequences producing significant alignments: ibits) WValue
gh|CPO0&S61.1| 6223 0.0
gk |CPO06562.1| 2432 2e—-63

>gh|CPO06361.1]
Length = 2107842

Score = 6823 kbits (4776), Expect = 0.0
Identities = 4780/4782 (93%%), Gaps = 2
Strand = Plus / Plus

/4782 (0%)

The first part of this record is omitted

Query: 3001 3060
Sbign: 1938311 1938368
Query: 3061 3120
Shict: 1938369 1938428
Query: 3121

Shigr: 1938429

Query: 3181 ] 3240
Shich: 19384839 ag 1938548
Query: 3241 3300
Shich: 1938549 ag a 1938608

The latter part of this record is omitted



