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RID

Query ID
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Molecule type

Query Length



BUJTM9P9015 (Expires on 0213 10:02 am)

lcl|Query_189085

IYWV7OX01CEBZW

nucleic acid

199



Database Name
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Program



nr

Nucleotide collection (nt)
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Descriptions

Sequences producing significant alignments:



Description



Max

score



Total

score



Query

cover



E

value



Ident



Accession



Nitrobacter hamburgensis X14,

complete genome



241



440



94%



5e60



89%



CP000319.1



Pannonibacter phragmitetus strain

31801, complete genome



178



316



94%



5e41



80%



CP013068.1



Ochrobactrum anthropi strain OAB

chromosome 2, complete sequence



167



167



94%



8e38



79%



CP008819.1



Ochrobactrum anthropi ATCC 49188

chromosome 2, complete sequence



167



167



94%



8e38



79%



CP000759.1



Brevundimonas sp. DS20, complete

genome



163



409



95%



1e36



84%



CP012897.1



Rhizobium etli bv. mimosae str. Mim1

plasmid pRetMIM1f, complete

sequence



163



163



94%



1e36



79%



CP005956.1



Rhizobium etli CFN 42 plasmid p42f,

complete sequence



163



163



94%



1e36



79%



CP000138.1



Aureimonas sp. AU22 DNA, ribosomal

RNA operon, note: contig containing

rrnC



161



161



94%



4e36



78%



LC066387.1



Oligotropha carboxidovorans OM5

plasmid pHCG3, complete sequence



161



161



94%



4e36



79%



CP002827.1



Oligotropha carboxidovorans OM4

plasmid pHCG3B, complete

sequence



161



161



94%



4e36



79%



CP002822.1



Sphingobium japonicum UT26S DNA,

chromosome 1, complete genome



159



159



94%



1e35



78%



AP010803.1



Sphingobium baderi strain DE13,

complete genome



156



199



90%



2e34



79%



CP013264.1



Mesorhizobium australicum

WSM2073, complete genome



156



156



92%



2e34



79%



CP003358.1



Sinorhizobium fredii HH103 main

chromosome, complete sequence



156



156



92%



2e34



79%



HE616890.1



Xanthobacter autotrophicus Py2,

complete genome



152



152



94%



2e33



77%



CP000781.1



Sinorhizobium meliloti GR4 plasmid

pRmeGR4c, complete sequence



149



190



87%



2e32



79%



CP003936.2



Sinorhizobium meliloti strain RMO17

plasmid pSymA, complete sequence



149



193



87%



2e32



79%



CP009145.1



Sinorhizobium meliloti 2011 plasmid

pSymA, complete sequence



149



193



87%



2e32



79%



CP004138.1



Sinorhizobium fredii USDA 257

plasmid pUSDA257 fragment 1,

complete sequence



149



149



90%



2e32



78%



CP003564.1



Sinorhizobium fredii HH103 plasmid

pSfHH103d partial sequence, fragment

3



149



149



90%



2e32



78%



HE616896.1



Sinorhizobium meliloti SM11 plasmid

pSmeSM11c, complete sequence



149



193



87%



2e32



79%



CP001831.1



Sinorhizobium meliloti BL225C

plasmid pSINMEB01, complete

sequence



149



193



87%



2e32



79%



CP002741.1



Sinorhizobium meliloti 1021 plasmid

pSymA, complete sequence



149



193



87%



2e32



79%



AE006469.1



Rhizobium etli bv. phaseoli str. IE4803

plasmid pRetIE4803d, complete

sequence



145



145



94%



3e31



77%



CP007645.1



Sinorhizobium meliloti Rm41 plasmid

pSYMA complete sequence



145



190



87%



3e31



78%



HE995407.1



Rhizobium leguminosarum bv. trifolii
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WSM2304 plasmid pRLG201,

