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APPENDIX A
REAGENTS PREPARATION

1) Luria-Bertani (LB) Medium

Bacto - tryptone 0 g
Bacto - Yeast extrct 0
NaCl 0 g

Adjust pH to 75 with IMNaOH, add ddH.U upto 1,000  ml

Shake until the solutes are dissolved. Sterilize by autoclaving for 20 min at 15
los on liquid cycle. To iriake an agar medium add 20 g of agar to the 1L
solution and sterile by autoclaving 120t °C at 15 |b/sg.in..min 15for

2) Sahouraud Dextrose Agar (SDA) pH 69
Dehydrated SDA agar (Difco) 05 ¢
Distilled water 1,000 ml
Mixed well thoroughly, and sterile by autoclaving.

3) Sahouraud Dextrose Broth (SDB) pH 6.9
Dehydrated SDB (Difco) 0N g
Distilled water 1000 ml

Mixed well thoroughly, and sterile by autoclaving.



4)  Zoospore induction medium

4.1) Solution 1
K:HPQ..5 H.0
khZod
NHiHZ 04
Distilled water up to

4.2) Solution 2
MgCI26H2)
CaCl22HD

Distilled water up to

19

114 g
68 ¢
575 g
50 .mL

2.54 0
1.84 0
25 mL

The medium is prepared by mixing 0.5 ml of solution 1and 0.1 ml of solution 2
Adjust the volume of the medium to 1000 ml with distilled water.

5) Ampicillin (Amp 50)

Ampicillin
Sterile distilled water

0.50 0
0 mL

Mix by shaking until Ampicillin has dissolved. Filter and aliquot 1 mL. Store

aliquots at -20°c.
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6) X-gal
X-gal 02 ¢
DMF (DiMethyl Formamide) 100 mL

or 50% DMSO (DiMethyl-Sulfoxide)
Mix by shaking until X-gal has dissolved. Aliquot 10 ml. Store aliquots at -20°c

7) Ethidium Bromide Smg/mL - in distilled water

8) 6X agarose-gel loading buffer

Bromophenol blue 0.025 ¢
Xylene cyanol FF 0025 ¢
Glycerol 300 mL
Distilled water 6.95 mL

9) 10X TBE buffer

Tris base 108 g
Boric acid % g
0.5 MEDTA (pH 8.0) 40 mL

add DW to final volume of 1Liter.

10) 5.5 M Guanidinium thiocyanate

Guanidinium  thiocyanate 65.0 ¢.
IM Sodium citrate,pH 7.0 25 mL
Sodium lauryl sarcosine 05 g

add DW to final volume of 100 ml.



11) 1M MOPS (3-(N-morpholino)propan sulfonic acid)

MOPS 1047 ¢

DEPC H2) 400
Adjust pH to 7 with NaOH fill up to 500 ml with DEPC H)

12) 5X gel running buffer

1M MOPS 250 mL
3 M NaAc 333 mL
0.35M EDTA, pH 8.0 25 mL

Adjust to 250 mL with DEPC H2). Filter-sterilize through a 0,2 pm. Store at 4°C,
protect from light.

13) 1.5% Agarose gel
Agarose 15 g
IXTBE H mL

Dissolve by heating in microwave ovenand occasional mix unit no

granules of garose are visible,

14) 10X MOPS buffer

MOPS 836 ¢
NaOAC 82 g
Add DEPC-treated DW 800 mL
adjust pH to 7.0 with NaOH

DEPC - treated 0.5 M EDTA (pH 8.0) 10 mL

Adjust the volume to 1L with DEPC treat DW. Sterilize by filtration, store.at RT,
wrapped in foil to protect from light.
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0.5M EDTA (pH 8.)
NaEDTA-2H2
DW
adjust pH to 8.0 with NaOH
DEPC
overnight, and sterilize by autoclaving.

Loading buffer

Formamide

10x MOPS
37 % Formaldehyde
88% glycerol
Bromphenol blue

3122
160 mL

02 mL

20 pL
100 pL
135 pL
50 pL
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APPENDIX B

List of up-requlated transcripts in temperature response (27°C) in p.insidiosum strain PC7.



iz Searchresult by BLASTN  GeneBank : Search result by BLASTx  GeneBank  E- -
Clone (Ep% Anotaton Xspecﬁ\as Accesson E-value ldentty St Ron oy Coecies) . Acceson value  enty

Cl-17/4 245 mitochondrion (Phy. infestans) 17009 1.00E-66 88% ND

Co-17/4 324 28Sribosomal RNA (p.megasperma)  X75631  1.00E-102  90% ND

C3-17/4 323 NM : - f{,%;e'?nﬁgshtgﬁge{e"of_[ﬁd'me“tary EEY55861  2.00E-16  97%

C4-17/4 246  mitochondrion {Phy. ramorum) EU427470  3.00E-57 5% grtggmi‘e°°X'd“““b“””3[Phy' YP001165347 4.00E-22  66%

C5-17/4 537 mitochondrion (Phy. infestans) AY 898627 0 94% ND

C6-17/4 749 288 ribosomal RNA (p.megasperma)  X75631 0 gge  Senescence-associated protein (PICEd  ycaoupsg  sooEss 71%
p.megasp

abies)
C7-17/4 324 285 ribosomal RNA (p.megasperma)  X75631 3.00E-104 91%  ND

C8-17/4 419 Mitochondrion {Phy. sojae) DQ832717  3.00E-135  90% ?PW 10‘}§gfdr°ge”ase subunit 3 YPO01165399 2.00E-66  96%

Co-17/4 286 Mitochondrion (Phy. sojae) DO832717  2.00E-60  84% ['E‘,ﬁyD ra%%'}{]%fge“ase SUDUNLZ v pogi165351  3.00E-18  68%

Cl0-17/4 391 NM . - ribosomal protein L2 [Phy. Sojae] ~ YP001165413  4.00E-16 45%

Cl1-17/4 637  mitochondrion (Phy. ramorum EU427470 0 g5y conserved hypothetical protein BAD04335  0.00E-26  78%
y

[Onion yellows phytoplasma OY-M]
C12-17/4 611 mitochondrion (Phy. ramorum) EU427470 0 96% ND



Sze  Searchresult by BLASTN  GeneBank - Search result by BLASTx  GeneBank  E- -
Cone @y~ Annotation ém%s Roesson  E-VAUe ldenfty  SCRoncton Gpecey  Accesson  vae  denty

