AtU6-26:

Ghu6-9 {ACAALTTGCAGTIAGGCTTTGCAATIAAATACATI J/CCATUACATCATGCTTAGT  TTTAATATTTATCCTCAGCCCGATCATGGCTCAGGCCCTCCAGATCATAAACCAG 127

Ghué6-7 IAATCHCATGCTCCACCTGCTTTTCGATTTTCTTTA! {GTCTUTAACAGATATGTIA, GIAGCATAACAGTTTICATCAAAAACAACATTTCTGTIAATCACAACTTTTICTAT 127

Ghué6-1 AATALAATAATATTIAAGTTTCATTIAAGTTIATTT :ARRARARAACTATCATACA IACTTCTTTTTCGCARAATCATTTIATGTTTITTCAAAATGGTAAGTCATTTTIACA 127

Ghué6-4 TAAGUGGTTAATTTTTGCAAAACIATTATATGTGT! ;CTTTACTTAAAGCTCTGG, TTTTTATTIATTIATTTTITAAAGCTIATGCAATGTTIAATCTTGTTACATETTAT 127
* -840 * -800 * -760

BEUG 20 e e e e e e e e e e e T e e e e e e e e e e e e =

GhU6-9 : TGIAAAAAUTTTCACACGCTCAATGCCATTTGGATCAAGCAATCCCTCGA
Ghu6-7 : TTTCAG IACCATAACTTIATACACTTTTACACIAGCTTIATAACCAAGA

S TTGGTIATTTCAAAGCTTCGCAAAATGCGCGAAAGCGATGGTCAGCTCCACAATAACATCAAGGCTAAGGAARAGGA 254
 AACACATTIAATGGTIACACAATTTTIAATTTTCCATIATCAGCATCAGTIATACGCAAAACACCCARRAATCTTIAR 254
GhU6-1 : GGAAABAAANGCITITTTTTCATTGACCIATAAATCATTTICTGTTGACCIA.TTATTTTCTGTGAAACARACACAGGAGAATGCARAAAAAATTTCCGIAAGTCATTTTCCATGARACARAACACACC 254
GhU6-4 : TTTGCATTTGTITTTCAACAATCTCATIACAAGTTTIAGTICAGCAATIATTTTAATTTCTCTTCAACATATAAATAGCATCACAATTCGCTTTIAGTGCATTTCAACTCACGCCCTCCTACATTCACA 254
* -720 * -680 * -640 *
BEUB=26: == m e e e e e e e e e e e e -
GhU6-9 : ACTTGCCAAAGTGAGCAATAAGCTCGAGCAGGCACAT AACTCATYGGCACACCGGGAGAACAAGATGCACAARRAAACH AGGAACCTTICTGCGTGACAGGTGTTCACTIACCATTGCTCGGTCANGTCT 381
GhU6-7 : ATCAGAATCGECAGCAGGATTACIAAACCATACTTCH TATGGAGHCTTTTTCTCAATAGCAACCAATAGAGACGCATHGATCARARACATATAGTTGACATTGCTTIGGCCCABAATAACTTLIGATA 381
GhU6-1 : CIAATTCAATTGATTGATATTGATTCGCAGATCAATHGATTCAANCTCTTTCTCARAACCAATATTITCCATTAATTCACCATTTAATCAATTTGACTCATTGGTCTGATTCCAATAACCTTALTARA 381
GhU6-4 : AGAATGTTCATGCCAATCCAGCTAAGATTCAATCGGHCGTTTTIANTGTCAATTTIACTTCCCTCGTGCATAGTTTIANTATATTATTICATIARAAAATATTTCAACTTTGCAGATCATATIALTGGG 381

3 1 I 1 Y S Bl  itiii i N _—>—_H i A Art i ki AT e ———.—. ikt i i i e  kb,b -
GhU6-9 : CTCATCGACCTAGCGAATGCATGCTCITIATGCATIAGTTACCATTIATATTTCAATIACABATGC I TTGAACTATH I GTGTIATATCAT T, ABRTTCTCTGTTAAGCAATATCATEICAR 508
GhU6-7 : AGTTGCCATTTGACAACATACATCG:ACATTCTCCATCATCETTCIATTCATTCGTTCTIACAATACC  ATGTTCAGGHTCTARAATCARAN CAATATCAATTGCATCAATTIGCTIATA 508
GhU6-1 : ACCIATAGCIAAATCTIATACIATAA .ATTTCCATAAAGIAAGAGTIATATIATIATIAAAGTIAAGTIA J/CTCGACAATAUACTTTTTIATTTC;: TAAGTAAATTTIATTTTTTAAATATTTT 508
GhU6-4 : ACAATTTIAAACCTTGAATATGAAT,GIAAARAAGCAACATGACAATATIAAATARAATTATTTAAG i AATCTAACALTCIATTAATCGIA,GTTCAAATIAAAATTTIAATTTCATCA 508
-480 * -440 * -400 *

AtU6-26: - - ————— AAGCT!CGTTCAﬂCAACGGAAACTCCACTTGCCTTCCGCACBATACAECATTTC CTTAGCTTETTTTCTTCTTCTTCGTTC 83
GhU6-9 : AGGGTIATCTIGGCGA;:ACTAACATATCTTIGTCTTCCAGAATACGGTTCCAAAC;;ATTCGCIACCACCCGACTGCCGTAGAGCARAAAGAAGGCCAATGAAT CAAATCACACCGCT; GTAGTTCACCGAT 635
GhU6-7 : TGTCCIATGAATT,TAARAGCAATGCGGTTCAAATATTCCCATCCATACATAC TAC; TATTCGTCAAGTATGTTCCAATATAATATCAATAUTGGCATT ACGTTTTIATAAAGO;;ACATTATTCATT 635
GhU6-1 : ATTATACCCTTIAT,GCACACTIATTTIACTTCTTGCACCCTGGTTGTGAAGTTT., CTC; TTGIACCARAATAATTTCCTTTIATTGTTIATTTTTTY AATTTTIATARATTAATAAACH:

GhUu6-4 : ATAAATTCATCTC:ATTTCATTTGCAATTIAAAACAACTARAATTIGAAACTIA . TCA . ACTTCARAATCATTTCAGCTCACTATGATTTCAA GAABAA@TGAGAGCCAMAT ;TAACCACTTCGAA 635

-360 -320 * -280 * -240
AtU6-26: A'IA%GTTTT%TTGT ATCAGCT!ACATT CTT i CCGIAGCTTTCGTTTICTTICTTTTTAACTTTCCATTCG -3%1‘! i C'IﬁG!TTC IAGTTTGICCCAG \AGAATCGATIAG 210

GhUu6-9 : CTGG;GGTTT :ATACCA TAGUTIGCATAACCTHCCAATANWGCTGCA: ALIAGTTTCCAACA 762
: TATAC :ARATTI SACCCGA! IAAGTCAAGUCARATANGARAAGT . ACATTGGTTTATA 762