complete sequence



145



145



86%



3e31



79%



CP001192.1



Chelativorans sp. BNC1, complete

genome



141



141



94%



3e30



76%



CP000390.1



Rhizobium sp. IRBG74 plasmid

IRBL74_p, complete sequence



140



267



94%



1e29



77%



HG518324.1



Ensifer adhaerens OV14 plasmid

pOV14c, complete sequence



138



138



83%



4e29



78%



CP007238.1



Martelella endophytica strain YC6887,

complete genome



136



136



94%



1e28



76%



CP010803.1



Sinorhizobium meliloti AK83

chromosome 3, complete sequence



136



225



87%



1e28



77%



CP002783.1



Rhizobium sp. LPU83 plasmid

pLPU83c, complete sequence



134



134



94%



5e28



75%



HG916854.1



Rhizobium etli CIAT 652, complete

genome



131



131



94%



6e27



76%



CP001074.1



Uncultured bacterium clone

contig01379 genomic sequence



125



125



94%



3e25



74%



KP422684.1



Agrobacterium tumefaciens str. C58

plasmid At, complete sequence



125



125



94%



3e25



76%



AE007872.2



Rhizobium etli bv. mimosae str. Mim1

plasmid pRetNIM1c, complete

sequence



123



123



89%



9e25



75%



CP005953.1



Sphingopyxis macrogoltabida strain

203, complete genome



122



122



94%



3e24



75%



CP009429.1



Sinorhizobium fredii strain USDA257

type III effector NopBT (nopBT) gene,

complete cds



122



122



66%



3e24



80%



JX135415.1



Rhizobium leguminosarum bv. viciae

chromosome complete genome, strain

3841



122



163



90%



3e24



75%



AM236080.1



Beijerinckia indica subsp. indica ATCC

9039, complete genome



120



120



74%



1e23



77%



CP001016.1



Sphingomonas sanxanigenens NX02,

complete genome



116



116



94%



1e22



74%



CP006644.1



Gluconacetobacter diazotrophicus PAl

5 complete genome



116



218



93%



1e22



74%



AM889285.1



Acidiphilium cryptum JF5 plasmid

pACRY02, complete sequence



116



116



72%



1e22



78%



CP000690.1



Rhizobium leguminosarum bv. trifolii

CB782 plasmid, complete sequence



114



114



91%



5e22



74%



CP007068.1



Agrobacterium radiobacter K84

plasmid pAtK84b, complete

sequence



114



114



94%



5e22



74%



CP000630.1



Caulobacter sp. K31 plasmid

pCAUL01, complete sequence



114



114



41%



5e22



90%



CP000928.1



Sphingopyxis fribergensis strain Kp5.2

plasmid pSfKp5.2, complete

sequence



113



113



93%



2e21



74%



CP009123.1



Sphingomonas taxi strain ATCC

55669, complete genome



113



113



97%



2e21



73%



CP009571.1



Gluconacetobacter xylinus E25,

complete genome



111



211



93%



6e21



72%



CP004360.1



Rhizobium gallicum bv. gallicum R602

plasmid pRgalR602c, complete

sequence



109



109



85%



2e20



74%



CP006880.1



Rhizobium leguminosarum bv. viciae

plasmid pRL10 complete genome,

strain 3841



109



109



90%



2e20



73%



AM236084.1



Asticcacaulis excentricus CB 48

chromosome 2, complete sequence



107



107



93%



7e20



74%



CP002396.1



Agrobacterium tumefaciens strain

Ach5 plasmid pAt, complete

sequence



105



105



97%



2e19



73%



CP011248.1



Sphingomonas sp. WHSC8, complete

genome



105



105



83%



2e19



74%



CP010836.1
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Agrobacterium tumefaciens LBA4213