C13-17/4 306  28Sribosomal RNA (p.megasperma) — X75631 2.00E-104  91% ND
LT ag0 A Perl 108 FM 956611 0 5% fric icc)tce;r[garlftem Populis xp002337573  O-00E-05 - 60%
CI5-17/4 325  28Sribosomal RNA (p.megasperma)  X75631 1.00E-102  90% ND
C16-17/4 325  28S ribosomal RNA (p.megasperma)  X75631 1.00E-102  90% ND
Cl7-17/4 365  mitochondrion (Phy.ramorum) EU427470  2.00E-140  95% ND
¢ 18-17/4 365  mitochondrion {Phy. ramorum) EU427470  2.00E-140 95% ND
C19-17/4 365  mitochondrion {Phy. ramorum) EU427470  2.00E-140  95% ND
C20-17/4 437  mitochondrion {Phy. ramorum) EU427470  5.00E-123 87% ND
C21-17/4 365  mitochondrion {Phy. ramorum) EU427470  3.00E-139  94% ND
C22-17/4 365  mitochondrion {Phy. ramorum) EU427470  3.00E-139 94% ND
C23-1714 365  mitochondrion {Phy. ramorum) EU427470  2.00E-140 95% ND
C24-17/4 559  Mitochondrion {Phy. sojae) DQ832717 0 95% ND
C25-17/4 365  mitochondrion {Phy. ramorum) EU427470  2.00E-140 95% ND
C26-17/4 365  mitochondrion {Phy. ramorum) EU427470  2.00E-140  95% ND
C27-17/4 561 Mitochondrion {Phy. sojae) DQ832717 0 94% ND
C28-17/4 365  mitochondrion {Phy. ramorum) EU427470  2.00E-140  95% ND
C29-17/4 365  mitochondrion {Phy. ramorum) EU427470  3.00E-139 94% ND
C30-17/4 365  mitochondrion {Phy. ramorum) EU427470  2.00E-140  95% ND : ] ]



Clone

C31-17/4
C32-17/4
C33-17/4
C34-17/4
C35-17/4
C37-17/4
C40-17/4
C41-17/4
C44-17/4
C67-17/4
C68-17/4
C70-17/4
C72-17/4
CT7-1714
C78-17/4
C79-17/4
C80-17/4
C81-17/4
C82-17/4

3

365
365
365
365
365
365
437
365
365
365
559
365
365
437
365
365
365
559
365

Search resultb BLASTN

Annotation Xspeues

mitochondrion {Phy. ramorum
mitochondrion {Phy. ramorum
mitochondrion {Phy. ramorum
mitochondrion {Phy. ramorum
mitochondrion {Phy. ramorum
mitochondrion {Phy. ramorum
mitochondrion {Phy. ramorum
mitochondrion {Phy. ramorum
mitochondrion {Phy. ramorum
mitochondrion {Phy. ramorum
Mitochondrion {Phy. sojae)
mitochondrion {Phy. ramorum)
mitochondrion {Phy. ramorum)
mitochondrion {Phy. ramorum)
mitochondrion {Phy. ramorum)
)
)

O O O O o  — — —

mitochondrion {Phy. ramorum
mitochondrion {Phy. ramorum
Mitochondrion {Phy. sojae)

mitochondrion {Phy. ramorum)

(GeneBank

Accession

EU427470
EU427470
EU427470
EU427470
EU427470
EU427470
EU427470
EU427470
EU427470
EU427470
DQ832717
EU427470
EU427470
EU427470
EU427470
EU427470
EU427470
DQ832717
EU427470

E - value

2.00E-140
2.00E-140
2.00E-140
2.00E-140
2.00E-140
2.00E-140
5.00E-123
3.00E-139
3.00E-139
2.00E-140
0
2.00E-140
2.00E-140
5.00E-123
3.00E-139
3.00E-139
2.00E-140
0
2.00E-140

|dentity

95%
95%
95%
95%
95%
95%
87%
94%
94%
95%
95%
95%
95%
87%
94%
94%
95%
95%
95%

Search result b
Annotation

ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND

e H

GeneBank
Accession

E-value Identity

00



Clone

C83-17/4
C87-17/4
C88-17/4
C89-17/4
C90-17/4
C92-17/4

C93-17/4

C97-17/4

C98-17/4

C99-17/4

C100-17/4
C101-17/4
Cl102-17/4
Cl05-17/4
ClO7-17/4
Cl08-17/4
Cl109-17/4

C1-3/6

&3
437
365
365
365
559
365
365
437
365
365
365
559
365
245
324
245
324

427

Search result by BLASTN

Annotation épECIGS)

mitochondrion (PhY.. ramorum)
mitochondrion {Phy. ramorum)
mitochondrion {Phy. ramorum)
mitochondrion {Phy. ramorum)
Mitochondrion {Phy. Sojag)

mitochondrion {Phy. ramorum)
mitochondrion {Phy. ramorum)
mitochondrion {Phy. ramorum)
mitochondrion {Phy. ramorum)
mitochondrion {Phy. ramorum)
mitochondrion {Phy. ramorum)
Mitochondrion {Phy. S0jae)

mitochondrion {Phy. ramorum)
mitochondrion {Phy. infestans)

285 ribosomal RNA {P.megasperma)

mitochondrion {Phy. infestans)

285 ribosomal RNA {P.megasperma)

Uncultured bacterium partial 16S
ribosomal RNA

GeneBank
Accession

EU427470
EU427470
EU427470
EU427470
DQB832717
EU427470
EU427470
EU427470
EU427470
EU427470
EU427470
DQ832717
EU427470
17009
XT75631
17009
XT75631

FM956611

E - value

5.00E-123
3.00E-139
3.00E-139
2.00E-140
0
2.00E-140
2.00E-140
5.00E-123
3.00E-139
3.00E-139
2.00E-140
0
2.00E-140
1.00E-66
1.00E-102
1.00E-66
1.00E-102

5.00E-177

|dentity

87%
94%
94%
95%
95%
95%
95%
87%
94%
94%
95%
95%
95%
88%
90%
88%
90%

95%

Search result b BLA%TX
es

Annotation (Sped

ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND

ND

(GeneBank

Acoession

E-value Identity



Clone

C2-3/6

C3-3/6
C4-3/6

C5-3/6

C6-3/6
CT7-3/6

C8-3/6
C9-3/6

C10-3/6

Cl1-3/6

Cl2-3/6
C13-3/6

Cl4-3/6

i

245
366

210

699
763

712
245

419

322

417
324

389

Search resuit by BLASTN
Annotation (speaes

28S ribosomal RNA ([.megasperma)

mitochondrion (P/iy. Infestons)

28S ribosomal RNA ([.Megasperma)

Uncultured bacterium clone GASP-
MAIW3_F02 16S ribosomal RNA
gene

NM
285 ribosomal RNA (P.Megasperma)

285 ribosomal RNA (P.Megasperma)
mitochondrion (Pfy. Infestons)

Mitochondrion (Pfiy. so/'ae)

28S ribosomal RNA (P.MEgasperma)

ND
28S ribosomal RNA (P.MEgasperma)

Uncultured bacterium partial 16S
ribosomal RNA

eneBank
on

X75631

17009
X75631

EF662800

X75631
X75631
17009

DQ832717

X75631

XT75631

EF663023

E. value

0

3.00E-63
3.00E-104

8.00E-114

0
0
1.00E-66

3.00E-134

6.00E-101

3.00E-104

5.00E-167

|dentity

98%

87%
100%

99%

96%
96%
88%

89%

90%

91%

97%

Search resuiit b BLASsTx
Annotation (Species

similar to predicted protein, partial
[Hydra magnipapillata]

ND
ND

ND

NM
unknown [Medicago truncatula]

hypothetical protein fArabidopsis
thaliana

ND

NADH dehydrogenase subunit 5
[Phy. SOJaeT.