GhU6-1 : AAAGTTTCAACCARAAACHTCATGAATTTIAA.V. CCAT ;TTTIAT ATCATTTIAAAATAAATGTTCAATAL A AV ATT A TA ATAAATHTTIAGRAATCAT, TAACATAATAA 762
Ghué6-4 : CACIEAAACAPE CAAATUTAARATGACTCA . VIATCAAGTTCAAT ;TTTAAATATTTTTTAGTTTAARAR TIACUTTY AATTTCATTICATUTTTGIATTUTTTTCTTATTT 762
-200 * -160 * =120
AtU6-26: GC ACGAACC!!CAA@ \GAATAAAACATCTUCATTICT {CATATGAACATAATCTTCAAAAGGCCCCTGGGAATCTGAAAGAACACAAGCAGGCCCATTTATALGGCARAGAACAATA 337
GhU6—9 : T IACTCTGTGCTIAC '.IAA CTCTGTTAAGCAA/LATCGTT {GIAACATCTTTTCTCATCCAGGCTCATGAATATGTIAATGCAACTGCCAGHUGACCGAAGAT:CGG 889
GhuU6-7 : {ATATTTTTCTICT I\ AATCAAGTTGGCAUAAGTCA J!CGTGTGTTAACCTCGTTTTCATCATGTGCCACTCCAAACGACATCAGGCCLCTATTCAAGCLGGC 889
Ghu6-1 : TAACAAGTIAT iCA TTTAGCAAATGCAAATCTTG :ACATTTGTIATTCIACCACCATAAGCCCATGGCCTTCGTTTTGCAGCCCATACATTGGGACTAGT 889
Ghué6-4 : TCIACACTTTTIC, CAATTCAARAGGATTTACAGGLTGGGTT

‘A!TT!TGGGTC'IAAWCIAQT GC'IAGCCCACG!‘TTTTTGGTGC'IECACCAAAGA yIAA 889
€ DOX

-80 0
AtU6-26: GIATTUCTIATATAGGCCSATTTAAGTTCAAAAC 464
Ghu6-9 : AGGTEGTTCTTCGGGG SAT . CTTCAGGECCATG 1016
GhU6-7 : ATGGTCAGGACGTGGIAGSAT.CTTCAGGEATCTG 1016
GhU6-1 : CAGAGUGCGGGAGGCTGGeTC:  TCATTIAECTGG 1016
Ghué6-4 : ACTG%AC!GGGCCT!AGTC ;GGTTCT 1016

* 40

AtU6-26: LL(AIPAPAITQ(PALLATACALA(PA(AITAQLAIGGQLLLIQ “GCAAGGATGACACGCAJIARATC TTCTTCTTCCLCLGTTIC 591
Ghu6-9 CTG G IAAAGCTCTG! CEERT 1143
Ghué6-7 CCGATAAAATTGGAACCGATACAGAGAAGATTAGCATGGCCCCTGCGCAAGGATCGACACGCAGAAATCCGAGAAATGGTCCAAATTTTTT T{o{olobiy TACAGCTCT! {CTTT 1143
Ghué6-1 CCGATAARATTGGAACGATACAGAGAAGATTAGCATGGCCCCTGCGCAAGGATGACACGCAGAAATCGAGAAATGGTCCARAATTTTT TIYY.V.5.) CTCTTTCAA! TCCA 1143
Ghu6-4 CCGATAAAATTGGAACGATACAGAGAAGATTIAGCATGGCCCCTGCGCAAGGATGACACGCAEAAATCCGAGAAATGGTCCAAATTTTT T T{opler S TTGCCAA TTACAGCTCT TCCA 1143

Figure S1. Cloning of AtU6-26 homologous genes and their promoters in cotton. The conserved coding regions are in black background and underlined with

a red line. Two conserved elements in the promoter region are indicated in red boxes with annotation.
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Figure S2. Modification of pPRGEB32 vector for cotton gene transformation. (a) Schematic of the
T-DNA region of vector pPRGEB32. Restriction enzyme sites near the selection marker Hyg and
pOsU3 are labeled below. Two reverse Bsa | sites are the cloning sites to insert SJRNAs. (b) Detailed
procedure of vector modification is illustrated. PCR adaptors that are homologous to the linearized

vector are shown in same color.
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Figure S3. The procedure for pPTG vectors construction with one step cloning method. Above
diagram shows the T-DNA region of expression vector pPRGEB32-GhU6.9-NPT II. To combine two
sgRNAs in one vector, two separate PCR products are obtained with primer pairs P1-P2 and P3-P4,
respectively. These two fragments are assembled with overlapping extension PCR with primer pair
P5-P6. The final PCR product is designed to be inserted into the Bsa I linearized expression vector

using one step cloning method.
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Figure S4. The DsRed?2 transgenic cotton line RED has red fluorescence in all tissues. Samples were
observed under a stereomicroscope in the bright field and the red fluorescence field at an excitation

wavelength of 530nm to 550nm.
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ATGGCCTCCTCCGAGAACGTCATCACCGAGTTCATGCGCTTCARGGTGCGCATGGAGGGCACCGTGAACGCHONSTI ST s Naaase AGGGCG 100
sgRNA3 sgRNAS

rXe{de - - - CCCCTACGAGGGCCACAACR CCGTGAAGCTGAAGGTGACCAAGGGCG(’&CTGCCCTTCGCCTGGGACATCCTGTCCCCCCAGTTCCAGTA 200

CGGCTCCAAGGTGTACGTGAAGCACCCCGCCGACATCCCCGACTACAAGAAGCTGTCCTTCCCCGAGGGCTTCAAGTGGGAGCGCGTGATGAACTTCGAG 300

sgRNA2
GACGWACTCCTCCCTGCAGGACGGCTGCTTCATCTACAAGGTGAAGTTCATCGGCGTGAACTTCCCCTCCGACGGCC 400

CCGTGATGCAGAAGAAGACCATGGGCTGGGAGGCCTCCACCGAGCGCCTGTACCCCCGCGACGGCGTGCTGAAGGGCGAGACCCACARGGCCCTGARGCT 500
sgRNA4

GAAGGACGGCGGCCACTACC’I‘GG'I‘GGAGT’I‘CAAGTCCATCg’{‘kQ_C'_;éTGGCCAAGAAGCCCG’I’GCAGCTGCCCGGCT ACTACGTGGACGCCAAGC. .«
sgRN:

A’I‘CACCTCCCACAACGAGGAC’I‘ACACCATCGTGGAGCAGTACGAGCGCACCGGCCGCCACCACCTGTTCCTGTAG 678
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CLR-A:

AGRAGAGG 100
CLA-D:

AGAGAGG 100

CLA-A: TTECARAGGTAAGTAGARATGARTAGRACCCAGARAACTAETATAATTTTTACTAGARACTARAACTTACTARGACTGGATGTGGTTTNATTGCAGGGAG 200
CLA-D: TTGCARAGGTAAGTAGARATGARTAGRACCCAGARAACTAR TATAATTTTTACTAGARACTARAACTTACTARGACTGGATGTGGTTTIEATTGCAGGGAG 200
o SgRNA7

