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CENEI T3 plasmid A, complete sequence

—

meliloti RULLO0L plasaid pSmeRU b, complete sequence

meliot sirain HMO06 plasmid accessory A, complete sequence

Sinorhizobium meliloti strain TOT3 plasmid acoessoryA, complete sequence

fredii strain NXT3 plasmnid pSfreNXT3a, complete sequence

melioti GR4 plastid pReGR4b, complete sequence

weliloti strain USDAIOZI plasnid accessoryA, conplete sequence

Sinorhizobium meliloti plasmid pHRCO17, complete sequence

0 Sinorhizobium melioti strain M270 plasmid accessoryA, conplete sequence

!— Sinorhizobium el srain USDALST plastid accessory A, complete squence

f

"Sinothizobium americanum CCGMT plastmid A, complete sequence
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Sequence ID= & 55 a5 oLS poms 3l edd glubs

35 (Y 5 ,SL) Sinorhizobium medicae (CP-000738.1)

W as g e oS Sl ol ¥ oojled oS0 oIS

Sequence ) S .55 S, (Medicago sativa) Wi

Devosia sp. Al6, complete genome

il 3. proteot | 3 leaves

] a-proteobacteria | 45 leaves

|

a-proteobacteria | 5 leaves
proteobactetia | 3 leaves
-y ia| 2 leaves

Sinorhizobium meliloti sirain KH35¢ chromosome, complete genome
|' a-proteobacteria | 19 leaves
4 Sinorhizobium meliloti strain USDAID2 chromosome, complete genome

[

Sinorhizobium meliloti RUNL0L, complete genome
a-proteobacteria | 2 leaves

< and bacteria | 2 leaves
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Sinorhizobium meliloti plasmid pSmeSM11la, complete sequence
ID: DQ145546.1 Length: 144170 Number of Matches: 1

Range 1: 141793 to 142452 GenBank Graphics

Score Expect Identities Gaps Strand

1109 bits(s00) 0.0 643/660(97%) 17/660(2%) Plus/Plus

Query 1 ATGGCTGATGAGCGCTCCAAAGGTTCATACACCTATCCCAACACGTCGGACGATCCAGAC (==}
sorer 1e17> N ONHE OGO s
Query 61 GACGAACGTTCTGAAAAA vt GAAT CCCATTCCGAGCTGCGCGTGAAA 118
soren aeness L HOME SN IO e
Query 119 GAGTATCGCGCGACCGCGGTGCGGATGCAG CGCTGAAGGAGACGGCCCGCAAGG 178
s asion> LGOI oo
Query 179 AATTTCGACAAAGCCCACCTGAAG- -GATTCACGGTTACATTTTTCAGGATGTGTACGAA 236
soren aeasrs MHHLUEOIIE SHIEHIORA ORI ..
Query 237 TGGGCCGGTCATACGCGCAACGAAAG- -CCGTCGTTGAGGGTCAGCGCGTAGAGCCGATC 294
soren 1en0ns MLl UEITE, SEHEHAINIIHIT (o
Query 295 C CTCTAAGGGCGGCACGTCCTTCCTGCCCGGCTCGCGCATAGAAMATGGGTCTG 354
S (o
Query 355 GACGAGGCGCTGAAGCCGATCCGAGA - -CGCAGGCCTTTCGCAATGCAACGCCTGAGGAG 412
sorer 1em1s> ST, ST IO ..

Sinorhizobium meliloti (Sequence ID= CP 021215.1) \ » Lo s sSL

(Loys Y L;)'l{L;LA*f‘,‘WL;}ijJ.‘a):)

Sinorhizobium medicae WSM419, complete genome
Sequence ID: CP000738.1 Length: 3781904 Number of Matches: 1

Range 1: 135 to 401 GenBank Graphics

Score

442 bits(239)

