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AAAGTCTGACGGAGCAACGCCGCGTGAGTGATGAAGGTTTTCGGATCGTAAAACTCTGTTGTTAG
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BLASTN programs search nucleotide databases using a nucleoti
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Sequences producing significant alignments:
Select: All None Selected:0
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it Alignments o
Ge et s see | sovr o | Accessin |
[F] Geobacillus pallidus partial 16S rRNA gene, isolate T4 2510 2510 100% 0.0 99% FN562409.1
[F] Uncultured Geobacillus sp. clone ASC135 16S ribosomal RNA gene, partial sequence 2508 2508 100% 0.0 99% JF825503.1
[ Geobacillus sp. enrichment culture clone W2-2 16S ribosomal RNA gene, partial sequence 2508 2508 100% 0.0 99% HM059719.1
[F] Geobacillus pallidus gene for 16S rRNA, partial sequence, strain: NCCP-131 2508 2508 100% 0.0 99% AB543491.1
[F] Geobacillus pallidus partial 16S rRNA gene, isolate T1 26508 2508 100% 0.0 99% FN562406.1
[F] Geobacillus sp. A60 16S ribosomal RNA gene, partial sequence 2508 2508 100% 0.0 99% DQB6420951
[ Geobacillus sp. T38 16S ribosomal RNA gene, partial sequence 2508 2508 100% 0.0 99% DQ6420941
[[] Bacillus sp. 1S-2004 16S ribosomal RNA gene, partial sequence 2508 2508 100% 0.0 99% AY639816.1
[F] Uncuttured Geobacillus sp. partial 16S rRNA gene, isolate Td 2508 2508 100% 0.0 99% AJ564615.1
[F] Bacillus sp. 1Z5 gene for 16S ribosomal RNA, partial sequence 2508 2508 100% 0.0 99% AB0892351
[F] Bacillus sp. 123 gene for 16S ribosomal RNA, partial sequence 2508 2508 100% 0.0 99% AB089233.1
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>Anoxybacillus, mongoliensis/BEF654664/ -
GCTGGOGGCETGCCT AATACATGCAAGTCGAGCGEACGAATCAAAAGCTTGCTTTTGAT TCGTTAGCGGCGGACGGETCAGT AACACGTGGGCAACCTGCCCTGTAGACGGGGAT
AACACCGAGAAATCGGTGCTAATACCGGAT AACACGAAATGTCGCATGACGTTTCOTTCAAAGACGGCGCAAGC TG TCGCTACAGGATGGGCCCGCGECECATTAGCTAGTTGET
GAGGTAACGGCTCACCAAGGCGACGATGOGTAGCCGACCTCAGAGGGTCATCGGCCACACTOGGEACTCAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGAATCTTCCG
CAATGGACGAAAGTCTGACGGAGCAACGCCGCETCAGCGAAGAAGGCCTTCGGETCCTAAAGCTCTGTTETTAGGCAAGAACAAGTAGCGTAGT AACTGGCGTTACCTTGACGGT
ACCTAACGAGAAAGCCACGGCTAACTACGTGCCAGCAGCCGCGGTAAT ACGTAGG TGO CAAGCGTTGTCCGGAATTATTGGGCGTAMAGCGCGCGCAGGCGGTTCCTTAAGTCTG
ATGTCAMGCCCACGGCTCAACCGTGGAGGETCAT TOGAAACTGOGGCACT TCAGTGUAGAAGAGGAGAGCGCAATTCCACGTGTAGCGGTCAAATGCGTAGAGATGTGGAGGAA
CACCAGTGGCGAAGGCGGCTCTCTGGTCTGTAACTGACGCTGAGGCGCCAMAGCGTGOGEAGCAAACAGGAT TAGATACCCTGGTAGTCCACGCCGTAMACGATGAGTGCTAAGT
GTTAGAGGGTATCCACCCTTTAGTGCTGTAGCTAACGCAT TAAGCACTCCGCCTGGGGAGTACGCTCGCAAGAGTCAAACTCAAAGGAATTCGACGGGGGCCCGCACAAGCGGTGG
AGCATGTGGTTTAATTCGAAGCAACGCGAAGAACCTTACCAGGTCTTGACATCCCCTGACAACCCGAGAGATTGGGCGTTCCCCCTTCGGGGGGACAGGGTGACAGGTGGTGCAT‘
GGTTGTCGTCAGCTCGTGTCGTGAGATGTTGGGTTAAGTCCCGCAACGAGCGCAACCCTCGACCTTAGTTGCCAGCGAGTCAAGTCGGGCACTCTAAGGTGACTGCOGGCTAAAL |
GTCGGAGGAAGGTGGGGATGACGTCAEATCATCATGCCCCTTATGACCTGGGCTACACACGTGCTACAATGGGCGGTACAEAGGGTTGCGEACCCGCGAGGGGGAGCCAATCCCAl:
AAAAGCCGCTCTCAGTTCGGATTECAGGCTGCAACTCGCCTGCATGAAGCCGGAATCOCTAGT AATCGCGCATCAGCATGCCGCGGTGACATACGTTCCCGGGCCTTGTACACAC |~
CGCCCGTCACACCACGAGAGTTTGCAACACCCGAAGTCGGTGAGGTHACCCTTACGGGAGCCAGCCGCCGAA