CLA-A: TTACCARGCARRATCGGTGGGCCTATGCATGAACTGGCTGCARRAGTTGATGAGTATGCTCHSGGAATGATCAGTGCTTCTGGATCRACACTTTTCGAAGR 300
CLA-D: TTACCAAGCAAATCGGTGEGCCTATGCATGAACTGGCTGCAARAGTTGATGAGTATGCTCGMGGAATGATCAGTCGCTTCTGGATCIACACTTTTCGAAGA 300

CLA-A: ACTIGGACTATATTATATTGGACCTGTTGATGGCCACARCATCGATGATTTAGTTTICTATICTCARAGAGGTEARGACTACTARRACRACHGETCCGGTC 400
CLA-D: ACTIGGACTATATTATATTGGACCTGTTGATGGCCACARCATCGATGATTTAGTTICTATICTCARAGAGCTINARGACTACTARRAACRAACIEGEGTCCGGTC 400
sgRNA10

CLAE-A: TTGATCCATGTTGTCACTGAGRRAGGCCGAGGTTATCCATATGCAGAG,]

M\CGETRRCATACRGRAATARGCCMTTTTAGRAGE 500
CLA-D: TTGATCCATGTTGICACTGAGRARAGGCCGAGGTTATCCATATGCAGAR;]

TTTTAGRAGRE 500

CLA-A: GRGATCATTTCATATGATTTAMNTTACTGGTGCCIBGATAETCACCTTAGTTTAGGGARTARRAGRATARACTGTACCTGGATTTCTTTTCTCAGGAGT 600

CLA-D: GAGATCATTTCATATGATTTAARTTACTGETGCCTRGATATRTGACCTTAGTTTAGGGAATARAAGAATARACTGTACCTGGATTTCTTTTCTCAGGAGT 600
SgRNA8 _

CLA-A: GGTGAAGTTCGATCCGECAACTGEAARGCAATTCARAGGCAATTCTGCTACCCAGTCTTACACTACATATTTTGCTGAGGCTTTGATTGCGGARGCTGAG 700

CLA-D: GGTGAAGTTCGATCCGECAACTGEAARGCAATTCAAAGGCAATTCTGCTACCCAGTCTTACACTACATATTTTGCTGAGGCTTTGATTGCGGARGCTGAG 700

CLE-2: GCAGACRRRARATATTGTTGCCATCCATGCI®GCRATG 736
CLE-D: GCAGACRRRRATATTGTTGCCATCCATGCMGCRATG 736

(C) PIG gene I RS 1 B xna
B erNA

PTG genes Target sitel Target site 2 Target gene ‘ sgRNA target site
PTGI sgRNAI sgRNA2 [ Adaptor
PTG2 sgRNA3 sgRNA4 dsRed?2
PTG3 seRNAS seRNAG
PTGH sgRNA7 sgRNAS
GhCLAI
PTGS sgRNA9 sgRNA10

Figure S5. Designed PTG genes for DsRed2 and GhCLA1 editing. (a) The designed sgRNA target
sites to DsRed2. (b) The designed sgRNA target sites to GhCLALl. The sgRNA target sites are
highlighted in yellow or green, with the recognition direction indicated with arrows. SgRNAs chosen
to be combined in one vector are illustrated in the same color. The PAM regions are highlighted in
orange. Different SNPs in GhCLAL DNA sequences are highlighted in black. (c) The illustration of a

PTG gene. Compositions of different PTG gene for the target genes are listed.
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Figure S6. Transgenic positivity check in the regenerated TO plants with Cas9 specific primers. (a)
PCR analysis of Cas9 positivity and DsRed2. (b) PCR analysis of Cas9 positivity and GhCLAL. M,
marker. CK1, a Cas9 positive control without sgRNA targeting in DsRed?2 transgenic background.

CK2, a Cas9 positive control without sgRNA targeting in YZ1 background.
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T0 Lines DsRed? |Mutation type Tl DsRed? | Mutation type
copies at sgRNAS |progenies| copies at sgRNA5S
1-1 2,3 +G
mR1 1,2,3,4 +G, -G 1-2 1,2,3,4 +G, -G
1-3 2,3 +G
2-1 2,3 +G
mR2 1,2,3,4 +G, -G 2-2 2,3 +G
3-3 2,3,4 +G, -G
5-1 1,2,3,4 +G, -G
mR5 1,2,3,4 +G, -G 5-2 2,3,4 +G, -G
5-3 1,4 +G, -G

Figure S7. Southern blotting analysis of DsRed2 gene copies in TO plants and their T1 progenies. M,
marker. mR1, mR2 and mR5 represents the three TO cotton lines. Three independent T1 progenies
for each TO lines were analyzed. Number 1 to 4 represents the independent gene copies of DsRed2. A
summary of the Southern result and mutation genotype of TO and T1 plants is listed. The T1
progenies inherited DsRed2 mutations from corresponding TO plants. DsRed2 copies of 1, 2 and 3

have +G mutation type. The copy 4 carries -G mutation type.
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Figure S8 An example of off-target effect analysis at one potential off-target site 15_POT3782. The
potential off-target site and the reverse primer for PCR process are highlighted in green and orange
background, respectively. The gap of omitted nucleotides is labeled above. The reads in red box

were unpredicted sequences that might be generated because of mismatch of primers.



Table S1. Barcoded-primers for GhCLA1 mutation genotyping in independent TO transgenic

lines with high-throughput sequencing method

Lines

Forward primer

Reverse primer

ml

m2
m3
m4
m5
mé6
pres M’
m8
m9
m10
m1l
m12
m13

yz1-1

cgactgTAAGACTGGATGTGGTGTTATTGC

cgactgTAAGACTGGATGTGGTGTTATTGC
cgactgTAAGACTGGATGTGGTGTTATTGC
cgactgTAAGACTGGATGTGGTGTTATTGC
cgactgTAAGACTGGATGTGGTGTTATTGC
cgactgTAAGACTGGATGTGGTGTTATTGC
tgatagTAAGACTGGATGTGGTGTTATTGC
tgatagTAAGACTGGATGTGGTGTTATTGC
tgatagTAAGACTGGATGTGGTGTTATTGC
tgatagTAAGACTGGATGTGGTGTTATTGC
tgatagTAAGACTGGATGTGGTGTTATTGC
tgatagTAAGACTGGATGTGGTGTTATTGC
gtcacgTAAGACTGGATGTGGTGTTATTGC
gtcacgTAAGACTGGATGTGGTGTTATTGC

gctagtAAGATGTAGTGTAAGACTGGGTAGC

atgctaAAGATGTAGTGTAAGACTGGGTAGC
ctgcgaAAGATGTAGTGTAAGACTGGGTAGC

AAGATGTAGTGTAAGACTGGGTAGC
tctagcAAGATGTAGTGTAAGACTGGGTAGC
gagtcaAAGATGTAGTGTAAGACTGGGTAGC
0ctagtAAGATGTAGTGTAAGACTGGGTAGC
atgctaAAGATGTAGTGTAAGACTGGGTAGC
ctgcgaAAGATGTAGTGTAAGACTGGGTAGC

