Hello everybody, who can tell me where are the mistakes in my analysis steps ? 

I run the BLAST for the protein BAC72931.1.
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After several seconds, I download the sequence, FAST(aligned sequence) for the taxonomy analysis by Megan . 
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The download sequences : 

[image: image3.png]>WP_010986623.1:1-664 MULTISPECIES: cellulose synthase catalytic subunit [Streptomyces]
MTSTPTGARQNFDPSETTQLRVPGHRSGNTGSFRRIKKNLPRYDYEHYSRLAGPLTQPDPHQPYKVQYRTLLSQEPHRLR
AALMLGAAPLLSLVLLGHLLQPEHWTERDYPAYDFLPALDIVMLVSTGLIEFFRCHNVLSNAHATLVARDPTPVVPETGT
RVAFLTSFVPGKEPLEMVTKTLEAAVRLRHRGLLHIHLLDEGDDAEVKAVCERL GVHHF SRKGVAKHNQAKGPHRAKTKH
‘GNYNAWLEAHGDDYDYFASVDTDHVPLPNYLERMLGF FRDPDVGFVIGPQUYGNYDNPITKAAESQQFLFHALIQRAGNA
YGAPMFVGTSNAVRIKALKQIGGLYDSITEDMATGFETHRHKNPATGKKWRSVY TPDVLAVGEGPNATDFFTQQLRWSR
GTYETILKQYWKGFYSLPPSKLFNYTHMIIFYPMSALNKILAALSCALFLGLGASGVNIDPTVHLMLYGNASALQIGLYV
WNRRHNVSPHEPEGSGGVAGHIMSALSAPVYARSLMDAVLRRKSKFVVTPKGDSASPDTLFGTFRIHLFFILVFAGSTAA
‘GLFLGHAHPAMITWASFALLITASPTLAWRWTLRQAKRRPAAVADPAEPPDAPVTPPQPAPAHARPKPSHAADAGHATGS
AGSADSTAAGHDQTMQIALGGHKK

SHP_217566661.1:1-667 cellulose synthase catalytic subunit [Streptomyces sp. GbtcB7]
MTSTPTGARQNFDPSETTQLRMPSHRTGNNFRRIKKTLPRYDYEHYSRLAGPLTQPDPNKPYKVQYRSLLSQEPHRIRAA
LMLGAAPLLSLILLGHLLQPEHWTERDYPAYDFLPVLDIVMLVSTGLIEFFRCHNVLSNAHATLVARDPTPVVPETGTRV
AFLTSFVPGKEPLAMVTKTLEAAVKLRHRGLLHIHLLDEGDDPEVKEVCERL GVHHF SRKGVAKHNQAKGPHRAKTKHGH
'YNAWLEAHGDEYDF FASVDTDHVPLPNYLERMLGFFROPDIGFVIGPQVYGNYDNPTTKAAESQQFL FHALTQRAGNRYG
APMFVGTSNAVRIKALKQIGGLYDS ITEDMATGF EMHRAKNPATGRKHRSVY TPDVLAVGEGPNAWTDFFTQQLRWSRGT
YETILKQYWKGFFSLPPSKLFNYTHMIIFYPHSALNWILAALSCALFLGLGASGVNIDPTVHLMLYGNASALQIGLYVHN
RRHNVSPHEPEGSGGVAGHIMSAL SAPTYARS LMDAVLRRKSKFVVTPKGDSASPDTLFGTFRIHLFFILVFAGSTVAGL
LLGHSHPAMTTHASFALLTTASPTLAHQWALRQAKKKPSVPPASPEETVPLPAQASAPQQEQHAPHAPHAPHAPQHKPSH
AAAQGQDGGSGAGNDQTMQISLGGRKK