>heribacillus, pallidus, /Z26930/,

CTCAGGACGAACGCTGGCGGCGTGCCT AATACATGCAAGTCGAGCGGACCGAAGGGAGCTTGCTCCTTTAGG T TAACGGCGGACGGGTCAGT AACACGTGGGCAACCTGCCCTGE
AGACTGGCATAACT TCGGGAAACCGGAGCT AATACCGGAT AACACCGAMAACCGCATGGTTTTCGGTTGAAAGGCGGCTTTTAGC TG TCACTGCAGGATGGGCCCGCGGCGCATT
AGCTAGTTGGTGAGGTAACGGCTCACCAAGGCGACGATGCGTAGCCGACCTGAGAGGGTCACCGGCCACACTGGEACTCAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAG
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1. Gecbacillus sp.A83/DD642087.1/

2. Geobacillus sp.Sy-14/zfo77215. HENNEEERNAEEEEEAENNRANNCAREARGRNNRAREEEEEERCRAERNNERA
3. Geobacillus pallidus|aBss3¢si. MENNEEEENAGEEEERERRREENGERERNEERNNNARCEEREREREERNACHE
4. TC175 EEBEEEANACFEEECRRE ERCAREANG RN AREREEEREARERRACER
5. bacillus licheniformis/AE01733 MENNGEEENAEEEEENGRRNENNGAREANGARRNAAGEEEEERERRERNACHR
6. TC124 EEBEEENNACEEE R CRERENRCAREARGARRREAEERERERCARERNACER
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15. TC154 ENBEEENRAEEEEEAGRRNAERCAEEARERERRAARAEENRACARERRREE
16. Sulfolobus acidocaldarius|D1437MNNBNEEENENEEEENGRRENENEAEERNNCRERAARCREEEEERRENERERE




SN
Selection

D Create New W {'.‘;y ‘ ] (i,.

(& Open "8 a » Y Yy

Reopen »
Close n Sequences ]

Phylogenetic Analysi

g Save Session Ctrlts
Export Alignment 14

= V DHA Sequences

Protein Sequences

Translate/Untranslate
atg Select Genetic Code Table




MS: TreeExplorer (C:\Users\ADMINI~1\AppData\Local\Temp\PhyloAnalysis-1.meg) o | @ | &
File Image Subtree View Compute Caption Help

B8 n| 8§ E€dE

[ [y Original tree |Bootstrap consensustreel

3

'E gg bacillus licheniformis/AE01733

«© bacillus sp.3560BRRJ/JF309230.

B 52

i 35 TCH

E] - Geobacillus pallidus|AB543491.

Q= 100 |TC175

ﬁ 56 Geobacillus sp.A83/DQ642087 .1/

i 100! Geobacillus sp.SY-14/EF077219.
98

]E[: Aneurinibacillus sp.D2/FJ26895

&

Brevibacillus sp.UA4 2011 /HQ6
—SSI Brevibacillus thermoruber/AB48
gg_l Pseudomonas sp.PG5/JF345177.1/
TC156
100| \Pseudomonas putida/HM446003.1/
SS-I TC154
Sulfolobus acidocaldarius|D14876.1|

0.05




e

5. AR KB

MEE

ARSI

B o T LB R prid i gk Az ek, 2R Ja sidilmageik 35 LEMF#%

A ORAF LA

MS3; Tree Explorer (C:\Users\Administrator\Desktop\for abc.mts)

==

"M

File Image Subtree View Compute Caption Help
HS® Né§ & EE£E:
| [y Original lfee |Bootstrap consensus tree]
'C'Eg M5: Tree Options Bl l
is/AE01733
’E Tree l Branch Labels lScaIe] Cutoffl O
3
v Display Taxon Names