AAGATGTAGTGTAAGACTGGGTAGC
tctagcAAGATGTAGTGTAAGACTGGGTAGC
gagtcaAAGATGTAGTGTAAGACTGGGTAGC

AAGATGTAGTGTAAGACTGGGTAGC
tctagcAAGATGTAGTGTAAGACTGGGTAGC

m21

m22
m23
m24
m25
m26
m27
m28
m29
m30
m31
m32
m33
m34
m35
yz1-2

PTG4

gtcacgTCTCTGCCAACTGCCAATCTCG

atgatgTCTCTGCCAACTGCCAATCTCG
atgatgTCTCTGCCAACTGCCAATCTCG
atgatgTCTCTGCCAACTGCCAATCTCG
atgatgTCTCTGCCAACTGCCAATCTCG
atgatgTCTCTGCCAACTGCCAATCTCG
atgatgTCTCTGCCAACTGCCAATCTCG
cagtcaTCTCTGCCAACTGCCAATCTCG
cagtcaTCTCTGCCAACTGCCAATCTCG
acgtcaTCTCTGCCAACTGCCAATCTCG
acgtcaTCTCTGCCAACTGCCAATCTCG
acgtcaTCTCTGCCAACTGCCAATCTCG
acgtcaTCTCTGCCAACTGCCAATCTCG
gtcacgTCTCTGCCAACTGCCAATCTCG
gtcacgTCTCTGCCAACTGCCAATCTCG
acgtcaTCTCTGCCAACTGCCAATCTCG

gagtcaTCTCTTCTAAAAAGGCTTATTCTGT

gctagtTCTCTTCTAAAAAGGCTTATTCTGT
atgctaTCTCTTCTAAAAAGGCTTATTCTGT
ctgcgaTCTCTTCTAAAAAGGCTTATTCTGT

TCTCTTCTAAAAAGGCTTATTCTGT
tctagcTCTCTTCTAAAAAGGCTTATTCTGT
gagtcaTCTCTTCTAAAAAGGCTTATTCTGT
gctagtTCTCTTCTAAAAAGGCTTATTCTGT
atgctaTCTCTTCTAAAAAGGCTTATTCTGT
ctgcgaTCTCTTCTAAAAAGGCTTATTCTGT

TCTCTTCTAAAAAGGCTTATTCTGT
tctagcTCTCTTCTAAAAAGGCTTATTCTGT
gagtcaTCTCTTCTAAAAAGGCTTATTCTGT
tgcgacTCTCTTCTAAAAAGGCTTATTCTGT
gtcacgTCTCTTCTAAAAAGGCTTATTCTGT
acgtcaTCTCTTCTAAAAAGGCTTATTCTGT

Note: The 6-nucleotide barcodes were in colors and they were chosen as specific combinations to

mark independent plantlets.



Table S2. Statistics of the sequencing reads generated from barcode-based sequencing

Lines Bar_code-sorted Lines Bar(_:ode-sorted Lines Bar?ode-sorted
unique reads unique reads unique reads

ml 162 mil 181 m27 675
m2 622 m12 645 m28 61
m3 891 m13 552 m29 179
m4 817 yz1-1 329 m30 316
m5 497 m21 320 m31 257
mé 269 m22 164 m32 175
m7 56 m23 571 m33 262
m8 192 m24 724 m34 181
m9 329 m25 556 m35 93
m10 257 m26 434 yz1-2 78

Total barcode-sorted unique reads 10845

Unique reads 137545

Unknown reads 99054

Total reads 200687

Table S3. Statistics of sequencing reads generated for off-target analysis

S PrirTmers-sorted A Primers-sorted
unique reads unique reads
15_POT1500 258 21 POT7274 414
15 POT2941 340 21 POT7350 224
15_POT3515 415 21 _POT9661 244
15_POT3782 108 21 POT10018 447
15_POT9381 185 28 POT25 370
15 POT12615 171 28 POT26 124
36_POT585 385 28 POT198 116
36_POT4307 122 28 POT456 189
36_POT8435 141 28 POT1542 235
36_POT11074 178 28 POT4528 123
21 _POT1840 289 28 POT4625 276
21 POT3811 244 28 POT6578 569
21 POT6973 444 28 POT7818 361
Total primers-sorted unique reads 6972
Unique reads 337594
Unknown reads 330622
Total reads 953687




Table S4 Primers used for vectors construction, genotyping at on-targets and off-target sites

Primers Sequences (5’ to 3°) Purpose
pGhU6.9 F TGATTGCTAGAATTTGCAGTAGGCTT pGhU6.9 promoter
pGhU6.9 R AGTTATGTGCTGCTTCTTTCGCTTAT amplification
midU6-9 R TAGCCGTCTCATTTCACATTCATTG pGhU6.9 mutation to destroy
midU6-9 F CAATGAATGTGAAATGAGACGGCTA the Bsa I site
infUG-0 F TGATTACGCCAAGCTTTGATTGCTAGAATTTGCA
GTAGGCTT Overlap-extension
infUG-9 R AAACCGAGACCTCGGTCTCCTGCCAGTTATGTG amplification of
CTGCTTCTTTCGCTTAT pGhU6.9-gRNA-ter for ligation
gRNA-ter F GGCAGGAGACCGAGGTCTCGGTTT to pRGEB32
gRNA-ter R CCGAATTTGTGGACCTGCAGGCATG
. TTTCGCAGATCCCGGGATGATTGAACAAGATGG
inf32B-Kan F
ATTG i
NPT llchange at the Hpt site
. TATGGAGAAACTCGAGCTCAGAAGAACTCGTC
inf32B-Kan R
AAGAAG
PTG-RED1-1R CCTGCCCTTCGCCTGGGACAtgcaccagccgggaat
PTG-RED1-1F TGTCCCAGGCGAAGGGCAGGyttttagagctagaaata .
PTG1 construction for
PTG-RED1-2 R CGGTGCGCTCGTACTGCTCCtgcaccagccgggaat .
DsRed? targeting
PTG-RED1-2 F GGAGCAGTACGAGCGCACCGottttagagctagaaata
inffRED1 R ttctagcetctaaaacCGGTGCGCTCGTACTGCTCC
PTG-RED2-1 R CGAGTTCGAGATCGAGGGCGtgcaccagecgggaat
PTG-RED2-1 F CGCCCTCGATCTCGAACTCGgttttagagctagaaata .
PTG2 construction for
PTG-RED2-2 R GGGTCACGGTCGCCACGCCGtgcaccagccgggaat .
DsRed? targeting
PTG-RED2-2 F CGGCGTGGCGACCGTGACCCyttttagagctagaaata
infRED2 R ttctagetctaaaacGGGTCACGGTCGCCACGCCG
PTG-RED3-1 R CCCCTACGAGGGCCACAACAtgcaccagccgggaat
PTG-RED3-1 F TGTTGTGGCCCTCGTAGGGGyttttagagctagaaata .
PTG3 construction for
PTG-RED3-2 R GCTTGGCGTCCACGTAGTAGtgcaccagcecgggaat .
DsRed? targeting
PTG-RED3-2 F CTACTACGTGGACGCCAAGCyttttagagctagaaata
infRED3 R ttctagctctaaaacGCTTGGCGTCCACGTAGTAG
PTG-CLAL-1R AGCAAATCGGTGGGCCTATGtgcaccagccgggaat
PTG-CLAL-1F CATAGGCCCACCGATTTGC CTyttttagagctagaaata .
PTG4 construction for
PTG-CLA1-2R GTTGCCGGATCGAACTTCACtgcaccagccgggaat .
GhCLAL targeting
NPTG-CLA1-2F | GTGAAGTTCGATCCGGCAACyttttagagctagaaata
infCLALR ttctagetctaaaacGTTGCCGGATCGAACTTCAC
PTG-CLA2-1R ATACCACCTGTGGGAGCTTTtgcaccagccgggaat
PTG-CLA2-1F AAAGCTCCCACAGGTGGTATgttttagagctagaaata .
PTGS5 construction for
PTG-CLA2-2 R TGATACTTGTCAGCAGCTCTtgcaccagccgggaat GhCLAL targeti
argetin
PTG-CLA2-2 F AGAGCTGCTGACAAGTATCAgttttagagctagaaata geting
infCLA2 R ttctagetctaaaacTGATACTTGTCAGCAGCTCT