ND

ribosomal protein L2 [Phy. sojae;
ND

ND

eneBank
jon

XP002168570

ACJ85262

BAF01964

YP001165399

YP001165413

value

9.00E-33

93-38

1.00E-55

3.00E-22

2.00E-49

|dentity

78%

72%

7%

51%

92%



7 Search result by BLASTN ~ GeneBank : Search result by BLASTx  GeneBank -
Clone (%p% Anmolaton Xspeues) Rooesson E-valve ldendty B eces)  Acoesson  Covalle  laentity

C15-3/6 330 28Sribosomal RNA (p.megasperma) — X75631 8.00E-100  90% ND
Cl6-36 324  28Sribosomal RNA (D.Megasperma)  X75631 6 0OE-0l  90% ND
CI7-36 269  mitochondrion (Phy. ramorum) EU427470  6.00E-60  85% ﬁf)ﬁjh{é’rﬂ&ﬁrﬁ]‘idase UDUMILSypogrigs3aT  4.00E-23 6%
CI18-3/6 257 NM - - - N M
C20-3/6 366 28S ribosomal RNA (p.megasperma) — X75631 3.00E-104  100% ND
C21-3/6 365 mri]tochtl)cndrion (Plzy. ramorum) EU427470  5.00E-142 95% ND
Phy. infestons isolate 16/99 tRNA- . .
C22-3/6 527 Efgl tEﬂF’(l)J)gg)) and tRNA-Met EF366732  200E-87  86% rrlatl)r%orﬂr%ﬁ protein L14 [Phy, YPO01165335  5.00E-21  71%
mM (cau)) genes
Uncultured bacterium partial 16S
C23-3/6 427 ribosomal RNA FM956511  3.00E-175 95% ND
Uncultured bacterium partial 165
Co4-3l6 436 e LECRRETM P FM956511  2.00E-177  95% ND
C26-36 358  mitochondrion (Phy. infestons) 1009 100E-147  96% ND
Cor-3l6 595 E’énlgmdmsum 185 ribosomal RNA ap449497 0 99% ND



Clone (363 Search resylt be/ BLASTN  GeneBark £\l Identity Search restit b BLA%TX GeneBark £ _ e Identity

Annotation (species Accession Annotation (Species jon

Uncultured bacterium partial 165 .
C28-3/6 T FM 956511 0 96% ND : :
C29-3/6 196 NM : : | NM - - -
€30-3/6 367 mitochondrion (My. ramorum) EU427470  5.00E-142  95% ND - : -
C31-306 255 NM : : - NM
C32-3/6 192 NM : : - ND
C33-3/6 364 NM : : : ND : : -
C34-3/6 324 NM : : - ND - - -
€35-3/6 367 285 ribosomal RNA (D.Megasperma)  X75631  1.00E-102  100% ND - - -

Phy. lateralis strain PL33 NADH NADH dehydrogenase subunit 5
C36-3/6 828 ot dronenase subunit s A4 LOOETE 8% oy SOjaef YPO01165399  8.00E-56 86%
car-ale  ags b lured bacterium gene fordoS o apgrsios g 00E-128 95w ND : . .
cagale g3 nobltured bacterumgene ford8S o uppr5i05 g ooe1ze o5 - D : : .
£39-3/6 326 288 ribosomal RNA (D.Megasperma)  X75631  6.00E-101  90% ND - - -
C40-3/6 326 285 ribosomal RNA (p.Megasperma)  X75631  6.00E-101  90% ND - - -
C41-3/6 256 NM : : - ND - - -

. similar to predjcted protgin, partial

C43-3/6 520 285 ribosomal RNA (p.Megasperma)  X75631 0 9% ifijdra magnlpapllrata] XP002168570  6.00E-34 78%

:



Clone

C44-3/6

C46-3/6
C47-3/6

C48-3/6
C50-3/6

C52-3/6

C53-3/6

C55-3/6

C61-3/6
C62-3/6

C63-3/6

C66-3/6
C67-3/6
C68-3/6

&

255
367

595
366

321

335

332

326
326

389

330
324
365

Search result by BLASTN
Annotation Xspeaes

Uncultured bacterium clone GASP-
MAIT 3 _F02 16S ribosomal RNA
gene

NM

285 ribosomal RNA (P.Megasperma)

P. insidiosum 18s ribosomal RN A
gene

285 ribosomal RNA ([.Megasperma)

NM

Uncultured bacterium gene for 16S
rRNA
Uncultured bacterium gene for 16S
rRNA

285 ribosomal RNA {P.megasperma)
285 ribosomal RN A {P.megasperma)

Uncultured proteobacterium clone
GASP-MA2S3 BO04 16S ribosomal
RNA

285 ribosomal RNA {P.megasperma)
285 ribosomal RN A {P.megasperma)
mitochondrion (P/ry. ramorum)

eneBank
Cession

EF662800

X75631
AF442497
X75631

AB075125

AB075125

X75631
X75631

EF663023

X75631
X75631
EU427470

E - value

9.00E-120

1.00E-102
0
3.00E-104

1.00E-128

9.00E-129

6.00E-101
6.00E-101

5.00E-167

8.00E-100
6.00E-101
2.00E-140

- Search resuylt by BLASTx
ldentity -~ Annotation (species

100%

100%
99%
100%

ND

NM
ND

ND
ND

ein enhancer of rudimentary

[t
T ?1y. Infestons 730-4)

95%

95%
90%
90%

97%

90%
90%
95%

ND

ND

ND
ND

ND

ND
ND
ND

neBank
lon

EEY55861

E-value Identity

2.00E-16 97%



Clone

C70-3/6
C71-3/6

C72-3/6

C76-3/6
C77-3/6

CT78-3/6
C79-3/6
C80-3/6
C81-3/6
C83-3/6
C84-3/6
C85-3/6
C86-3/6
C87-3/6
C88-3/6

/

/

C89-3/6
C90-3/6

&

365
437

4217

324

389

330
324
330
367
130
742
130
527
365
365

365
130

Search result by BLASTN
Annotation ému%

mitochondrion (P/zy. ramorum)
mitochondrion (P/zy. ramorum)

Uncultured proteobacterium clone
GASP-MA2S3 BO04 16S ribosomal
RNA

285 ribosomal RNA (D.megasperma)

Uncultured proteobacterium clone
GASP-MA2S3 BO04 16S ribosomal
RNA

285 ribosomal RNA (D.megasperma)
28 ribosomal RNA (D.Megasperma)
285 ribosomal RNA (P.megasperma)
285 ribosomal RNA (D.megasperma)
mitochondrion (p/zy. ramorum)

NM
mitochondrion (P/zy. ramorum)
mitochondrion (P/zy. ramorum)
mitochondrion (P/zy. ramorum)

(Przy. ramorum)
(
(Plz

mitochondrion (P/
fzy. ramorum)
lzy

mitochondrion (P
mitochondrion (P

GeneBank
Accession

EU427470
EU427470

EF663023

X75631

EF663023

X75631
X75631
X75631
X75631
EU427470

EU427470
EU427470
EU427470
EU427470

EU427470
EU427470

E . value

2.00E-140
5.00E-123

3.00E-175

3.00E-104
5.00E-167

8.00E-100
6.00E-101
8.00E-100
1.00E-72
2.00E-37

2.00E-37
0
3.00E-139
3.00E-139

2.00E-140
2.00E-37

|dentity

95%
87%

95%

91%
97%

90%
90%
90%
84%
98%

98%
96%
94%
94%
95%
98%

Search result b BLA%
es

Annotation (Spec

ND
ND

ND

ND
ND

ND
ND
ND
ND
ND
ND
ND
ND
ND
ND

ND
ND

(GeneBank
Acoess

10N

E-value Identity

10



Clone

C91-3/6

C92-3
C93-3/6
C94-3/6
C95-3/6
C97-3/6
C98-3/6
C99-3/6
¢ 101-
Cl02-3
Cl03-3
Cl04-3
C105-3

