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Query 1D Id|Query_49385 Database Name .
Description None Description Nudeotide collection (nt)
Molecule type dna Program BLASTN 2.9.0+ b Citation

Query Length 891
Other reports: > Search Summary [Taxonomy reports] [Distance tree of results] [MSA viewer]
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Mouse over to see the fitle, click to show aignments

Color key for alignment scores
W0 MW40-s0  Wso-s0  Ms0-200
e ————
150 300 450 600 750
= Descriptions

Sequences producing significart alignments:

Select: All None Selected:0

T Aignments )

] Seoe. Seme o vl | P90
tteslocaccus agaladiae stin P| GAS13 chromesome. comglele genom 1646 11525 100% 00 100.00%

) Swreptococcus agalacias sirain 32790.34 chromesome, complete gename 1646 13155 100% 00 100.00%
Stteptocaccus sp FDAMRGOS. 520 chromosome, comple genome 1646 11510 100% 00 100.00% C
Streptococcus sp FDAMRGOS 521 ehvomosome. complsts genoma 1646 11525 100% 00 100.00%
Stteptococcus sp FDAMRGOS. 522 chromosome, complet Genome 1646 11468 100% 00 100.00%

3 D1 complet aenoms 1646 11525 100% 00 100.00%
ococcus acaiacize srain NCTC13047 genome assembly, chromsome: 1 1646 13512 100% 00 10000% LR1345201

"I Steptococcus agalacize srain NCTC13949 qenome assembly, chiomesome: 1 1646 11525 100% 00 100.00% LR1345121

Sireptococcus agaiacize iran NCTCA184 qenoms assembiy chvomosome: 1 1646 11514 100% 00 100.00%
tococcus agalactiae siain 82027 chiomosome.complee Genoms 1646 11525 100% 00 100.00%
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