(Ach5) plasmid pAt, complete

sequence



105



105



97%



2e19



73%



CP007227.1



Rhizobium etli bv. phaseoli str. IE4803,

complete genome



104



175



85%



8e19



74%



CP007641.1



Agrobacterium tumefaciens strain

F64/95 plasmid pAoF64/95, complete

sequence



104



104



94%



8e19



73%



JX683454.1



Rhizobium leguminosarum bv. trifolii

WSM1325 plasmid pR132503,

complete sequence



104



104



94%



8e19



72%



CP001625.1



Agrobacterium vitis S4 chromosome 1,

complete sequence



104



104



90%



8e19



73%



CP000633.1



Agrobacterium tumefaciens str. C58

plasmid Ti, complete sequence



100



100



94%



1e17



72%



AE007871.2



Gluconacetobacter xylinus E25

plasmid pGX5, complete sequence



98.7



98.7



93%



4e17



72%



CP004365.1



Agrobacterium tumefaciens strain

Ach5 chromosome linear, complete

sequence



95.1



95.1



94%



4e16



71%



CP011247.1



Agrobacterium tumefaciens LBA4213

(Ach5) linear chromosome



95.1



95.1



94%



4e16



71%



CP007226.1



Agrobacterium sp. H133 linear

chromosome, complete sequence



95.1



95.1



94%



4e16



71%



CP002249.1



Agrobacterium tumefaciens str. C58

linear chromosome, complete

sequence



95.1



95.1



94%



4e16



71%



AE007870.2



Sinorhizobium meliloti strain SM11

plasmid pSmeSM11b, complete

sequence



95.1



95.1



94%



4e16



72%



EF066650.1



Croceicoccus naphthovorans strain

PQ2, complete genome



91.5



91.5



94%



5e15



71%



CP011770.1



Rhizobium etli bv. mimosae str. IE4771

plasmid pRetIE4771a, complete

sequence



91.5



91.5



94%



5e15



71%



CP006987.1



Sphingomonas sp. MM1, complete

genome



91.5



163



94%



5e15



71%



CP004036.1



Gluconacetobacter xylinus NBRC

3288 plasmid pGXY010 DNA,

complete sequence



91.5



91.5



90%



5e15



71%



AP012160.1



Sphingopyxis fribergensis strain Kp5.2,

complete genome



89.7



200



85%



2e14



75%



CP009122.1



Gluconobacter oxydans H24, complete

genome



86.0



172



92%



2e13



70%



CP003926.1



Rhizobium leguminosarum bv. trifolii

WSM1689, complete genome



82.4



82.4



94%



3e12



71%



CP007045.1



Rhizobium leguminosarum bv. viciae

plasmid pRL8 complete genome,

strain 3841



82.4



82.4



94%



3e12



71%



AM236082.1



Sphingobium sp. SYK6 DNA,

complete genome



80.6



80.6



85%



1e11



71%



AP012222.1



Phenylobacterium zucineum HLK1,

complete genome



64.4



116



55%



7e07



83%



CP000747.1



Caulobacter segnis ATCC 21756,

complete genome



62.6



62.6



28%



3e06



84%



CP002008.1



Caulobacter henricii strain CB4,

complete genome



60.8



60.8



38%



9e06



78%



CP013002.1



Sphingopyxis sp. 113P3, complete

genome



57.2



57.2



35%



1e04



77%



CP009452.1



Methylobacterium extorquens DM4 str.

DM4 chromosome, complete

genome



57.2



107



49%



1e04



80%



FP103042.2



Methylobacterium extorquens CM4,

complete genome



57.2



107



49%



1e04



80%



CP001298.1



Methylobacterium populi BJ001,

complete genome



57.2



110



47%



1e04



82%



CP001029.1



Caulobacter sp. K31, complete
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genome