—_ —
[=>]

w

= = = =

b
b
b
b
b

i3

361
337
365
365
559
365
437
130
365
437
130
527

Search result by BLASTN
Annotation épeaes

Uncultured bacterium partial 16S
ribosomal RNA

285 ribosomal RNA (P.Megasperma)
mitochondrion (P/zy. Infestans)
mitochondrion (P/zy. ramorum)
mitochondrion (P/zy. ramorum)
Mitochondrion (P/zy. SOjag)
mitochondrion (P/z ramorum)
z

(Plzy.
mitochondrion (

. ramorum)
ramorum)

y
y

Plzy

y. ramorum)

y

y

(
mitochondrion (P/zy.
mitochondrion (P/z
mitochondrion (Plzy. ramorum)
mitochondrion (P/zy. ramorum)

(Plz )

mitochondrion (P/zy. FAMOrUM

GeneBank
Accession

FM956511

X75631

17009
EU427470
EU427470
DQ832717
EU427470
EU427470
EU427470
EU427470
EU427470
EU427470
EU427470

E - value

2.00E-167

5.00E-122
2.10E-134
3.00E-139
2.00E-140
0
2.00E-140
5.00E-123
2.00E-37
2.00E-140
5.00E-123
2.00E-37
0

|dentity

94%

91%
96%
94%
95%
95%
95%
87%
98%
95%
87%
98%
96%

Search result by BLASTX
Annotation (Species)

ND

ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND

GeneBank
Accession

E-value Identity



APPENDIX C

List of up-requlated transcripts in temperature response (37°C) in p.insidiosum strain PC7.



Clone

C2-6/1
C3-6/1
C4-6/1
C6-6/1

C8-6/1

Cl2-6/1
C13-6/1
Cl4-6/1
Cl7-6/1
C20-6/1
C21-6/1
C22-6/1
C25-6/1
C26-6/1
C30-6/1
C31-6/1
C32-6/1
C33-6/1
C35-6/1
C35-6/1

Size

(bp.)

457

457
457
457
457
457
456
457
457
457
457
457
457
457
457
457
457
457
457
457

Search result by BLASTn
Annotation (species)

Mitochondrion {Phy.

Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.
Mitochondrion {Phy.

sojae)
sojae)
sojae)
sojae)
sojae)
sojae)
sojae)
sojae)
sojae)
sojae)
sojae)
sojae)
sojae)
sojae)
sojae)
sojae)
sojae)
sojae)
sojae)

sojae)

GeneBank

Accession

DQB832717

DQ832717
DQB832717
DQ832717
DQ832717
DQ832717
DQB832717
DQ832717
DQB832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717

E -
value

3.00E-179

3.00E-179
3.00E-179
3.00E-179
3.00E-179
3.00E-179
3.00E-179
3.00E-179
3.00E-179
3.00E-179
3.00E-179
3.00E-179
3.00E-179
3.00E-179
3.00E-179
3.00E-179
3.00E-179
3.00E-179
3.00E-179
3.00E-179

|dentity

95%

95%
95%
95%
95%
95%
95%
95%
95%
95%
95%
95%
95%
95%
95%
95%
95%
95%
95%
95%

Search result by

ASTx
Annotation
(Species)
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND

GeneBank
Accession

E .
value

|dentity



Clone

C38-6/1
C39-6/1
C45-6/1
C2-1412
C40-1412
G40-14/2
C20-17/4
C31-17/4
C33-17/4
C34-17/4
C215-17/4
C250-17/4
C253-17/4
C260-17/4
C267-17/4
C268-17/4
C270-17/4
C281-17/4
C285-17/4
C311-17/4

Size

(bp.)

457
457
457
464
471
471
589
590
51
586
520
750
590
387
167
588
590
590
589
590

Search result by BLASTn
Annotation (species)

Mitochondrion {Phy. sojae)
Mitochondrion {Phy. s0jag)
Mitochondrion {Phy. sojae)
Mitochondrion {Phy. Sojae)
Mitochondrion {Phy. Sojae)
Mitochondrion {Phy. sojae)
Mitochondrion {Phy. sojae)
Mitochondrion {Phy. sojae)
Mitochondrion {Phy. sojae)
Mitochondrion {Phy. sojae)
Mitochondrion {Phy. sojae)
Mitochondrion {Phy. sojae)
Mitochondrion {Phy. sojae)
Mitochondrion {Phy. sojae)
Mitochondrion {Phy. sojae)
Mitochondrion {Phy. sojae)
Mitochondrion {Phy. Sojae)
Mitochondrion {Phy. Sojae)
Mitochondrion {Phy. sojae)
Mitochondrion {Phy. Sojae)

GeneBank
Accession

DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717
DQ832717

E .
value

3.00E-179

3.00E-179

3.00E-179

4,00E-133

6.00E-171

6.00E-171
0

O O O O O O O O O O o o o

|dentity

95%
95%
95%
89%
95%
95%
95%
96%
95%
95%
95%
95%
95%
86%
95%
95%
95%
96%
95%
95%

Search result by
BLASTX
Annotation
(Species)
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND

1 ND

ND
ND
ND
ND
ND
ND

GeneBank
Accession

E .
value

|dentity



Size
(bp-)
C318-17/4 537

C320-17/4 580
C6-14/2 369

Clone

C52-1412 556
Cl-17/4 159
Cl0-17/4 296
C12-17/4 297
¢ 13-17/4 297
Cl8-17/4 297
C19-17/4 297
C21-17/4 297
C22-17/4 297
C25-17/4 297

C27-17/4 297

Search result by BLASTn
Annotation (species)

Mitochondrion {Phy. Sojae)
Mitochondrion {Phy. sojae)
mRNA {Phy. caposi]
myo-inositol-phosphate synthase

{Anopheles gambiae)

internal transcribed spacer 1,5.8
ribosomal RNA (P.insidiosum)
internal transcribed spacer 1, 5.8
ribosomal RNA {P.insidiosum)
internal transcribed spacer 1, 5.8
ribosomal RN A {P.insidiosum)
internal transcribed spacer 1,5.8
ribosomal RNA {P.insidiosum
internal transcribed spacer 1,5.8S
ribosomal RN A {P. insidiosum)
internal transcribed spacer 1,5.8
ribosomal RNA {P.insidiosum
internal transcribed spacer 1, 5.8S
ribosomal RN A {P.insidiosum)
internal transcribed spacer 1,5.8
ribosomal RNA {P.insidiosum
internal transcribed spacer 1,5.8S
ribosomal RNA {P.insidiosum)
internal transcribed spacer 1,5.8
ribosomal RNA {P.insidiosum