Expect Identities Gaps Strand
4e-120 259/267(97%) 8/267(2%) Plus/Plus

Query 1

Shjct 135

Query 61

Sbjct 195

Query 119

Sbjct 255

Query 175

Sbjct 3215

Query 235

Shjct 375

ATGGCCAATACAACTTCGGCGAAAAAGGCGACCCGCAAGATCGCACGCCGTACCGCAGTG 69

ATGGCCAATACAACTTCGGCGAAAAAGGCGACCCGCAAGATCGCACGCCGTACCGCAGTG 194

AACAAGGCCC- -COTTCGCGTGTTCGTAACTTCGTCCGCAAGGTCGAAGAGGCGATCGCT 118

AACAAGGCCCGTCGTTCGCGTGTTCGTAACTTCGTCCGCAAGGTCGAAGAGGCGATCGCT 254

CCGGCGATCAGGCAGTCGCA- -CGCCGCCCTGAAGGCA- -GCAGCCGGAGCTGATGCGT 174

CCGGCGATCAGGCAGTCGCAGCCGCCGCCCTEGAAGGCAGCGCAGCCGGAGCTGATGCGT 314

CGCTACCAAAGGCGTGATGCATTCCAACACGGCGTCGLGTAAGGTTTCGCGCCTGGLG 234

CGCTACCAAAGGCGTGATGCATTCCAACACGGCGTCGLGTAAGGTTTCGCGCCTGGLG 374

T?TCGTGTGAAAAGCCT——CGGCCTAA 259

FLLLCELEEEEEEL TLLEE
CGTGTGAAAAGCCTTTCGGCCTAA 481

Sinorhizobium medicae (Sequence ID= CP-000738.1) ¥ ol (s L

(Aoys Y 3L L;Laﬁ,s’,w Sliseen Lo ys)

Sinorhizobium meliloti RU11/001 plasmid pSmeRU11c, complete sequence
Sequence ID: CP021215.1 Length: 144210 Number of Matches: 1

Range 1: 38472 to 39722 GenBank Graphics

Score Expect Identities Gaps Strand

1910 bits(1034) 0.0 1189/1251{95%) 62/1251(4%) Plus/Plus
Query 1 AACCTCTTATTCTC- - TCTGGGACTTGCTCTGGCAATA- - - -TGCTTGTGGGGCTC 54
e sowre MO TSI .,
Query 55 GAGCGTGGATGGLG- - - AAGGGAAGCGCCGGCAGGCAGLCGLACGGCAGGCATCCGCACT 111
Sojer 38532 BAMATGOATEAbCaAMGbOARGLCLEL A AGCLSCACGEAATELAALT  s8sor
Query 112 TACGGTATTTCCGGTCTGCTTGGAGGGATAGTGGCC - - -CTGTCCGACGCACAGCGCAGC 168
Sojer 359 TAUGTAT TG THoGAGATAC IS scaTe Tt LA AAGE 38651

Sinorhizobium meliloti (Sequence ID= DQ-145546.1) ¥ » Lo s sSL

(Lo f 3k gl S 54970 Slisan o))

s S SL ) 3L i 3l -0 IS
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3 55 Kb s 5 gl b bk (65 e

sl 0 Car il el alis glag SL ¢ b Calas
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‘ Hi(i|*-rn'|| s [‘---|- : va R R AT RO ] '-|w'|"||'1!"- |'"'|r'[" '[["[nl"!'" |" I ‘mr n]?\\n'um‘
1-643 (643 basesshown) | A T)| - Lo £ Tods~ | ¥, Download ~ |t Coloing» | @ 7+