57.2



57.2



42%



1e04



76%



CP000927.1



Rhodopseudomonas palustris BisA53,

complete genome



55.4



55.4



42%



4e04



74%



CP000463.1



Bradyrhizobium sp. CCGELA001,

complete genome



53.6



53.6



29%



0.001



80%



CP013949.1



Azospirillum sp. B510 DNA, complete

genome



51.8



51.8



33%



0.005



77%



AP010946.1



Methylobacterium extorquens PA1,

complete genome



51.8



98.2



48%



0.005



79%



CP000908.1



Azospirillum brasilense strain Sp7,

complete sequence



50.0



50.0



27%



0.016



80%



CP012914.1



Streptomyces albulus ZPM, complete

genome



50.0



96.3



41%



0.016



83%



CP006871.1



Methylobacterium aquaticum DNA,

complete genome, strain: MA22A



50.0



131



49%



0.016



76%



AP014704.1



Streptomyces sp. 769, complete

genome



50.0



137



39%



0.016



83%



CP003987.1



Aureococcus anophagefferens

hypothetical protein partial mRNA



50.0



50.0



31%



0.016



80%



XM_009038935.1



Ochrobactrum anthropi strain OAB

chromosome 1, complete sequence



50.0



50.0



27%



0.016



80%



CP008820.1



Streptomyces albulus strain NK660,

complete genome



50.0



96.3



41%



0.016



83%



CP007574.1



Uncultured bacterium

ctg7180000001438 genomic

sequence



50.0



50.0



22%



0.016



84%



KF711813.1



Azospirillum lipoferum 4B main

chromosome, complete genome



50.0



50.0



32%



0.016



77%



FQ311868.1



Ochrobactrum anthropi ATCC 49188

chromosome 1, complete sequence



50.0



50.0



27%



0.016



80%



CP000758.1



Methylobacterium sp. AMS5, complete

genome



48.2



89.1



34%



0.057



78%



CP006992.1



PREDICTED: Setaria italica UDP

glucuronate 4epimerase 6like

(LOC101784504), mRNA



48.2



48.2



25%



0.057



80%



XM_004973913.3



PREDICTED: Zea mays UDP

glucuronate 4epimerase 6like

(LOC103642738), mRNA



48.2



48.2



22%



0.057



84%



XM_008665940.1



Alignments

Nitrobacter hamburgensis X14, complete genome

Sequence ID: gb|CP000319.1| Length: 4406967 Number of Matches: 2

Range 1: 4147163 to 4147354

Score



Expect



Identities



Gaps



Strand



241 bits(266)



5e60()



170/192(89%)



3/192(1%)



Plus/Plus



Frame



Features:

Query  11       CAGGAACGAGAAGTGCGACGTGACCTGAAGCTCGGCGTA‐CGGG‐‐GTCATCCAAAGATT  67 

                ||||||||||||||||||||||||||| |||||||| || ||||  ||||||| || ||  

Sbjct  4147163  CAGGAACGAGAAGTGCGACGTGACCTGGAGCTCGGCATAACGGGACGTCATCCGAAAATC  4147222 

Query  68       CCGTGCAGAAACCATTTGTGAGACCCGGTTGCGGCGTCCTCGCCGTCGCCGGCGCGGAAA  127 

                |||||||||||||| ||||| |||||||| || ||||||||||||||||| ||||| ||| 

Sbjct  4147223  CCGTGCAGAAACCACTTGTGGGACCCGGTCGCCGCGTCCTCGCCGTCGCCAGCGCGAAAA  4147282 

Query  128      ATCCAGAAGCGCTCGCCGGCGTCGTCCTCGACCTGGAAGTAGTCTCGGACCGCGACCAGT  187 

                |||||||| || || ||||| ||||||||||||||||||||||| |||||||||| |||  

Sbjct  4147283  ATCCAGAAACGTTCACCGGCATCGTCCTCGACCTGGAAGTAGTCCCGGACCGCGATCAGC  4147342 

Query  188      TCGGCGTCGCGC  199 

                |||| ||||||| 

Sbjct  4147343  TCGGTGTCGCGC  4147354 

Range 2: 4287617 to 4287800

Score



Expect



Identities



Gaps



Strand



199 bits(220)



1e47()



161/192(84%)



11/192(5%)



Plus/Plus



Features:
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Features:

