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. jum melioti GR plasmid pRmeGR4b, complete sequence
Sinorhizobium melilot train USDALO21 plasmid accessoryA, complee sequence
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Sinorhizobium meliloti plasmid pSmeSM11a, complete sequence
Sequence ID: DQ145546.1 Length: 144170 Number of Matches: 1

Range 1: 141793 to 142452 GenBank Graphics

Score Expect Identities Gaps Strand

1109 bits(600) 0.0 643/660(97%) 17/660(2%) Plus/Plus

Query i ATGGCTGATGAGCGCTCCAAAGGTTCATACACCTATCCCAACACGTCGGACGATCCAGAC 60
(AN RSNV RA RN RN NN NN SRR NRN NN NARA Y]

Sbjct 141793 ATGGCTGATGAGCGCTCCAAAGGT TCATACACCTATCCCAACACGTCGGACGATCCAGAC 141852

Query 61 GGACGAACGTTCTGAAAAAC - -ATGGGGAATTGAAACCCATTCCGAGCTGCGCGTGAAA 118
IIIlIIIIIIIlIII|IIIII RNV RN RNy R NNy

Sbjct 141853 CGGACGAACGTTCTGAAAAACAGATGGGGAATTGAAACCCATTCCGAGCTGCGCGTGAAA 141912

Query A2 TR LT g A e T T T 272

Sbjct 141913 GAGTATCGCGCGACCGCGGTGCGGATGCAGGAAATCGCTGAAGGAGACGGCCCGCAAGGC 141972

Query 179 GCCCACCTGAAG- -GATTCACGGTTACATTTTTCAGGATGTGTACGAA 236
III]IIIIIIIIIIIIIIIIIIII POLLELEE e ittinirtl

Sbjct 141973 TTCGACAAAGCCCACCTGAAGGCGATTCACGGTTACATTTTTCAGGATGTGTACGAA 142032

Query 237 TGGGCCGGTCATACGCGCAACGAAAG- -CCGTCGTTGAGGGTCAGCGCGTAGAGCCGATC 294
IIIIIIIIIIIIIIIIIIIIIIIIII SN ERNS NN NN NNEn!

Sbjct 142033 TGGGCCGGTCATACGCGCAACGAAAGTCCCGTCGTTGAGGGTCAGCGCGTAGAGCCGATC 142092

R 1 I O DTttt e

Sbjct 142093 GGCGGCCTCTCTAAGGGCGGCACGTCCTTCCTGCCCGGCTCGCGCATAGAAATGGGTCTG 142152

Query 255 MR AT T i 22

Sbjct 142153 GACGAGGCGCTGAAGCCGATCCGAGATCCGCAGGCCTTTCGCAATGCAACGCCTGAGGAG 142212

Sinorhizobium meliloti (Sequence ID= CP 021215.1) \ oL ¢ =L

(Lo ¥ szl.gél.&grquv Sl gmen Lo y3)

Sinorhizobium medicae WSM419, complete genome

s

e 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

Sbjct 135
Query 61

Sbjct 195
Query 119
Sbjct 255
Query 175
Sbjct 315
Query 235
Sbjct 375

ATGGCCAATACAACTTCGGCGAAAAAGGCGACCCGCAAGATCGCACGCCGTACCGCAGTG 60

[LCLCLELELL L L L L L L LT

ATGGCCAATACAACTTCGGCGAAAAAGGCGACCCGCAAGATCGCACGCCGTACCGCAGTG 194

AACAAGGCCC--CGTTCGCGTGTTCGTAACTTCGTCCGCAAGGTCGAAGAGGCGATCGCT 118

FLCLCLELLE  CELE L L LTl

AACAAGGCCCGTCGTTCGCGTGTTCGTAACTTCGTCCGCAAGGTCGAAGAGGCGATCGCT 254

TCCGGCGATCAGGCAGTCGCA- -CGCCGCCCTGAAGGCA - -GCAGCCGGAGCTGATGCGT 174

PULCLLLLERLLLEE L Lt Ll LLLEELEL LT

TCCGGCGATCAGGCAGTCGCAGCCGCCGCCCTGAAGGCAGCGCAGCCGGAGCTGATGCGT 314

GCCGCTACCAAAGGCGTGATGCATTCCAACACGGCGTCGCGTAAGGTTTCGCGCCTGGCG 234

II|I|I|IIIIIIIIIIIIIIIIIIII||l|III|IIIIIlIIIIIIIIIIIIIII]III

TACCAAAGGCGTGATGCATTCCAACACGGCGTCGCGTAAGGTTTCGCGCCTGGCG 374

CAGCGTGTGAAAAGCCT--CGGCCTAA 259

IIIIIIIIIIIIIIHI 1111111
GCGTGTGAAAAGCCTTTCGGCCTAA 401

Sinorhizobium medicae (Sequence ID= CP-000738.1) ¥ s Lo (¢ U

(o33 Y 3k sl 8 5V Sl g As)d)

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
it o o .
Sbjct 38472 ATGGAACCTCTTATTCTCCGTCTGGGACTTGCTCTGGCAATAGGTTTGCTTGTGGGGCTC 38531
R .
Sbjct 38532 GAGCGTGGATGGCGCGAAAGGGAAGCGCCGGCAGGCAGCCGCACGGCAGGCATCCGCACT 38591
Query 112 TACGGTATTTCCGGTCTGCTTGGAGGGATAGTGGCC - - -CTGTCCGACGCACAGCGCAGC 168
CECCCPERERERREEEE L EEE L e LLELEEEEEEEELETTETT T
Sbjct 38592 TACGGTATTTCCGGTCTGCTTGGAGGGATAGTGGCCGCACTGTCCGACGCACAGCGCAGC 38651

Sinorhizobium meliloti (Sequence ID= DQ-145546.1) v oL s SU

(o ¥ 3L la U5 54970 Jlisan A )d)

s S SL bl ok car sl e -0 IS

\ias
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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, 16rRNA gene.
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