GeneBank
Accession

DQB832717
DQ832717
BT032625

XM 320685
AY598637
AY598637
AY 598637
AY598637
AY598637
AY598637
AY598637
AY598637
AY598637

AY598637

E -
value

0
0
1.00E-92

6.00E-88
8.00E-56
8.00E-56
8.00E-56
8.00E-56
8.00E-56
8.00E-56
8.00E-56
8.00E-56
8.00E-56

8.00E-56

|dentity

95%
96%
86%

81%

100%
100%
100%
100%
100%
100%
100%
100%
100%

100%

Search result by
STx
Annotation
(Species)

ND

ND
phosphate carrier protein

{Phy.infestan)

inositol-3-phosphate
synthase {Phy. infestan)

ND
ND
ND
ND
ND
ND
ND
ND
ND

ND

GeneBank  E- -
Rccesson  value  dentity
EEY66591 6.00E-46 80%

EEY61403 7.00E-55 94%

60¢



Clone

C28-17/4
C29-17/4
C30-17/4
C35-17/4
C67-17/4
C240-17/4
C249-17/4
C255-17/4
C258-17/4
C261-17/4
C262-17/4

C263-17/4

Size
(bp.)
297
297
297
297
239
270
297
288
297
297
264

297

Search result by BLASTn

Annotation (species)

internal transcribed spacer 1, 5.8S
ribosomal RNA (p.insidiosum)
internal transcribed spacer 1, 5,8
ribosomal RNA (p.insidiosuim)
internal transcribgd spacer 1, 5.8
ribosomal RNA (p.|n5|d|osum)
internal transcribgd spacer 1, 5,8
ribosomal RNA (p.|n3|d|osum)
internal transcribed spacer 1,5.8
ribosomal RN A {P.insidiosum)
internal transcribed spacer 1, 5.8
ribosomal RN A {P.insidiosum)
internal transcribed spacer 1, 5.8S
ribosomal RN A {P.insidiosum)
internal transcribed spacer 1, 5.8
ribosomal RN A {P.insidiosum
internal transcribed spacer 1, 5.8S
ribosomal RNA {P.insidiosum)
internal transcribed spacer 1, 5.8
ribosomal RN A {P.insidiosum
internal transcribed spacer 1,5.8S
ribosomal RNA {P.insidiosum)

internal transcribed spacer 1, 5.8S
ribosomal RNA {P.insidiosum)

GeneBan
Accession

AY598637

AY598637

AY598637

AY598637

AY598637

AY598637

AY598637

AY598637

AY598637

AY598637

AY598637

AY598637

E -value

8.00E-56

8.00E-56

8.00E-56

8.00E-56

2.00E-98

6.00E-104

8.00E-56

8.00E-56

8.00E-56

8.00E-56

3.00E-109

8.00E-56

Identit
y

100%
100%
100%
100%
B2%

98%

100%
100%
100%
100%

99%

100%

Search result by
ASTX
Annotation
(Species)

ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND

ND

GeneBank
Accession

value

|dentity



Clone

C264-17/4
C265-17/4
C269-17/4
C271-17/4
C273-17/4
C275-17/4
C282-17/4
C290-17/4
C298-17/4
C299-17/4
C300-17/4

C301-17/4

Size
(bp*)
297
297
297
296
296
297
297
297
297
297
296

297

Search result by BLASTn
Annotation (species)

internal transcribed spacer 1,5.8
ribosomal RNA (p.insidiosum)

internal transcribed spacer 1, 5.8S
ribosomal RNA (p.insidiosum)
internal transcribed spacer 1, 5.8S
ribosomal RN A (P.insidiosum)
internal transcribed spacer 1, 5.8
ribosomal RNA (p.insidiosum
internal transcribed spacer 1, 5.8
ribosomal RNA (p.insidiosum
internal transcribed spacer 1,5.8
ribosomal RNA fP.lﬂSldlosum
internal transcribed spacer 1,5.8
ribosomal RNA {P.insidiosum)
internal transcribed spacer 1,5.8S
ribosomal RNA {P.insidiosum
internal transcribed spacer 1,5.8S
ribosomal RNA {P.insidiosum)
internal transcribed spacer 1,5.8S
ribosomal RNA {P.insidiosum)
internal transcribed spacer 1, 5.8
ribosomal RNA {P.insidiosum

internal transcribed spacer 1,5.8
ribosomal RNA {P.insidiosum

GeneBank
Accession

AY598637
AY598637
AY598637
AY 598637
AY598637
AY598637
AY 598637
AY598637
AY598637
AY598637
AY 598637

AY598637

E -
value
8.00E-56
8.00E-56
8.00E-56
8.00E-56
8.00E-56
8.00E-56
8.00E-56
8.00E-56
8.00E-56
8.00E-56
8.00E-56

8.00E-56

|dentity

100%
100%
100%
100%
100%
100%
100%
10%
100%
100%
100%
100%

Search result by
STx
Annotation
(Species)

ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND

ND

GeneBank
Accession

E .
value

|dentity

to



Clone

C302-17/4
C303-17/4
C304-17/4
C305-17/4
C314-17/4
C315-17/4
C317-17/4

C321-17/4

C322-17/4

C2-1714
C5-1713
C16-17/3
C23-17/4
C37-1714

Size
(bp.)
297
297
297
297
297
297
297

297
296

488
325
383
463
325

Search result by BLASTn

Annotation (species)

internal transcribed spacer 15.8
ribosomal RNA (p.insidiosum)

internal transcribed spacer 1, 5.8
ribosomal RNA (P.insidiosum)
internal transcribed spacer 1, 5.8
ribosomal RNA (P. insidiosum)
internal transcribed spacer 1, 5.8
ribosomal RNA (P. insidiosum)
internal transcribed spacer 1, 5.8
ribosomal RNA (.insidiosum)
internal transcribed spacer 1, 5.8
ribosomal RNA (.insidiosum)
internal transcribed spacer 1, 5.8
ribosomal RNA (P. insidiosum

internal transcribed spacer 1, 5.8
ribosomal RNA {P.insidiosum

internal transcribed spacer 1, 5.8S

ribosomal RN A {P.insidiosum)

285 ribosomal RNA {P.megasperma)
285 ribosomal RNA {P.megasperma)
{P.megasperma
285 ribosomal RNA {P.megasperma
285 ribosomal RNA {P.megasperma

28S ribosomal RNA

GeneBank
Accession

AY598637
AY598637
AY598637
AY598637
AY598637
AY598637
AY598637

AY598637
AY598637

X75631
XT75631
X75631
X75631
X75631

E-

value
8.00E-56
8.00E-56
8.00E-56
8.00E-56
8.00E-56
8.00E-56
8.00E-56

8.00E-56

8.00E-56

0
1.00E-102
4.00E-132
1.00E-102
1.00E-102

|dentity

100%
100%
100%
100%
100%
100%
100%

100%

100%

99%
90%
91%
90%
90%

Search result by
BLASTX
Annotation
(Species)

ND
ND
ND
ND
ND
ND
ND

ND

ND

ND
ND
ND
ND
ND

GeneBank
Accession

E .
value

|dentity

[AY4



Core

C38-17/4
C39-17/4
C40-17/4
C42-17/4
C43-1714
C44-17/4
C45-1714
C46-17/4
C47-17/4
C48-17/4
C49-17/4
C50-17/4
C51-17/4
C52-17/4
C53-17/4
C54-1714
C55-17/4
C56-17/4
C57-17/4
C58-17/4