Query  11       CAGGAACGAGAAGTGCGACGTGACCTGAAGCTCGGCGTA‐CGGG‐‐GTCATCCAAAGATT  67 

                ||||||||||||||||||||||||||| |||||||| || ||||  ||||||| || ||  

Sbjct  4287617  CAGGAACGAGAAGTGCGACGTGACCTGGAGCTCGGCATAACGGGACGTCATCCGAAAATC  4287676 

Query  68       CCGTGCAGAAACCATTTGTGAGACCCGGTTGCGGCGTCCTCGCCGTCGCCGGCGCGGAAA  127 

                |||||||||||||| |||||       || || || |||||||| ||||| ||||| ||| 

Sbjct  4287677  CCGTGCAGAAACCACTTGTG‐‐‐‐‐‐‐GTCGCCGC‐TCCTCGCCATCGCCAGCGCGAAAA  4287728 

Query  128      ATCCAGAAGCGCTCGCCGGCGTCGTCCTCGACCTGGAAGTAGTCTCGGACCGCGACCAGT  187 

                |||||||| || || ||||| |||||||||||||| |||||||| |||||||||| |||  

Sbjct  4287729  ATCCAGAAACGTTCACCGGCATCGTCCTCGACCTGCAAGTAGTCCCGGACCGCGATCAGC  4287788 

Query  188      TCGGCGTCGCGC  199 

                 ||||||||||| 

Sbjct  4287789  GCGGCGTCGCGC  4287800 



Pannonibacter phragmitetus strain 31801, complete genome

Sequence ID: gb|CP013068.1| Length: 5318696 Number of Matches: 2

Range 1: 2259776 to 2259970

Score



Expect



Identities



Gaps



Strand



178 bits(196)



5e41()



156/195(80%)



6/195(3%)



Plus/Minus



Frame



Features:

nucleotidyltransferaseDNA polymerase

Query  11       CAGGAACGAGAAGTGCGACGTGACCTGAAGCTCGGCGTACGGGG‐‐‐‐‐‐TCATCCAAAG  64 

                |||||| ||||| | |||||| ||||| |  |||||||| | ||      |||||| ||  

Sbjct  2259970  CAGGAAGGAGAAATTCGACGTCACCTGCAATTCGGCGTAGGCGGGCGCGCTCATCCGAAA  2259911 

Query  65       ATTCCGTGCAGAAACCATTTGTGAGACCCGGTTGCGGCGTCCTCGCCGTCGCCGGCGCGG  124 

                || |||||||| |||||    || || ||||| ||||| |||||||| ||||||| |||| 

Sbjct  2259910  ATCCCGTGCAGGAACCAGCGATGCGAGCCGGTGGCGGCATCCTCGCCATCGCCGGAGCGG  2259851 

Query  125      AAAATCCAGAAGCGCTCGCCGGCGTCGTCCTCGACCTGGAAGTAGTCTCGGACCGCGACC  184 

                || ||||||||||| |||||||| |||||||||||| |||| ||||| || ||||||| | 

Sbjct  2259850  AAGATCCAGAAGCGTTCGCCGGCATCGTCCTCGACCCGGAAATAGTCCCGCACCGCGATC  2259791 

Query  185      AGTTCGGCGTCGCGC  199 

                || ||||| |||||| 

Sbjct  2259790  AGCTCGGCATCGCGC  2259776 

Range 2: 3499640 to 3499785

Score



Expect



Identities



Gaps



Strand



138 bits(152)



4e29()



118/146(81%)



0/146(0%)



Plus/Plus



Frame



Features:

DNA polymerasenucleotidyltransferase

Query  54       GTCATCCAAAGATTCCGTGCAGAAACCATTTGTGAGACCCGGTTGCGGCGTCCTCGCCGT  113 

                ||||||| ||||| |||||||  |||||    || || || || ||||| |||||||| | 

Sbjct  3499640  GTCATCCGAAGATCCCGTGCATGAACCAGCGATGCGAGCCTGTGGCGGCATCCTCGCCAT  3499699 

Query  114      CGCCGGCGCGGAAAATCCAGAAGCGCTCGCCGGCGTCGTCCTCGACCTGGAAGTAGTCTC  173 

                |||||||||| || | ||||||||| ||||||||||| |||||||   ||||||| || | 

Sbjct  3499700  CGCCGGCGCGAAAGACCCAGAAGCGTTCGCCGGCGTCATCCTCGATGCGGAAGTAATCGC  3499759 

Query  174      GGACCGCGACCAGTTCGGCGTCGCGC  199 

                | |||||  ||||||||||||| ||| 

Sbjct  3499760  GCACCGCTGCCAGTTCGGCGTCACGC  3499785 



Ochrobactrum anthropi strain OAB chromosome 2, complete sequence

Sequence ID: gb|CP008819.1| Length: 1930134 Number of Matches: 1

Range 1: 772433 to 772626

Score



Expect



Identities



Gaps



Strand



167 bits(184)



8e38()



153/194(79%)



6/194(3%)



Plus/Plus



Frame



Features:

