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Database Folder: | [ SRA7140083 165 database
Sensitivity: High Sensitivity / Medium E Minimum Owverlap: 100 I bp. s
Minimum Overlap ldentity ! - ndex Seed Length | bp. Maximum Cap Size 3 - Dp

Classification

Minimum overlap identity to classify: 7500/ %
Minimum % identity higher than next best result to classify 0.2 2%
Classify using taxonomy from Database sequence taxonomy field E -—
Taxonomic Level Separatar:  ; (Semicalan) E
Minimum ocverlap identity to classify at lowest taxonomic level (e.g. species) 95||2|% *——————
Minimum overlap identity to classify at second lowest taxonomic level (e.g. genus); 90 D% —
Minimum overlap identity to classify at third lowest taxonomic level (e.g. family): 8BS C|% 4————

Treat gaps longer than a single base as a single mismatch
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Sequence names that are identical prior to the first
raracters when concatenating alignments
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Create table of all hit similarities for each query sequence
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Highlight results in grean with minimum overlap identity: 95| /% Per Locus Minir

Save multiple alignment of all hits per query
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cutes: Bacilll; Lactobacillales; Leuconostocaceae: Leuconostog [7,097 |56.94% e - e
. NRE 133769 - BLAST Hit 100% 100% Bacteria; Firmicutes: B...
Bacteria; Firmicutes; Bacill; Lactobacillabes; Lactobacillaceae; Lactobacilles 5,019 40.26% NR 075014 - BLAST Hit 99.2 1% 99.71% Bacteria: Firrmicutes: B
Bacteria; Firmicutes; Bacilli; Lactobacillabes: Leuconostioraceas 135 1.08% e iy N Erar . =
e ; . . NE_D74997 - BLAST Hit 99.21% 99.21% Bacteria; Firmicutes; B...
Bacteria; Firmicutes; Bacill; Lactobacillabes; Lactobacillaceas 95 0.76% . . R
Bact - F tas- Bacilll: Lacobaciliak 25 0.20% WR 157602 - BLAST Hit 98.02% Y8 .02% Bacteria: Firmicutes: B,.,
arperta; AMILLEs; Soclk Achidacmaes 2 L NR_113255 - BLAST Hit |96.84% 96.84% Bacteria; Firmicutes: B...
Bacteria; Proteobacteria; Gammaproléobactéria; Enterobactérales, Yersm., 22 0. 18% N =T . - -
- - : NR_136428 - B 95.2 6% 95.26% Bacteria; Firmicutes: B...
Bacteria; Firmicutes; Bacill; Lactobacillabes; Strepiococcaceas; Lactococcus 14 0.11% —
Bacteria: € Eacteria: Host | 14 0.11% MR BLAST 1.2 R% 93 28% Bacteria: Firmicutes: 8.,
c LIRS LA T L L NR - BLS 92.49% Bacteria; Firmicutes; B...
Bacteria; Firmicutes; Bacill; Laciobacillabes; Lesconostotaceas; Weissella |9 0.07% = =
. g HE Bl 92.09% Bacteria; Firmicutes; B...
Unclassified (no match rd G.06% s S =
MR D] El RO .73% Bacteria, Firrmicunes: B...
Bacteria: Proteobacteria; Gammaproteobacteria; Pseudomonadabes: Pseuw... 2 0.02% NR BLS 88.54% Bacierha: Firmicoes: B
Bacteria; Proteobacteria; Gammaproteobacteria; Enterobacterales; Enter... 2 0.02% _\h o 68.!41‘- H:-tli:rl-;: Tr— H...
Bacteria; Proteabacteria; Betaproteobacteria; Burkholderiales; Oxalobact... 2 0.02% ;\F r 85.14% hmnal hm'nuw.. B -
Bacteria: Prateabadteria; Alphaproteshacteria; Rhirobiakes: Metbylobacte,,. 2 0.02% s = T "
& C 5 5 02N HR : HE.14% Bacteria; Firmicutes; B...
Baderia, Lyanabactera : = NRE Od BE. 14% Bacteria; Firmicutes: B, .,
Classifications MR BT 75% Bacteria, Firmicures; B...
Query Sequence & Owverlap Mentity  Classific Closest Sequencels) HE 87.75% Bacteria; Frmicutes: B...
SRR7140083.2... |100% Bacteria; Firmicutes; Bacilli; La... NR_133769 - ELAST Hit R 87.315% Bacteria; Firmicunes: B...
SRR7140083.%,., 95.67% Bacteria; Firmicutes; Bacilli; La... NR_ 042194 - ELAST Hit HNE B7.35% Bacteria; Firmicutes; B...
SRR7140083.4... 100% Bacteria; Firmicutes; Bacilli; La... NR_133769 - ELAST Hit NR 87.35% Bacteria; Hrmicutes: B...
SRR7140083.4... [100% Bacteria; Firmicutes; Bacilli; La... NR_074997 - BLAST Hit NE B6.56% Bacteria; Firmicutes; B...
SER7140083.5... 97 .06% Bacteria; Firmicutes: Bacilli; La... NR_133769 - BELAST Hit HR 86.506% Bacteria; Firmicutes; B...
SER7140083.5... [99.13% Bacteria; Firmicutes; Bacilli; La... NE_157602 - ELAST Hit HE 86.56% Bacteria; Firmicutes: B...
SRR7140083.5... 98.06% Bacteria; Firmicutes; Bacilli; La... 2 best mawches. Mames: [NR_.. NR_04 86.56% Bacteria; Firmicutes: B...
SRR7140083.5... 96.41% Bacteria, Firmicutes, Bacilli; La... MR_114844 - ELAST Hit HE 86.17% Bacteria; Firmicutes; B...
SRR7140083.6... 95.32% Bacteria; Firmicutes; Bacilli; La... NR_114844 - BLAST Hit NE 86.17% Bacteria; Firmicutes: ...
SRR7140083.6... 98.02% Bacteria; Firmicutes: Bacilli; La... NR_042456 - BELAST Hit HER_{ 86.17% Bacteria; Firmicutes; B...
SER7140083.7... 99 60% Bacteria; Firmicutes; Bacilli; La... NR_113821 - ELAST Hit NR fr8T% Bacteria; Firmicutes; B...
SRR7140083.7... 95.65% Bacteria; Firmicutes; Bacilli; La... NE_L133769 - BLAST Hit R 85.77% Bacteria; Firmicutes: B...
SRR7140083.8... 99.21% Bacteria; Firmicutes: Bacillic La... 2 best matches, Mames: [NR_... NER 85.38% Bacteria; Firmicutes; CL..
SRR7140083.5... 93.96% Bacteria; Firmicutes; Bacilli; La... 2 best matches. Names: [NR_... NE, 53.79% Bacteria; Firmicutes: CL.,
SER7140083.9... 99.07% Bacteria; Firmicutes; Bacilli; La... 2 best maiches. Hames: [NE_...
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