5HP_190173146.1:1-667 cellulose synthase catalytic subunit [Streptomyces mirabilis]
MTSTPTGARQNFDPSETTQLRMPSHRTGSNFRRIKKTLPRYDYEHYSRLAGPLTQPDPNKPYKVQYRSLLSQEPHRIRAA
LMLGAAPLLSLILLGHLLQPEHWTERDYPAYDFLPVLDIVMLVSTGLIEFFRCHNVLSNAHATLVARDPTPVVPETGTRY
AFLTSFVPGKEPLAMVTKTLEAAVKLRHRGLLHIHLLDEGDDPEVKEVCERL GVHHF SRKGVAKHNQAKGPHRAKTKHGH
'YNAWLEAHGDEYDF FASVDTDHVPLPNYLERMLGFFROPDIGFVIGPQVYGNYDNPTTKAAESQQFL FHALTQRAGNRYG
APMFVGTSNAVRIKALKQIGGLYDS ITEDMATGF EMHRAKNPATGKKHRSVY TPDVLAVGEGPNAWTDFFTQQLRHSRGT
YETILKQYWKGFFSLPPSKLFNYTHMIIFYPHSALNWILAALSCALFLGLGASGVNIDPTVHLMLYGNASALQIGLYVHN
RRHNVSPHEPEGSGGVAGHIMSAL SAPTYARS LMDAVLRRKSKFVVTPKGDSASPDTLFGTFRIHLFFILVFAGSTVAGL
LLGHSHPAMITHACFALLTTASPTLAKQWALRQAKKKPSVPPASPEETVPLPAQASAPQQEQHAPHASHAPHAPQHKPSH
AAAQGQDGGSGAGNDQTMQISLGGRKK

5HP_189184834.1:1-648 cellulose synthase catalytic subunit [Streptomyces albiflavescens]
MTSTPTGARQNFDPSETTQLRVPSHRTGGFRRIRKSLPRYDYEHYSRLAGPLTQPDPSKPYKVQYRTLLSQEPHRIRAAL
MLGAAPLLSLILLGHLLQPEHWTERDYPAYDFLPALDIVMLVSIGLIEFFRCHNVLSNAHATLVARDPIPVVPETGTRVA
FLTSFVPGKEPLAMVTKTLEAAVKLRHRGL LHVHLLDEGDDPEVKEVCARLGVHHF SRKGIAKHNQAKGPHRAKTKHGHY
"NANLEAHGDNYDYFASVDTDHVPLPHYLERMLGF FRDPDVGFVIGPQUYGHYDNPTTKAAESQQFLFHAL TQRAGNAYGA
PMFVGTSNAVRIKALKQIGGLYDSTTEDMATGFETHRHKNPATGKKHRSVY TPDVLAVGEGPNANTDFFTQQLRHSRGTY
ETILKOYWKGEYSLPPSKLENYTMMIIEYPMSALNWILAALSCALELGLGASGYNIDPTVWLMLYGNASALOIGLYIWNR




Then I choose import from BLAST to open the downloaded sequence file, seqdump.txt : 
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3. Speciy a new MEGAN file

(C:Users\AdminiDesktop\seqdump.rma6 B
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4. Short description of sample:

Tab1of11 Previous | Next | Cancel | Apply





Then I choose Apply button to obtain the tree of the protein. 
[image: image5.jpg]cellar orgarisms

Viuses





[image: image6.jpg]Acidobacteria incertae seds

sciticapsa
unclassified Acidcapsa
d
Acilia
uncassitied Acidpia }
actisarona |

mertal samples <bacteri

b,

genus Acdobacterium>

Acidobacteria subdvision 13 bacterum RH2 W
Acidobacteria subdvision 2 bacterum FHT MA
Acidobacteria acterium bor!

Candidatus Guanabacterum sesinertis
Acidcapsa aciiphia

Acidcapsa aciisol

Acidcapsa borealis

Acilicapsa dnghuensis

Acidcapsa fertreducens

Aciticapsa g

Uncutred Aciicapsa sp

Aciticapsa sp.

Acidcapsa sp. CE1

Acilla dinghuensis

Acidpia rosea

unctred Acidp sp.

cidpi sp.

Acitila 3p. 46413

Ackipie sp. EB30

citisarcina polymorpha

envronmental samples <bacteria genus Acid
Acilsarcina sp.

Acidobacterium sieaui

Acidobacterium capsuatun

Acidabacterium sp. enrichment cuture clone
uncutred Acidobecterum sp.

unculred Acidobecteriun UAT

Uncutred Ackbecterium a2

Uncutred Acibecterium A3
Acidabacterium sp.

Acidobacterium sp. 435

Acidobacterium sp. BK15

Acidobacterium sp. Calony17

Acidobacterium sp. EIn283

Acidobacterum sp. Eln408

Acidobacterium sp. ElndS7

Acidobacterium sp. JG1 01_L10




Where are the mistakes in my analysis steps by using Megan? Because the seqdump.txt file has no these bacteria species( Acidobacteria subdivision 13 bacterium RH2 MAG17,  Acidobacteria subdivision 2 bacterium RH1 MAG20.....). The file also has no viruses. 
