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Figures and Tables

D

x: L33765 x: L33765

v: OM827254 y: OM215201

Enzyme ‘.\'X ’.\'y ny Enzyme N .\'_‘. ny
AlI(AGCT) 4[4 4] JANKAGCT) 44 4
BamHI(GGATCC)| 1 | 1 | 1 BamHI(GGATCC)| 1 | 1 | 1
Bfal(CTAG) |4 | 4| 4 | |Bfal(CTAG) 44| 4
BStU(CGCG) [ 3 | 3] 3 | [BstUKCGCG) 3033
Dral(TTTAAA) |2 [ 2] 2 || |[DralTTTAAA) [2 2] 2
EcoRI(GAATTC) [ 2 [ 2 2 || [EcoRIGAATTC) [2 [2 ] 2
Haell(GGCC) [ 4 [ 4 4 || [HeelGGCC) [ 4[4 4
Hhal(GCGC) 2 2] 2] [HhanGcGo) 2 2] 2
Hinf(GANTC) [ 3 [ 3] 3 | [HinfiiGANTC) [3 3] 3
Hpal(GTTAAC) [2 [ 2] 2 || [HpanGTTAAC) [2 ]2 2
Hpall(CCGG) [ 6] 6] 6 Hpall(CCGG) 6[6] 6
KpnI(GGTACC) |1 |1 1 KpnI(GGTACC) |1 |1 | 1
MseI(TTAA) 77 7] |MsextTAA)  [7[7 [ 7
Rsal(GTAC) 4[4 4] [RsalGTAC) 44 4
Sau3AIGATC) [ 3 [ 3] 3 || [sausanGarc) [3 [3] 3
SSPI(AATATT) | 1 | 1] 1 SSPI(AATATT) [ 1 [ 1] 1
Tag(TCGA) |4 4] 4 Taq(TCGA) 44 4

Supplementary Figure S1. The virtual RFLP pattern analysis by iPhyClassifier. In silico digestion
of the 1.2 kb DNA fragment of the 16S rRNA gene of Pisum sativum witches’ broom
phytoplasma (accession No. OM827254) (A), Parthenium hysterophorus witches’ broom
phytoplasma (accession No. OM215201) (B), and peanut witches’ broom phytoplasma
(accession No. L33765) (C) were performed to generate the virtual RFLP patterns. D, The
comparison details of virtual RFLP patterns of L33765 (x) and OM827254 (y) or OM215201 (y)
are presented. Ny and Ny are the total numbers of DNA fragments resulting from enzyme
digestions in x and y, respectively. Ny, is the number of DNA fragments shared by x and y.



Supplementary Table S1 Primer sequences

Name Sequence

P1 5' AAGAGTTTGATCCTGGCTCAGGATT 3! For

P7 5' CGTCCTTCATCGGCTCTT 3! Rev

R16F2n |5' GAAACGACTGCTAAGACTGG 3' For

R16R2 5' TGACGGGCGGTGTGTACAAACCCCG 3! Rev

Imp F 5" ATCG GGATCC ATAAAAACATTAACAACTAAAGAT 3’ |[EPWB IMP (-TM) For
Imp R 5’ CTAG CTCGAG TTATGATTGTAATTTTAAGTCTGT 3’2 |[EPWB IMP (-TM) Rev
PHYL1 F |5 CCAAAATATGTTAACTCGTGC 3’ Phytoplasma PHYL1 for
PHYL1R |5 TGTTCATATTATGAAAACTCC 3’ Phytoplasma PHYL1 rev
SAP11F |5 TTGAAACCAACCAACTTATAG 3’ Phytoplasma SAP11 for
SAP11 R |5 ACTG CATATG ATCCCGAATGAGGAATTCATC 3¢ Phytoplasma SAP11 rev

?Underline indicates the restriction enzyme cut site for BamHI.

b Underline indicates the restriction enzyme cut site for Xhol.

¢ Underline indicates the restriction enzyme cut site for Ndel.