Query  11      CAGGAACGAGAAGTGCGACGTGACCTGAAGCTCGGCGTACGGGG‐‐‐‐‐‐TCATCCAAAG  64 

               |||||| ||||| |||||||| ||||| |  |||||||| | ||      |||||| ||  

Sbjct  772433  CAGGAAGGAGAAATGCGACGTCACCTGCAATTCGGCGTAAGCGGGCGCGCTCATCCGAAT  772492 

Query  65      ATTCCGTGCAGAAACCATTTGTGAGACCCGGTTGCGGCGTCCTCGCCGTCGCCGGCGCGG  124 

               || |||||||| |||||    || || ||||| || || |||||||| ||||||| |||| 

Sbjct  772493  ATCCCGTGCAGGAACCAGCGATGCGAGCCGGTGGCCGCATCCTCGCCATCGCCGGAGCGG  772552 

Query  125     AAAATCCAGAAGCGCTCGCCGGCGTCGTCCTCGACCTGGAAGTAGTCTCGGACCGCGACC  184 

               || ||||||||||| |||||||| |||||||||||| |||| ||||| || || ||||   

Sbjct  772553  AAGATCCAGAAGCGTTCGCCGGCATCGTCCTCGACCCGGAAATAGTCCCGCACAGCGATG  772612 

Query  185     AGTTCGGCGTCGCG  198 

               || ||||| ||||| 

Sbjct  772613  AGCTCGGCATCGCG  772626 
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Ochrobactrum anthropi ATCC 49188 chromosome 2, complete sequence

Sequence ID: gb|CP000759.1| Length: 1895911 Number of Matches: 1

Range 1: 475562 to 475755

Score



Expect



Identities



Gaps



Strand



167 bits(184)



8e38()



153/194(79%)



6/194(3%)



Plus/Minus



Frame



Features:

Query  11      CAGGAACGAGAAGTGCGACGTGACCTGAAGCTCGGCGTACGGGG‐‐‐‐‐‐TCATCCAAAG  64 

               |||||| ||||| |||||||| ||||| |  |||||||| | ||      |||||| ||  

Sbjct  475755  CAGGAAGGAGAAATGCGACGTCACCTGCAATTCGGCGTAAGCGGGCGCGCTCATCCGAAT  475696 

Query  65      ATTCCGTGCAGAAACCATTTGTGAGACCCGGTTGCGGCGTCCTCGCCGTCGCCGGCGCGG  124 

               || |||||||| |||||    || || ||||| || || |||||||| ||||||| |||| 

Sbjct  475695  ATCCCGTGCAGGAACCAGCGATGCGAGCCGGTGGCCGCATCCTCGCCATCGCCGGAGCGG  475636 

Query  125     AAAATCCAGAAGCGCTCGCCGGCGTCGTCCTCGACCTGGAAGTAGTCTCGGACCGCGACC  184 

               || ||||||||||| |||||||| |||||||||||| |||| ||||| || || ||||   

Sbjct  475635  AAGATCCAGAAGCGTTCGCCGGCATCGTCCTCGACCCGGAAATAGTCCCGCACAGCGATG  475576 

Query  185     AGTTCGGCGTCGCG  198 

               || ||||| ||||| 

Sbjct  475575  AGCTCGGCATCGCG  475562 



Brevundimonas sp. DS20, complete genome

Sequence ID: gb|CP012897.1| Length: 3475610 Number of Matches: 4

Range 1: 1749853 to 1750000

Score



Expect



Identities



Gaps



Strand



163 bits(180)



1e36()



125/148(84%)



0/148(0%)



Plus/Plus



Frame



Features:

nucleotidyltransferase

Query  51       GGGGTCATCCAAAGATTCCGTGCAGAAACCATTTGTGAGACCCGGTTGCGGCGTCCTCGC  110 

                |||||||||| || |  ||||| |  |||||    || || ||||||| ||||||||||| 

Sbjct  1749853  GGGGTCATCCGAACAGGCCGTGGATGAACCAGGCCTGCGAGCCGGTTGTGGCGTCCTCGC  1749912 

Query  111      CGTCGCCGGCGCGGAAAATCCAGAAGCGCTCGCCGGCGTCGTCCTCGACCTGGAAGTAGT  170 

                |||||||||||||||| | ||||||||| |||||||||||||||||||| |||||||||| 

Sbjct  1749913  CGTCGCCGGCGCGGAACAGCCAGAAGCGTTCGCCGGCGTCGTCCTCGACGTGGAAGTAGT  1749972 

Query  171      CTCGGACCGCGACCAGTTCGGCGTCGCG  198 

                | ||||| |||  || |||||||||||| 

Sbjct  1749973  CGCGGACGGCGTGCAATTCGGCGTCGCG  1750000 

Range 2: 3059987 to 3060189

Score



Expect



Identities



Gaps



Strand



132 bits(146)