325
325
325
325
325
325
325
325
325
325
325
325
325
325
325
325
325
325
325
325

Search result by BLAST
Annotation (e0es)

28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA (p.megasperma)

(

{

{

{

{

{

{

28S ribosomal RNA (p.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)

X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631

1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
LOOE-102
1.00E-102
1.00E-102
1.00E-102
EOOE-102
EO0E-102

90%
90%
90%
90%
90%
90%
90%
90%
90%
90%
90%
90%
90%
90%
90%
90%
90%
90%
90%
90%

ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND

o&



Core

C59-17/4
C60-17/4
C61-17/4
C62-17/4
C63-17/4
C64-17/4
C66-17/4
C68-17/4
C69-17/4
C70-17/4
C71-17/4
C72-17/4
C74-17/4
C75-17/4
C77-17/4
C79-17/4
C81-17/4
C83-17/4

325
325
325
325
325

. 325

325
379
325
324
324
325
325
325
325
325
325
325

Searon resut by BLASTR
Anaztion (S0e0es)

28S ribosomal RNA {).megasperma)
28S ribosomal RNA &;.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (D.megasperma;

28S ribosomal RNA {p.megasperma.
28S ribosomal RNA \p.megasperma

28S ribosomal RNA K? Jmegasperma

28S ribosomal RNA {p.megaspermay
28S ribosomal RNA {¥.megasperma
28S ribosomal RNA {p.megasperma
28S ribosomal RNA {.megasperma
28S ribosomal RNA \p.megasperma
28S ribosomal RNA {P.megasperma
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28 ribosomal RNA {P.megasperma)

>

¢

X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631

1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-131
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102

90%
90%
90%
90%
90%
90%
90%
99%
90%
90%
90%
90%
90%
90%
90%
90%
90%
90%

to



Core

C84-17/4
C85-17/4
C86-17/4
C87-17/4
C88-17/4
C89-17/4
C90-17/4
C91-17/4
C92-17/4
C95-17/4
C96-17/4
C97-17/4
C98-17/4
C100-17/4
C102-17/4
c 103-17/4
C104-17/4
C107-17/4
C110-17/4
Cl11-17/4

325
325
325
325
325
325
325
325
325
325
325
325
319
325
325
325
325
325
325
325

Search resuit by BLASTn
Annotation (§60es)

28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA

D.megasperma)
p.megasperma)
p.megasperma)
p.megasperma)
p.megasperma)
p.megasperma)
D.megasperma)
D.megasperma)
p.megasperma)
p.megasperma)
p.megasperma)
p.megasperma)
p.megasperma)
p.megasperma)
p.megasperma)
p.megasperma)
p.megasperma)
p.megasperma)
p.megasperma)
p.megasperma)

o~ o o  ~ ~ — —~ —~ —~ —~ —~  —~ —~ —~

X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631

1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
|.OOE-131
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102

90%
90%
90%
90%
90%
90%
90%
90%
90%
90%
90%
90%
92%
90%
90%
90%
90%
90%
90%
90%

R e ey %@@

ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND

to



Clore

Cl14-17/4
Cl15-17/4
Cl16-17/4
Cl17-17/4
C119-17/4
C120-17/4
C121-17/4
C123-17/4
C125-17/4
Cl26-17/4
Cl27-17/4
C129-17/4
C130-17/4
C132-17/4
C134-17/4
C136-17/4
CI37-17/4
1
C

C140-17/4

325
325
313
325
325
325
325
325
325
325
325
325
325
325
325
325
325
325
325
328

Search resut by BLAST
Anotation (e0es)

28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)

(

(

(

(

(

(

(

(

(

(

28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)

X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631

1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
5.00E-101

to



Core

C141-17/4
Cl42-17/4
C143-17/4
Cl44-17/4
C145-17/4
C146-17/4
Cl47-17/4
C148-17/4
C149-17/4
C150-17/4
C151-17/4
C152-17/4
C153-17/4
C155-17/4
C156-17/4
CI57-17/4
C159-17/4
C160-17/4
C161-17/4
C162-17/4

325
328
325
325
325
325
325
325
325
325
325
305
325
325
325
325
325
325
325
325

Search restit by BLASTn
Anotation (ge0es)

28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA
28S ribosomal RNA

D.megasperma)
p.megasperma)
p.megasperma)
p.megasperma)
D.megasperma)
p.megasperma)
D.megasperma)
p.megasperma)
D.megasperma)
p.megasperma)
D.megasperma)
D.megasperma)
p.megasperma)
p.megasperma)
D.megasperma)
p.megasperma)
p.megasperma)
D.megasperma)
D.megasperma)
p.megasperma)

o o . o o o o o~ o o~ o~ o~ — —

K o Ity

X75631 1.00E-102 90%
X75631 1.00E-97 89%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 3.00E-87 87%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%

ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND

ly




Care

C163-17/4
C164-17/4
C165-17/4
C166-17/4
Cl67-17/4
C168-17/4
C169-17/4
CI70-17/4
¢ 171-17/4
CI72-17/4
CI73-17/4
CI74-17/4
CI75-17/4
CIT77-17/4
CI78-17/4
CI79-17/4
C180-17/4
C181-17/4
C182-17/4

Search resit by BLASTn
Annotation (08s)

325 , 288 ribosomal RNA (p.megasperma)

324
325
325
325
325
325
325
325
324
325
325
324
325
325
325
325
325
325

28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28 ribosomal RNA {P.megasperma)

X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631

1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102

8=



Core

C183-17/4
C184-17/4
C186-17/4
CI87-17/4
C188-17/4
C190-17/4
C191-17/4
C192-17/4
C195-17/4
C196-17/4
C198-17/4
C200-17/4
C201-17/4
C202-17/4
C203-17/4
C204-17/4
C205-17/4
C206-17/4
C207-17/4
C208-17/4

325
325
325
325
324
325
325
325
325
325
325
325
325
325
270
325
325
210
210
325

Search result by BLASTn
Anmotztion (e0es)

28S ribosomal RNA {P.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28 ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)

{

{

{

{

{

{

{

{

28S ribosomal RNA {P.megasperma)
28 ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)

X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631
X75631

Jip ity

1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102
2.00E-64

1.00E-102
1.00E-102
2.00E-64

2.00E-64

1.00E-102

90%
90%
90%
90%
90%
90%
90%
90%

90%,

90%
90%
90%
90%
90%
89%
90%
90%
89%
89%
90%

ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND

6T¢



Core

C209-17/4
C210-17/4
C211-17/4
C213-17/4
C219-17/4
C220-17/4
C221-17/4
C222-1714
C224-1714
C226-17/4
C227-1714
C228-17/4
C229-17/4
C230-17/4
C231-17/4
C232-1714
C233-17/4
C235-17/4
C237-17/4
C238-17/4

325
324
325
270
240
270
325
325
325
324
325
325
325
325
325
325
325
325
325
325

Search result by BLAST
Anmotation (Spe0es)

28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)

(

(

(

(

(

(

(

(

(

(

28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)

)

K Fo Ity

X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 2.00E-64 89%
X75631 1.00E-64 89%
X75631 2.00E-64 89%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%
X75631 1.00E-102 90%

ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND
ND

iy




Core

C241-1714
C242-17/4
C243-1714
C244-1714
C245-17/4

C246-17/4
C251-17/4

C36-17/4
C78-17/4
C94-17/4
C128-17/4
C252-17/4
C266-17/4
C276-17/4

C277-1714

325
325
325
325
325

325
437

461

485

485

485

461

463

461

463

Search resut by BLAST
Anotation (spedies)

28S ribosomal RNA (p.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)

{

{

28S ribosomal RNA {P.megasperma

28S ribosomal RNA {P.megasperma
{

28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)
28S ribosomal RNA {P.megasperma)

28S ribosomal RNA {P.megasperma)

28S ribosomal RNA {P.megasperma)

{

{

{

28S ribosomal RNA {P.megasperma)

{

28 ribosomal RNA {P.megasperma)
{

28S ribosomal RNA {P.megasperma)

X75631
X75631
X75631
X75631
X75631

X75631
X75631

X75631

X75631

X75631

X75631

X75631

X75631

X75631

X75631

1.00E-102
1.00E-102
1.00E-102
1.00E-102
1.00E-102

1.00E-102
4.00E-123

0

0

0

K G Ity

90%
90%
90%
90%
90%

90%
87%

99%

98%

98%

98%

99%

99%

99%

99%

ND

ND
ND

precicted protej 1{
magnipapilata

predicted prote) I{
magnlpapl d

predicted protejn {
magnipapilla

edrﬁaeéjmpapelra{ joe

precicted pr
magmpapel

precicted pr
magnlpapel

redded et

reddedrac)

XP002168570

XP002168570

XP002168570

XP002168570

XP002168570

XP002168570

XP002168570

XP002168570

2.00E-26

3.00E-34

3.00E-34

3.00E-34

2.00E-26

5.00E-31

2.00E-26

5.00E-31

80%

78%

78%

78%

80%

82%

80%

82%

(0]



Coe

C280-17/4
C291-17/4
C312-17/4

C316-17/4
C323-17/4

C41-17/4
C65-17/4
C76-17/4
C80-17/4
C93-17/4

C109-17/4

i

463

461

463

461

597

593

597

592

596

593

Search result by BLAST
Anotation (ge0es)

28S ribosomal RNA (p.megasperma)

28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)

28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)

28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)
28S ribosomal RNA (p.megasperma)

28S ribosomal RNA (p.megasperma)

X75631

X75631

X75631

X75631

X75631

X75631

X75631

X75631

X75631

X75631

X75631

0

0

R e Y

99%

99%

99%

99%

98%

95%

99%

95%

96%

95%

96%

T80
predicted prote'i]
magnipapilla

predicted protejn
magnipapill

predicted protejn
magnipapill

predicted protejn Ea)ydra

magnipapilla

predicted protejn EHydra

magnipapilla
senescence-associated
protein (Picea abies)

Senescernte-assoc ated
protein \PICea a |es

senesce e associ ated
protein \PIcea a |es

senescente-associated
protein \Picea abies)

senesce easso ated
protein \Plcea a |es

senesce easso ated
protein \Plcea a |es

XP002168570

XP002168570

XP002168570

XP002168570

XP002168570

ACA04850

ACA04850

ACA04850

ACA04850

ACA04850

ACA04850

5.00E-31

5.00E-31

2.00E-26

5.00E-31

2.00E-26

1.00E-52

1.00E-52

1.00E-52

7.00E-52

1.00E-52

1.00E-52

82%

82%

80%

82%

80%

70%

70%

70%

70%

70%

70%

K G Ity

44/



Go“e(%

Cl24-17/4

CI35-17/4

C158-17/4

Cl76-17/4

C23%6-17/4

C234-17/4

C317/4

CL7-17/4

C223-17/4

C232-17/4

A

&

g § § § 4 3 B B

Sarchresuitby BLASTH
Aoocttion (qe0e9)

285 ribosorel RNA (0.megasperma)

28S ribosomal RNA (D.megasperma)
285 ribosonmel RNA (.Megasperma)

28S ribosomel RNA (D.megasperma)

28S ribosormel RNA (D.megasperma)

28S ribosonmal RNA (D.Megasperma)

mitochondrion {Phy. ramorum’)
mitochondrion {Phy. ramorum)
mitochondrion {Phy. ramorum)

mitochondrion {Phy. ramorum’)

)

X73631

X73631

X73631

X7%631

X7%631

X73631

BUA27470

BEU427470

BUA27470

BUA27470

5005123

5.006123

5.006123

%%

570

%%

%%

%%

%%

8%

8/

8™

8%

ot
protein {Plcea a&esefj

Senescenoe-assoot
protein {P10ea ables

ot
proteiniPlcea a&egfj

it
protein iPlcea a&esjd
et
protein { Bmea a&esef
ot
protein { Picea a&e?f
NADH
subunit 7 | Heterosigma
akashiwo

NADH cbﬁdogame
subunit 7 [Heterosigma

akashiwo]

NADH
subunit 7 iaetergo&gma
akashiwo]

NADH ogenese
subunit 7 [Heterosigma
akilmwm

ACAD4850

ACAD4850

ACAD4850

ACAD4850

BAI70606

BAI70606

BAI70606

BAI70606

Jip Ity

700852 0%
20048 6%
300E4 7%
200636 6%
S00ES0 7%
20051 0%
700807 8%
700807 8%
7.00&07 8
700807 8%



e m&%ﬁ” B & Iy WW Bk B iy

. . NADH deh dro enase
C272-17/4 437 mitochondrion {Phy. ramorum) EU427470  5.00E-123  87% subumt? Hete 03|gma BAI7T0606  7.00E-07  89%
|wo

. _ NADH dehydrogenase
C278-17/4 436 mitochondrion {Phy. ramorum) EU427470  5.00E-123  87% subunltaﬁ a[sheteg]oﬁgma BAI70606  7.00E-07  89%
W

. . NADH dehydrogenase

C279-17/4 437 mitochondrion {Phy. ramorum) EU427470  5.00E-123  87% subunlgﬂz a[Sheteor]05|gma BAI70606  7.00E-07  89%

W

. NADH dehydrogenase

C284-17/4 436 mitochondrion {Phy. ramorum) EU427470  5.00E-123  87% subumtalza[shlevtveor]omgma BAI70606  7.00E-07  89%
. NADH dehydrogenase

C287-17/4 437 mitochondrion {Phy. ramorum) EU427470 ~ 5.00E-123  87% subun%[shlevtv%r]o&gma BAI70606  7.0E-07  89%
. NADH dehydrogenase

C292-17/4 437 mitochondrion {Phy. ramorum) EU427470  500E-123  87% subumt? eter sigma  BAI70606  7.00E-07  89%

. NADH deh drogenase
C292-17/4 437 mitochondrion {Phy. ramorum) EU427470  500E-123  87% subunltYaL et%roagma BAI7T0606  7.00E-07  89%
hiwo]
. . NADH deh dro genase
C295-17/4 437 mitochondrion {Phy. ramorum) EU427470  5.00E-123  87% subumt? th% 0sigma  BAI70606  7.00E-07  89%