£, play Font | DBRRJ/JF309230.
& —Jv Display Markers
i shape|Non v|  Color [N ~] | Hus|AB543491.
G{E Geobacillus sp.A83/DQ642087.1/ &
ﬁ Geobacillus sp.SY-14/EF077219.
sty Geobacillus pallidus|AB543491. pamiQes2nar. 1
&4 TC175 i Y-14/EF077219.

bacillus licheniformis/AE01733 3 L
E TC124 5p.D2/FJ26895
E‘; bacillus sp.3560BRRJ/JF309230. UA4 2011 /HQ6

TCo1 rmoruber/AB43

Aneurinibacillus sp.D2/FJ26895
Brevibacillus sp.UA4 2011 /HQ6

;_| Pseudomonas sp.PG5/JF345177.1/

Brewbacullus thermoruber/AB48 2 TC156
Pseudomonas putida/HM446003.1/
? Hel oK Cancel
s 2 J — Xc -ITC154

Sulfolobus acidocaldarius|D14876.1|

0.05




MS5: Tree Explorer (C:\Users\Administrator\Desktop\for abc.mts) =) H_@—H &3

File Image Subtree View Compute Caption Help

HO® (& § & <8 €0

[y Original tree IBootstrap consensustreel

AL A
ME 99, bacillus licheniformis/AE01733
g 99//TC124

£, 52 bacillus sp.3560BRRJ/JF309230.
= g5' TC91

— 98 Geobacillus pallidus|AB543491.
d= 7501 TC175

= 56 Geobacillus sp.A83/DQ642087.1/
) a8 100' Geobacillus sp.SY-14/EF0772189.
=) Aneurinibacillus sp.D2/FJ26895

5 | Brevibacillus sp.UA4 2011 /HQ6

99' Brevibacillus thermoruber/AB48
99, Pseudomonas sp.PG5/JI
ﬁ TC156
100\_{ Pseudomonas putida/HM
99' TC154
Sulfolobus acidocaldarius

— N

‘ nnNoc ’ —’—I




M5: Tree Explorer (C:\Users\Administrator\Desktop\for abc.mts)
File

Image

Subtree View Compute Caption Help

HS® 8 § & €& €

r[}: Original tree l Bootstrap consensus tree I

3l
'E

i £ &

oo e

o

SEh
1R7F7E (1) I W SE
R —
o~ (i
ﬁiﬁii%fﬂﬁ"]fﬁ ‘
. ' Administrator
&5 Eorwits

3
g RS Fooddss
k]

~v| ¢ @5k By

m

| 1877 (5) |

HEH,
) | e
| ’ g
Pods:
pratE ==k lfor abe2
{R1F2BI(T):  [Enh. Meta File (k. enf)

| BA |
4

7.1/

3.1/

76.1|




99 bacillus licheniformis/AE01733
99 |'TC124
bacillus sp.3560BRRJ/JF309230.
TCO1l
Geobacillus pallidus|AB543491.
100 ' TC175
56 Geobacillus sp.A83/DQ642087.1/

o3 100  Geobacillus sp.SY-14/EF077219.
Aneurinibacillus sp.D2/FJ26895
Brevibacillus sp.UA4 2011 /HQ®6
99

Brevibacillus thermoruber/AB48

La

99 | Pseudomonas sp.PG5/JF345177.1/
ﬁ TC156

100 || Pseudomonas putida/HM446003.1/
g9 ' TC154

Sulfolobus acidocaldarius|D14876.1|

0.05

Rt A8, R R, R)E OREORE AR L (R4 RHA,
FP 405 S R G 5 IR A4 D




99 | bacillus licheniformis ( AE01733)
99 PT0124
5 bacillus sp.3560BRRJ ( JF309230 )
95 | TCo1
98 ( ‘Geobacillus pallidus ( AB543491) .

100 | TC175
56 Geobacillus sp.A83(DQ642087)

98 100 | Geobacillus sp.SY-14(EF077219)

Aneurinibacillus sp.D2(FJ26895)
| Brevibacillus sp.UA4 2011 (HQ601005)
99 | Brevibacillus thermoruber (AB757752)
99 ,Pseudomonas sp.PG5(JF345177)
f TC156

100 h Pseudomonas putida(HM446003)
99 | TC154

0.05

Sulfolobus acidocaldarius(D14876)




FE A SR E ey 75 2R 20T oy 535 5 1
M RE KB W Foag e




g |