Sequence 1D Start 50 10 150 pi] 0 E) 30 40 450 50 50 @y cfnd  Organism
ouery 8201 ElL ] e ]
(TR T I ! ] ] i i I 23,908 [Sinorizobium mellotiRU..] *
DO45546.1 ()% 141793 ] ] ] ] 1 1 142,452 Sinorhizobium melilof
CPOES1 ()% 206 | ] | |] 1 | ] 1 T1I 207,468 [Sinorhizobium melilof
1J0665880.1 4 I I T e N N | ] [ A Tt TII' 206,470 [Sinorhizobium melilot
EER G | | 1] T il n |1 (| | 1 [ 1] I 1 Sinorhizobium americanu.
CP021815.1 [ 1 1 LT e i | 1 1 1 Sinorhizobium melilat
CP0217%6.1 [E | I FEEEEEL == Il i | II 32,410 [Sinorhizobium meliloti
[ e o (ER bR ] 11 [l I 1| | [ T1 236,039 Sinorhizobium melilot
CPO2IB07. (- ] I'l F I I E T894 [sinorizobium mellot
cPOuENn 7 T 1 Y A 1] | [T 10 [ | T 75,108 [Sinorhizobium mefilti
003035, Il 1 e e | 216,844 Sinorhizobium meliot GR4
[EIT [ R I A A 1l 1 FETIT T 0 P 74570 [Siarhizobium melfot
P03034) (¥ (- [ I (I o A 1 e AT 11 01174,260 fsinortizobium el GR4
QUAEL ¢ N 1 1
POI3IB1 () e 1 I [T ] I T T T T 21,251 finorhizobium ameticanum
HEGIEORL ¥ 1 1 1 A T R A 1 T{I 142,291 [Snorizobim il HHI03
CP021214.1 B0 Il il ] 1l T1HI | 1l 16832 Isinorhizobium melioti RU...| ¥

DA 1 - 643 (542 basesshovr) - master Query 8201

Sinorhizobium meliloti (Sequence ID= CP 021215.1) \ s Lo ¢ sSL
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Sequence ID Sart ¢ 0 2 B 4 N @ T & S M fD 20 10 M0 150 460 7 480 10 200 20 20 20 20 202End  Organism
[query 61728 ¥ | E
[GE! 1 T 101 Srorizobium mediae V.| *
[ m I I T 53,164,54{Siorhizobium melloi
2 A || 1 T 1241,630 [Sinorhizobium mefloti
B |1 I T1435,178 [Sinorhizabium mefiti
10 I 397,184 [Sinorhizobium melloti
|CPOL04E5.L (o nm I 397,132 [Sinorhizobium meliot
[RGB I || I T 395,453 [Snorizobium mefiot
R i | I T 156,396 |Sinarhizobium melioti
1Bl ¢ A ] I T 11,043,28(Sinorhizobium melloti
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CP1793.1 EE I 1] I [ I Mj‘swmrmmb\ummemou
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CPO09144.1 (4% 412,307 imn 1k 1§ T 112,573 [Sinorhizabium mefllei |
DNA: 1259 (259 bases shown) - master Query 61729 i
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Variation of rhizobium bacteria isolated from the ribosomal nodes
of the root of alfalfa (Medicago sativa) plant using 16rRNA gene
shear fragments
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Abstract

Alf Alfa (Medicago sativa) plant was collected from the area of Andimeshk and in the
spring of 2018. To express the 16S rDNA gene, the isolated bacteria were cultured in
YMA environment under aerobic conditions and at a temperature of 25-28 °c. Genomic
DNA localization was performed using the DNA extraction kit of SINA Gene Co.
General and complete primers of sinobium bacteria were extracted from the NCBI site
based on 16s rRNA gene sequences, and were used in sequencing the isolated bacteria
genes in this study. The sequencing obtained by using Chromas Pro software was edited
and compared using blasting software in NCBI database of three strains of alpha-alpha
(Medicago sativa) were isolated and identified. The microscopic and macroscopic
studies of the bacteria were identified. Bacterium 1 was identified as Gram-negative and
caused by cream and embossed colonies, the second Gram-negative bacteria, with red-
colored colonies and third bacterial colony isolated from the genus Alfalfa (Medicago
sativa) plant. Sequencing results of 16S rRNA strains isolated from the Rhizoum species
(Sequence ID = CP 021215.1) Sinorhizobium Meliloti (bacterl) (overlapping
percentages 97 and game chats 2 percent), the second bacterium Sequence ID = CP-
000738.1)) Sinorhizobium Medicae (bacteria 2) (the overlap percentage of 97 and 2-
percent game chats) and third bacteria (Sequence ID = DQ-145546.1) Sinorhizobium
meliloti (overlapping percentages 04.96 and 4% game chats) were identified.

Key words: diversity, pathogenic bacteria, Khak, alfalfa, 1L6rRNA gene.