Table S4 continued

pG32-9 F CAGCACATAACTGGCAaacaaagcaccagtggtctag Infusion ligation of PTG genes
infpG32-9 F CAGCACATAACTGGCAAACAAA to expression vector
u6-9 F GTCAAAAACTATCCCACATTGCTAA Clone verification with PCR
ubi2 R CTGGCTTCCGCCTTGACCCG and sequencing
gtCas9 F GCTTGTGCGTTTCGATTTGA Transgenic Cas9 positivity
gtCas9 R CCGCTCGTGCTTCTTATCCT verification
35S F GTGGAAAAGGAAGGTGGCT o
DsRed?2 positivity check
RED R CTACAGGAACAGGTGGTGGCGGCCC
CLALF GGATGGCTGTGGGAAGGGATCTGAAAGGTG Full length GhCLA1L, TA
cloning for sgRNA9-sgRNA10
CLAL1R CATAAGCCCTTTGCATGAATGATGAGTAGAT L
editing check
TA cloning for
SCLA-1F CTCGACGGACCTATACCACCTGTGG SgRNA7-sgRNAS editing
check with primer ‘CLAL R’
T7EL assay for target sgRNA9
sgRIR GCCTTTCTCAGTGACAACATGGATC . .
with primer ‘CLA1 F°
T7E1 assay for target sgRNA7
SgR7 F GGTAAGTAGAAATGAATAGAACCCAGAAAA . .
with primer ‘sgR9 R’
sgR8 F TTTAGTTTCTATTCTCAAAGAGGTTAAGACT
T7EL assay for target SRNA8
sgR8 R GTTTAATCCGGTTCCACCTCCCATTGCAGCA
sgR10 F TTTAGTTTCTATTCTCAAAGAGGTTAAGACT T7E1 assay for target
sgR10R GACTGGGTAGCAGAATTGCCTTTGA SgRNA10
28 POT25F GACTTCGCTTCATTGCCTGA
28 POT25R TCTTATGGTCGAGTCTGACGAA Off-target site amplification
28_POT26 F TGCATGTGGTAGAGCTTCTGA
28_POT26 R TTTTACACAGATTCAATCAAACACC
28_POT198 F GGGTCGCCAGTTAGAAGAAA
28 POT198R TTGTGAACTTGGTTGGCAAG
28 _POT456 F TTTGTTTTATTGCCCGAGGA
28_POT456 R ATCCGGATGTTATGGTCGAG

28_POT1542 F

GCCTGAGGATTCAAGCTAACA

28_POT1542 R

CGATCTTTTTCTTCATATCTGGTTG

28_POT4528 F GCATAACTGGCAGCAAGGAT
28_POT4528 R TGGTCACACCCTGGAGCTAT
28_POT4625 F TGGCTTTTCTACACTGCTCAA
28_POT4625R CGGATGTGCCAGGATTAGAT
28_POT6578 F TTCAATCATCTCGCCAAACA
28_POT6578 R AGCAATATGCCCAAAGATGG
28_POT7818 F TGCAAGAGCTGTCAAGGATG
28_POT7818R TCAAAAGCAACAACGTTTCA
36_POT585 F CAACTACTGCACAGGCCAAA

36_POT585 R

AAAATAAAATTCTCGTCTGACATGAT




36_POT585 R AAAATAAAATTCTCGTCTGACATGAT
36_POT4307 F TGGTTGCAAACAAAGAGGACT
36_POT4307 R CCTTTGGCTGCTCTGTTGAC

36_POT8435 F

GTTTCAAATAAAAAGGAGGTTTGC

36_POT8435 R

ACAAATTTAACTCTTAACCTTTACACG

36_POT11074 F

TCACCACATGAACCAAAATCA

36_POT11074 R

CTTACTCTGTTTCTTTTCCCATGTT

21_POT1840 F

TTGTGCTGCTGTTTCTTTGC

21 _POT1840R

CCAAATGGCCCAAAAACTAA

21 POT3811F

TTTTGTCTTGCAACACTTTTGG

21 POT3811R

CTGAGCTTCCCAGTTTGTTTG

21_POT6973 F TCAAACGAGGATCTTTTCACG
21_POT6973 R TGGCCTCTTTATGTTTCTAGCAT
21_POT7274 F GCATTACAATGCTCCCTGGT
21_POT7274R CAACAACAAGTGAGTTTATCACACA
21_POT7350 F CAAGCATCAGGTAGGGCATT
21_POT7350 R CCTACCTTGACACGCCTTCT
21_POT9661 F TTCATGAACAACAGGAATGATTG
21_POT9661 R CCGACTGTTTTGAACCCATT
21_POT9729 F AGAGGCCTGTTTGATTGCAG
21_POT9729 R TGGTGCTATGACTGCAGGAC

21_POT10018 F

TTCACAAGGGATTTTAGTTGTTCA

21_POT10018 R

CAACAAGTTTCTTCAAGGCTCA

15 POT1500 F

CACGAGTTTCCCAAACTTCA

15 _POT1500 R

CAGACAGGATCCCAATTTCAA

15 POT2941 F

CATGATTAATTGTCATGAACTGCT

15 POT2941 R

TGAAAATTGGGCTGTTACAAAA

15_POT3515F ACGGCCGTGACATTTTATTG
15_POT3515R AGGCAACCCGAGCACTAACT
15_POT3782 F TCAATGGCAACTTCCAAAACT

15 POT3782 R AGTGGGATGGCAAATTGATG

15 POT9381 F AACAACTAATTGGTCCAAAATCA
15 POT9381 R GGGTAAATGGATCCCTCCTC

15 POT12615F | CTAGGGGCTAGCCGTTTGAT

15 POT12615 R | TCGCAGAGCACTTCAATAGC

Table S4 continued

Notes: The nucleotide in red capital is a mutation to destroy Bsa | site of original pGhU6.9. The
nucleotides highlighted in yellow background represent its overlap with terminus of the digested
expression vector. Nucleotides in blue or red lower case represent its match with gRNA and tRNA,

respectively.