44



e 85% m&%%gm B Eode Ity k ]'b/ Bk E i

. . NADH"( dro enase
C296-17/4 mitochondrion {Phy. ramorum) EU427470  5.00E-123  87% subumt? ete505|gma BAI70606  7.00E-07  89%
hiwoj
. _ NADH deh drogenase
C307-17/4 437 mitochondrion {Phy. ramorum) EU427470  5.00E-123  87%  subunit 7 [Heterosigma  BAI70606  7.00E-07  89%
akashiwo]
. . NADH dehydrogenase
C310-17/4 436 mitochondrion {Phy. ramorum) EU427470  5.00E-123 87% subumta&a[S hle\}\(lag]oggma BAI70606  7.00E-07  89%
. _ NADH dehydrogenase
C354-17/4 437 mitochondrion {Phy. ramorum) EU427470  500E-123 ~  87% subunltalz a[sh?vtv%]OSIgma BAI70606  7.00E-07  89%
- : ypothetical protei
C14-17/4 416  mitochondrion {Phy. ramorum) EU427470  9.00E-165  95% 8|denC|as|%uartﬂ ZP02997467  9.00E-18  61%
C297-17/4 418  mitochondrion {Phy. ramorum) EU427470  400E-123  93% NM
C26-17/4 365  mitochondrion {Phy. ramorum) EU427470  2.00E-104  95% ND
Cl94-17/4 328 285 rRNA {Pythiumsp.) AB254193  8.00E-74 93% ND
serine

C9-6/1 650 NM ‘ f hk;/oi%/ es{)%ase EEY53505 1.00E-21 40%



ty .
Clore m&%%g” Rk B ey ) Rk B Iy

CIs6n 650 NM : : el °%§gﬁ¥pepfaase EEY53505  LOOE2L  40%
Cl66L 650 NM : : Eﬁﬂ”ﬁr‘]’efst{gﬁxpem'dase EEV3505  L00E21  40%
clg6i 329 N : : OSripgsomal preteinLe  eveszio 200E19 86t
C43-142 38 NM : - S el 0 EEYSSTO  400E:20 Gl
C4T-142 4l NM : - TR O EEYSSTTO  200E23 6%
hgﬁothencal rosz
C5261 645 NM {Aellomces copsulas ~ xpootsaeus?  100Es 34
gﬁothetlcal rot?m
co-14 718 NW : - {Aellomices chomlaus  xpontsdssan  900E40 3%
CH42 50 NM iAo, ABG38210  5O0E1B  34%
c8l42 589 NM : : IOhnaiela gy ABG38270  BO0ELS 3%
C5T-1412 816 NM : A, ABG3®8210  300E18 3%
C66-1412 692 NM - : CFRVTATOUN) T ABGSES®  200E32  38%
retrotransposon
C24-1412 411 NM - - nucleocapsid protein XP571377  3.00E-11  36%
fC neaformans)

C6-17/4 587 NM _ _ FE}%,' |r§ etgtgn EU427470  3.00E-15  42%

9¢¢



(]me&)

C8-17/4

C225-17/4
C248-17/4

Cl-6/1

C5-6/1

C7-6/1

C10-6/1
Cl1-6/1
C23-6/1
C24-6/1
C28-6/1
C29-6/1
C34-6/1
C36-6/1
C37-6/1
C40-6/1
C41-6/1
C42-6/1
CA43-6/1

650

360
475

600
712
629
11
629
11
251
250
629
629
251
629
628
251
251
628

NM

NM
NM

NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM

Search result by BLASTn
Aottion (§

(06S)

BB ity

IS

Gt

iy

protein
nfestem)

R Ao

TEV(GFI;FIG

NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM

franscriptase
y.ramorum)

AAV92918

ABG66535
ABG66535

e IdentityJ

1.00E-27  56%

100E-09  35%
7.00E-07  29%

LeC



Core

CAT-6/1
C49-6/1
C50-6/1
C51-6/1
C53-6/1
C55-6/1
C57-6/1
C58-6/1
C60-6/1
C64-6/1
C72-6/1
C73-6/1
C74-6/1
C79-6/1
C80-6/1
C81-6/1
C82-6/1
C85-6/1
C87-6/1
C88-6/1

450
659
609
358
548
230
711
629
711
251
251
628
450
659
609
358
600
712
629
250

Sarch esuithy ALASTH

Anottion

506S)

NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM

fip ety

NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM

= Identity



G(ma%

C90-6/1
C91-6/1
C93-6/1
C94-6/1
C95-6/1
C99-6/1
C100-6/1
C103-6/1
C104-6/1
¢ 106-6/1
C107-6/1
C109-6/1
Cl10-611
Cl-14/2
C3-1412
C5-14/2
C7-1412
C9-14/2
C10-14/2
Cl1-1412

11
629
11
251
251
629
11
628
629
251
251
659
112
426
113
400
588
659
547
550

Sarth esuthy BLASTH

Amotation (§

5065)

NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM

6¢¢



Coe

C12-142
C14-1412
C15-1412
C16-14/2
C17-1412
C18-1412
C19-1412
C20-14/2
C21-1412
C23-1412
C25-1412
C26-14/2
C30-1412
C32-1412
C33-1412
C34-1412
C35-14/2
C36-14/2
C37-1412
C38-14/2

545
573
687
619
670
683
710
692
409
476

492
451

593
51
626
113
683
426
537
261

Sarth et by BLASTY

Amotation (§

506S)

NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM

N

AN

vaiue

|dentity



Core

C39-14/2
C41-142
C42-1412
Cd4-1412
C45-14/2
C48-14/2
C50-14/2
C51-14/2
C53-14/2
C54-14/12
C55-14/2
C56-14/2
C58-1412
C60-14/2
C62-14/2
C63-14/2
C64-14/12
C65-14/2
C67-14/2
C68-14/2

543
411
661
635
236
676
695
565
592
541
217
37
386
628
604
511
626
696
563
653

Sarthest by BLASTY

Annattion

06S)

NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM

B B Ity

NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM

iy

m valye  dentity




Clore

C69-14/2
C70-14/2
CT71-142
C75-1412
C76-14/2
C77-1412
C80-14/2
C81-14/2
C83-14/2
C84-1412
C85-14/2
C86-14/2
C94-1412
C95-14/2
C96-14/2
C97-14/2
C7-17/4

Cl1-17/4
C24-17/4
C82-17/4

i

668

550
683

426
537

695
565
592
541
217
377
573
687
619
670
284
284
284
282

St estlyBLASTY ey

Am]fallm (species)

NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM

Accession

it

iy A 3

BB iy

sPeC|es

NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM

to
to



Coe

C99-17/4

C101-17/4
C105-17/4
C108-17/4
C122-17/4
C154-17/4
C185-17/4
C199-17/4
C214-17/4
C217-17/4
C257-17/4
C286-17/4
C289-17/4
C293-17/4
C319-17/4
C325-17/4
C329-17/4
C331-17/4
C333-17/4
C334-17/4

284
284
286
284
285
284
284
284
284
283
286
284
284
284
284
283
284
284
284
284

Sarthesitby BLASTY

Aaottion (§

5065)

NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM

R vie V0

)
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM
NM

fly

A e




: | ity .
Goe o SechesmtyBAST REREK e ot B A oty

C337-17/4 283 NM - = NM
C340-17/4 284 NM - - NM
C350-17/4 284 NM - X NM
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