2e27()



150/203(74%)



15/203(7%)



Plus/Minus



Frame



Features:

nucleotidyltransferaseDNA polymerase

Query  11       CAGGAACGAGAAGTGCGACGTGACCTGAAGCTCGGCGTA‐‐‐‐‐‐‐‐‐‐‐CGG‐‐‐‐GGT  55 

                ||||||||||||||| || | |  ||| || ||||| ||           |||    | | 

Sbjct  3060189  CAGGAACGAGAAGTGGGAGGCGCACTGGAGTTCGGCATAGCGCCGCGTTGCGGTCTCGCT  3060130 

Query  56       CATCCAAAGATTCCGTGCAGAAACCATTTGTGAGACCCGGTTGCGGCGTCCTCGCCGTCG  115 

                ||||| ||    ||||| |  |||||    || || ||||| |  || |||||||||||| 

Sbjct  3060129  CATCCGAACCGGCCGTGGATGAACCAGGCCTGGGAGCCGGTCGTCGCATCCTCGCCGTCG  3060070 

Query  116      CCGGCGCGGAAAATCCAGAAGCGCTCGCCGGCGTCGTCCTCGACCTGGAAGTAGTCTCGG  175 

                ||||| ||||| | |||||||||||||||||||||||||||||||||||||||||| ||| 

Sbjct  3060069  CCGGCCCGGAACAGCCAGAAGCGCTCGCCGGCGTCGTCCTCGACCTGGAAGTAGTCGCGG  3060010 

Query  176      ACCGCGACCAGTTCGGCGTCGCG  198 

                |||||   ||  || || ||||| 

Sbjct  3060009  ACCGCCCGCATCTCCGCATCGCG  3059987 

Range 3: 443263 to 443407

Score



Expect



Identities



Gaps



Strand



71.6 bits(78)



5e09()



105/147(71%)



4/147(2%)



Plus/Minus



Frame



Features:

nucleotidyltransferase

Query  55      TCATCCAAAGATTCCGTGCAGAAACCATTTGTGAGACCCGGTTGCGGCGTCCTCGCCGTC  114 

               ||| || || | ||| || | ||||||    || ||||| ||     | || |||||||| 

Sbjct  443407  TCACCCGAACAGTCCATGGATAAACCAGGCTTGCGACCCCGTCCGACCATCTTCGCCGTC  443348 

Query  115     GCCGGCGCGGAAAATCCAGAAGCGCTCGCCGGCGTCGTCCTCGACCTGGAAGTAGTCTCG  174 

               ||| || ||||| | |||||| |||   ||  | || ||||| |||||||||||||| || 

Sbjct  443347  GCCAGCCCGGAACAACCAGAACCGCCGCCCCACCTCATCCTCAACCTGGAAGTAGTCACG  443288 

Query  175     GACCGCGACCAG‐‐TTCGGCGTCGCGC  199 

                || ||  ||||   |||||||| ||| 

Sbjct  443287  AACGGC‐‐CCAGACCTCGGCGTCCCGC  443263 
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Range 4: 448034 to 448075

Score



Expect



Identities



Gaps



Strand



41.0 bits(44)



8.5()



34/42(81%)



0/42(0%)



Plus/Minus



Frame



Features:

DNA polymerase

Query  10      TCAGGAACGAGAAGTGCGACGTGACCTGAAGCTCGGCGTACG  51 

               |||||||||||||||| |||| |   || || ||| |||||| 

Sbjct  448075  TCAGGAACGAGAAGTGGGACGCGCATTGGAGTTCGACGTACG  448034 
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BLAST ®
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NCBI/ BLAST/ blastn suite/ Formatting Results  BUJX63UJ014

Formatting options

Download
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nr
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