Appendix S1 DNA sequence of promoter pGhU6.9

>pGhU6.9
TGATTGCTAGAATTTGCAGTAGGCTTTGCAATTAAATACATTATTCGAAACCATTAGATGA
TGCTTAGTATTTAATATTTATCCTCAGCCGATGATGGCTGAGGCCCTCGAGATCATAAACC
AGTGTAAAAATTTTGAGACGCTCAATGCCATTTGGATCAAGCAATCCCTCGAGATTGGTT
ATTTGAAAGCTTCGGAAAATGCGGAAAGGATGGTGAGCTCGAGAATAAGATCAAGGCTA
AGGAAAAGGAACTTGCCAAAGTGAGCAATAAGCTCGAGGAGGCAGATAACTCATTGGC
AGACCGGGAGAACAAGATGCAGAAAAAACTAGGAACCTTCTGCGTGAGAGGTGTTGAC
TACGATTGCTCGGTGATGTCTCTCATCGACCTAGCGAATGGATGCTACTTTATGCATTAGT
TACCATTTATATTTCAATTAGAAATGCATCACATAATTGAACTATTGTGTTATATGATTAAAT
TCTCTGTTAAGGAATATCATTCAAAGGGTTATCTGGAAACTAACATATCTTTGTCTTCCAG
AATACGGTTCCAAACAATTCGCTACGACCGACTGCCGTAGAGCAAAAGAAGGCCAATGA
ATGTGAAATGAGACCGCTAGTAGTTGACGATCTGGAGGTTTGTTCTTCGTGTTCTTTTCA
TTAATACCACAATACCATATGCATACCCTGTCATGAATATTGTATAATAGAATGTTAGTTTG
CATAACCTTCCAATATGCTGCAAATAGTTTCCAACATTTTACTCTGTGCTACGATTTAATTC
TCTGTTAAGGAATATCGTTCAAAGAGTCATCGCGAAAGTAACATCTTTTCTCATCCAGGC
TGATGAATATGTAATGGAACTGCCAGTGACCGAAGATTCGGAGGTTTGTTCTTCGGGGAC
ATACTTCAGGGCCATGGTCAAAAACTATCCCACATTGCTAAAGAACCATAAGGAAGAAG
CATTTATATAAGCGAAAGAAGCAGCACATAACT

Note: The highlighted “GAGACC”, which was a Bsa I recognition site, is mutated to “GAGACG”
to destroy the recognition site to avoid more than two specific Bsa | sites in the final expression

vector.

Appendix S2 Genome DNA Sequences of each potential off-target site

>CLA_A_15 POT1500
ATTTTTCAATAACCGGAGACAAGGATAACACGAGTTTCCCAAACTTCATAGCCTCTCAACAAATCTTA
AAAATTTCATGCAAAATAATATATATATATATAAAAGGACCATTGATTTGCTTGGATGGAGACACCCCTAT
GCTGATGTTGGAGTCTCTTAAATCTCCACTTGCTTCTATGTATAAATTGACTTGTGTTGAGCATCAAATA
TCTTGAAATTGGGATCCTGTCTGTATTTATATTCTTTGGACT

>CLA_A_15 POT2941



TACCTATCAAAATATGTACAATTAATATAAAACATTAATGTCATGATTAATTGTCATGAACTGCTAACTAT
CAAAATTCATAAGATCTCCAATTTGCTTGGAAAGGTCCTTTTACACCAAAAAAAAGGTTAAAATATGTT
ATAAGTCCTTGTAGTCTTTGTAAATTTAAAGTTTAGCCTCTATACTTTTGTAACAGCCCAATTTTCAGTA
GTGTCAGAACAGTGATTTGAGATCACTAAATTCGATGAAGA

>CLA_A_15 POT3515
GACCGTGGCCATGTCGCACGGCCGTGACATTTTATTGTAGCTCGAGTTTGGGAAAATAGTTTCCCTATT
TTCACGTGGCCCTAAGCACGCCCATTTGCTTGGCCGTGTCTCTGTGGAAAACCTGTATTCAAGAGCTC
CATTAGTAAGTTAGGTGTTGAAGACTAAATTTTAAAGAAGTTAATACAGTTAGTGCTCGGGTTGCCTGC
CGAGAAGCGCTTATTTGTAGTCTAAGCTCGACTTACCTCTCCATTG

>CLA_A_15 POT3782
TTCATAAAAAATATCTAATATCCATCAATGGCAACTTCCAAAACTTAAAAATTACAAGAAACAGGTAAA
AAAATTTACTCATAAGCATAACAATTTGCTTGGTCGACTTTCCTAGCTTGAAAAACCATGAATTTCGGC
TATGGAATGTAAAATGAAGAAGAAACCTATTTCTTTTTACTTAATTTTGTTTTAATTAGTATCCATCAATT
TGCCATCCCACTATACTATTTAGGGCCTAATTATCACTTAAGT

>CLA_A_15 POT9381
CTAATATTATAGTATGTGATATAGTAATACATAATGTAATAATATATTTTAAAACTATTAATACATATATATA
ACAACTAATTGGTCCAAAATCATAACTAAATTTACCAACCGATTTGCTTGGATTGGCTCGGTTTGGTTG
GAATCGGTTTTAATTGCTAATTATAATAGATTATATACAATTGCATAATATGTACTATTACATAATTTATTAA
AATAGTATATGAGGAGGGATCCATTTACCCCTGTGTA

>CLA_A_15 POT12615
ATTTTGCAACTGAGTTAAATGATAAATTGTTGTAAAATCTTATTCTAGGGGCTAGCCGTTTGATTGAACA
TTTGCATGCAAAAGGAGTACCGATTTGCTTGGCAACAGGGTAAGCATTGTCATTTCCAGTTCTTATTCC
CTTTAGTTGCTTTACTCAAAACTAAACATGGAGTGCATACACTAGTGTGAATGAGTTTTGGGTTCCTTA
ACCTTAATGGAATTGTTTAAGCTATTGAAGTGCTCTGCGAGCAT

