Region 1 (ASF1)
ASS1 (MW364375) C—AATA-G-——————GTATGCTTAGGGAG-GAG
SPLDaP1 (0P020448)
SPLDaP2 (0P020449)
SPLDaP3 (0P020450)
SPLDaP4 (ON921300)
SPLDaP5 (ON921301)
SPLDaP6 (ON921302)
SPLDaP7 (ON921303)
SPLDaP8 (ON921304)
SPLDaP9 (ON921305)
16Sr1-A (AY389828)
165r1-C (HQ530150)
16Sr1-D (AY265206)
16Sr1-E (AY265213)
16Sr1-F (AY265211)
16Sr1-H (AY265288)
16Sr1-K (U96616)
16SrI-L (GU223210)
16SrI-M (AY265209)
16ST1-N (AY265205)
16Sr1-0 (AF268405)
16Sr1-P (EU333397)
16Sr1-Q (AY034089)
16Sr1-R (KP662136)
16Sr1-S (KX691443)
16SrI-T (FJ914639)
16Sr1-U (FJ914650)
16Sr1-V (JX857822)
16Sr11-A (JX403944)
16SrITI-A (JN903385)
16Sr1V-A (KX982668)
16SrV-A (AY197658)
16STVI-A (AF409070)
16SrVII-A (AF105317)
16SrVITI-A (AF248956)
16Sr1X-A (KJ817873)
16SrX-A (AF248958)
16SrXI-A (AB052873)
16SrXTT (AY739654)
16STXITI-A (AF248960)
16STXIV-A (AJ550984)
16SrXV-A (AF147708)
16STXVI-A (AY725228)
16STXVII-A (AY725234)
16STXVITI-A (DQ174122)
16STXIX-A (AB054986)
16SrXX-A (KP851770)
16STXXI-A (AJ310849)
16STXXI1-A (KF751387)
16STXXITT (AY083605)
16STXXIV-A (AF509322)
16SrXXV-A (AF521672)
16STXXVI-A (AJ539179)
16SrXXIX-A (EF666051)
16STXXX-A (FJ432664)
16STXXXI-A (HQ225630)
16STXXXIT-A (EU371934)
16STXXXITI-A (AY135523)
NSQ1
NSQ2
NSQ3
NSQ4
NSQ5
NSQ6
NSQ7
NSQ8
NSQ9
NSQ10
NSQ11

Region 2 (ASF2) Region 3 (ASR1 Region 4 (ASR2

Figure S1. Alignment of 16S rRNA gene nucleotide sequences from 10 SPLDaP (165rI-B) (ASS1, SPLDaP1 to SPLDaP9), 18
subgroups of 165r1 (-A,-C to -V), 30 representative 16Sr groups (16Srll to 16SrXXXIII), as well as 11 non-target bacterial species
(NSQ1- NSQ11) amplified from the sisal in the 5'-to-3' direction, and four regions (1-4) of sequence polymorphism were trimmed.
The primers ASR1 and ASR2 is the reverse compliment to the region (3, 4) highlighted in Figure S1. '----' represented spacer
sequence, '....' represented same sequence as target primer.