>CLA_A_21 POT1840

TCGAAGCAAATACAACCATTGTACTTTTCGTTTTTGTTCTTTTGTGCTGCTGTTTCTTTGCCCTTGTCTC
GTGTCTGTGCAGGTACAGAGGCCAGATGGCGTGGAGGCTCGCAGTGGTGGTATAGGGAGTATGGCGG
TGACGTGGCACTAGAGGCTGGAGGTTGCGGCGCACCTAGGGCTAGGGTTCCCTAGGTTGGCTGAAAT
TGTTTTAGTTTTTGGGCCATTTGGGCCTTGTATTTTTAGGCTAGGGTTTACTTCATTTTGGGCCAT

>CLA_A 21 _POT3811



AAAATCTAAACCATCAAAATGAGGACAAACTAACTTGTAAGTTTTGTCTTGCAACACTTTTGGTTAGG
TTACTTGCTACACTTCTGGTGGAGATACTTAGGGAAAAGCTCCCACAGGTTCTTTAAGAGGGAAACCA
GGTGGTAGGCCTCCCAGTACTCCTTTTCCTTTGTTCATAGCAGTAGCATTGTTGGAGGACACAAGGTG
CCCAAAATACTATTCAAACAAACTGGGAAGCTCAGATCTAAACTCCCCCTTAAACTCTTCCTTAAAC
>CLA_A_21 POT6973
ATCTCGCCTTATCTCACCTCTATTTCAAACGAGGATCTTTTCACGGTCATGGCATAGGTCTCAGAGATTT
CATCTATTGAGCAAAGTCTTTGGGTGGGGATTTTAGAAGTGCCAGCAGGTGGTATAGGAATAAACTATT
TGACTTAAAAAAGGCAGTGAAAGTTGGCGAAGACTCATTAGCTAAACTATGCTAGAAACATAAAGAG
GCCAATATCTTTGTCTAGAAAATGGACACATAACTCTCAATCATAAGAAGGAAACACAAAGAGGT
>CLA_A_21 POT7274
CGATTAGGATACGATTTGCATGCCAATAAGGTTAGAACGTGCGCCTGTATGGGATTTGCACTTCAGTGC
CCCTGTTAGCATTACAATGCTCCCTGGTGTGGTATAGGTAACCATGTGTTTGAGTTATGTTTGGTATAGT
TCATCGGGCTCCTAATATTCTTACTATGAAATTGTTTGAATGATGTTGAATACCGATTCTGAATTAGATAA
ATGAGAGTGGAATGACATAAATGTTATATGATTCATGTGTGATAAACTCACTTGTTGTTGT

>CLA_A_21 POT7350
GTAATGCGCCGGTCAAGCATCAGGTAGGGCATTTTCATGCACTAGTTGACGGACTCATGCAGCACCTT
CGGCACTCAAAGAAATCAAAAGCTTCCAAAGGTGGGATGGGATGGCTAGGAAAGAACCAACATAAA
GAAAACAGGAAGGTGAAGCAATTACATTGGTGGCAGATGTTTCAGCGTCAAGGTGGAGTAAAATTAC
CCAATAGAAGGCGTGTCAAGGTAGGGTTAATGAGTAAAAAAAAGCAGCTTAGGGTACCTAAGTTGAA
ATA

>CLA_A 21 POT9661
CAGTCGCATATGCCCTGGTGCCATCTTGAACTATCTGATGCTTAAGAGAAACATAAAATTCATGAACAA
CAGGAATGATTGTGTTTTCTTATGGAATGATACAAAATCGCTCCCAATGGTGGTATTGGACTAAAGTCT
ATATTTCCTTGCAGTGGGCCATACAAGGTTCAAATCCTCATTCTTGTATAATAGGTCTCCCTTATGATTTG
AGAAAATATTTTTCAACATTCAAATGATGAAATATTAATGGGTTCAAAACAGTCGGGGTTTC
>CLA_A_21 POT9729
TTCTATTCATTTCTACTTACCTTTGCAACCTCTCTTAGTTCTCTAAGAGGCCTGTTTGATTGCAGCCTGC
TGAGAGCACTGCTCAAAGCTCCCACAGGTGGTGTAGGTCCGTCGAGATTGGCAGTTGGCAGAGAAAC
TTGTTTATTGTCATTAAGAATAACAATCATATCAGAATCAAGATATCCGGCATTGTTCATTGCTTCGTAA
GCTTGTCCTGCAGTCATAGCACCATCACCTATGACAGCAACAACATGATTCCTTTCACCTTTCAG

>CLA_A 21 POT10018



TTTCACAAGGGATTTTAGTTGTTCATTTATCATGTCTCATTTATTTCACATTAGTTAATATGCATAACATTT
ATTCAATTTATATCAAAATATAAAATTCAAGAATAAAAT TATCACATGTGGTATAGGAGATTATAGACTTT
TACTACTTTAGTTTCCTTGAGCCTTGAAGAAACTTGTTGATCAAATTCCTAAGAATGACATACGTAGTTT
ACAAGTCTGATGGTGATCTTCTTCATTCTTCCTTCTTGGCGCCATGTTTCCTTACAAT
>CLA_S 28 POT25
AGTGGATTATAATACGGTTGTCTAAATATGATCCAAGTGAGCACATGAAAGAAGACTGATAGCCCGTG
AAGAAATACAAGACTTCGCTTCATTGCCTGAAGACAGAAACTGACAAAGATTATTCGAGAGCCGTCA
CATCTTGACCTTCTTAAAGGAGCTGACAAGTATCACAGTAATAAGTGAGCAACGAGTCGCAGCCTGGA
TCGAGCAAAAAAAGGAGTTAATATAGACATCTCTTGGAGAATTCGTCAGACTCGACCATAAGATCATG
ATATGAAGAGGAAGATAGGTGTCTTCTCTT

>CLA_S 28 POT26

ATACTAAAATAAAAAATACATACCTCCTTAGAAGATCAATAGAATACTACAAAATTTAAAAGTAATAAA

AAATTAATAAAAAACAATATTTATATGTTTTCTTAAAAGGTCACTAACATGCATGTGGTAGAGCTTCTGA
CAAGAATAAGGGTCTGTTTGATTGCTAGTAAAATGTTTTTCGTAAAATGATTTCTGGAAAATGTTTTAC
TTTTTTGTAAAATAATTTACTGAAAAATATTTTCTGGTGTTTGATTGAATCTGTGTAAAATATTTTCTACT
GTTTGACNGTAAAATATTTTCT

>CLA_S 28 POT198
AAGGTGGGAATTGAAAGAGTGGGTACTATGGGGTTGCATTGTGGGTATTAGTTCTTCAAGGAAAATAG
GAGATTAGGAAGAGATTGTATTATGGTATGGACCCATAGTTACGACAATCAATTGAGTAAATGCGAAGG
GTCGCCAGTTAGAAGAAATGGATACAAGTATCACGGATGTGAAATATCGATAATCAGGGGTGAAACCT
ATGAAAGAACATGGTTTGGGCCAGACCAGGGTCAATGTCTGCAAATGAATGGCTCAGAGAGCATGAG
GCATTAGCCTTGCCAACCAAGTTCACAAA

>CLA_S 28 POT456
GTGGATTATAACGCGGTTGTCTAAATATGGTCCAAGTAAACACGAAGAAAGAAGGCTGATAGCCCATG
AAGAAATACATGACTTTGTTTTATTGCCCGAGGATTAAAATCAATAAAGATTATTCAAGAGCCGTCACG
TCTTGACTTTCTTAAAGGAGCTGACAAGTATCATGGGGATAAGTGAACAACGAGTCGCAGCCTGGATC
AAGCAAAAAGGAGTTCATGGGGATGTCTTTTGGAAAATTCACAAGACTCGACCATAACATCCGGATAT
GAAGAGGAAGATAGGTGTCTTCACTTGA

>CLA_S 28 POT1542
CTTGATAAAGTGGATTATAACACGGTTGTCTAAATATGTTCCAAGTAAACACAATGAAGGAAGATTGAT

ATTCCATGAAGAAATACAGGACTTTGCTTTATAGCCTGAGGATTCAAGCTAACAAAGATTATTCGAGAG



CTGTCATGTCTTAAAGAAGCTAACGAGTATCACGGGGATAAGTGGGCAATGGGCCGCGATCCAGATCG
AGCAGAAAGAAAATAATAGAGATATCTTTTGGAAAATTCGTAAGATTTGACCATAACAACCAGATATG
AAGAAAAAGATCGATATCTTCGCTTGG

>CLA_S_28_POT4528
ATATGTTAGGATGCACATTGTAAAGGCTACAATAGAAGACAAACAACAAAAGATCTGCCAAGATCAAA
GGCATAACTGGCAGCAAGGATCAAGGGATTAAGAAGGCAAGATATGCAAAAATTAAGGGCAGAACTG
GAAACAAGTATCAAGGGATTAAAAAGACAAGATTTGACCTAACCTCTAGAAGAGTTTGTCTAGAAGA
GTTATCCAATCAAATCTAAAAAATTCTACTTCAAAGTAGCAATAGCTCCAGGGTGTGACCACAAGGTTA
TGAAGCAGTCAGCACCATTGTCCCCGTGAA

>CLA_S_28_POT4625
TGTCCAATTTTGGAACCCTGCCTACAGCTGCTTCACTTTTAGGGAAGTTGATTTGGTACCTACCGTAGA
AGAGTATGTGGCTTTTCTACACTGCTCAAGGGTTAAAGTTGACAAGATCTATTCCAGAGTTGCCAACG
TCCCGCCCTTTGTAAAGAGACTGACGAGTATCACGGGGATGAGCGAGCAATGGATTGCGGCTAGGATT
AAGTAAAAGTGAGACAGAAGTTGTATTCCTTGGAAGAACCTAAGAGATCTAATCCTGGCACATCCGGA
TATGAAAAAGAGGGTTGATATTTTTGCT

>CLA_S_28_POT6578
CTTGTTTTTTAGTGTTGATCATTTGACGCTTTCCCCTGCATCTATCTTCTCACTTCTGATTGTATTTTCAA
TCATCTCGCCAAACATTACTATATCTGAGAAACTCTTCGTAGCGCTTCCCAACATCTGGTTAATGAATAG
GGCTTTCAGAGTGTTGATGAAAAGTATCATGGTTTCTTTCTCCAGAAGAGGTGGCTCGACTTGTGTCA
CTACCTCTCTCCATCTTTGGGCATATTGCTTGAAGCTCTCATTTTGCTTCTTTTTCATATTCTGCAGTGTA
ATTCTATCAGGTGTCATGTTT

>CLA_S_28 POT7818
ACATAACAATTTTTGGGGACGAAACTGGGGACAGAACTGCTTTCTTAACAATTTTAGTAGTTTTTTTTC
TATAATCTTTGCAAGAGCTGTCAAGGATGACAAGGTTACGAAATCTCCGTGCAGGAGGCAGAGTTGTT
GACAAATATCACAGAACATATGTTTGTTGACAAGGTTACGAAATCTCCATGCTGACAGTATTTTGTTAA
TTTTGCTGAAAGATCCAGATCTTGTTGAATTTCCTACATATAGACTTATGAAACGTTGTTGCTTTTGATA
TTTTAGGGTACACATGGTTTCATGA

>CLA_S_36_POT585
ATGCTGAGAGAACCGGCCAGCAATCTGATCTGAACAACTACTGCACAGGCCAAATAAAATTCCGAAA
GTGGAGCAATATTGTTAAAAGGAAAGTGATGTTAGAACCGGCAACTAGCCATAAACAGATGCTCCAAT

CATATCATTAAATAAACAATTGGAGAAAAAAAAAAGAAGAAGAGATAAAAAGATGCTTCAAGTCACTT



AGATAATCATGTCAGACGAGAATTTTATTTTTTCTTTTATTTCAGTTTTTTCATAGAGATGGAACTAAGC
AGATGGCATCTGATCAT

>CLA_S_36_POT4307
GGGTCTAAAACTGTTCTATGGTTGCAAACAAAGAGGACTCCACTTTGGCCTTTCCTAGGTGCTGGTGG
AGGGGTACCCTTAACAATCAATTTGATCCCCAGCAACCTGTAATTGTATCGAGCAATTCGCTCCGGCAA
CGGGATGTTGGTGTAGACCCTGAGTAGGGAGAGGATGAAGCCTATAGGAAGCCATAGGAAGGTCAAC
AGAGCAGCCAAAGGGGTTGGCCTTTGGACTAGGCGGCCCTCATGAAATATAACATGGCTTAGAAGCTT
GTTCCTTGGCAATGGTTCG

>CLA_S_36_POT8435

TGAAAACCTTACTTAGAATATATTTTAATTTTCAATTTTTTAATAACCAATCCCAGTCAAAGTGTGACTA
GACCATACTAGTTTCAAATAAAAAGGAGGTTTGCGTGCCAGAGGTAGTGGGAAGTTCGTGACGGCAA
CTGGGCAAAATTGAAGGGCATCGAGCACGGTTAATTAGAAGACAAAATAGGATAAATTAAGTAATGTG
TAAACATTTAGGACTATTTTTTTTTAAATTAATACTAAACTGACAAAACGTGTAAAGGTTAAGAGTTAA
ATTTGTTATTATGCTAA

>CLA_S_36_POT11074
AGCCAAATCACATGGCTTAGACTTATCACCACATGAACCAAAATCACCATCTCAAGTGAACATAACTAT
CATCTTTATAACTAGCCTATACATGCCATATTTACATATATCCACAAGTTCAGAAGTTCCAAACGGCAAC
TGGATAGTGTGATGCGTAACTCCGACTTGTCCAAAATGAGCGAGCTATCGAACCTCTATAAAACATGG
GAAAAGAAACAGAGTAAGCTTTCTAGCTTAGTAAGCCCGTATAGTTCAGAATTAAACTGACCATTTATA

CAATTAAGGCAA



