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SSA01 is from transcriptome assembly, yeast one is from the sacCer3 S.cerevisiae assembly, the SSBO1 is from the published S. minutum assembly
and annotation. The SSBO1 annotation is clearly wrong and includes a merge with an upstream gene. As annotated, it also includes a ArsA_ATPase
domain, which is not found in URA3 itself (and should not be given its function as an anion transporter)
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SSB01 and SSA01 nucleotide sequences:

5881/1-3965

TRINITY_ON31625 cé g1_i1/1-98

SBB1/1-3965

TRINITY DN31625 co g1_i1/1-98

SBB1/1-3965 384

TRINITY_DN31625 cg g1 11/1-98 331

5801/1-3965 5982

TRINITY DN31625 co gi_i1/1-98 529

5881/1-3965 798

TRINITY DN31625 c@ g1_i1/1-98

SBA1/1-3965
TRINITY_DN31625_co_gi_i1/1-98

5861/1-3965 1186
TRINITY_DN31625_c@ _gi_i1/1-98 893

5B01/1-3965 1384
TRINITY DN31625 co gi_i1/1-98 901

5861/1.3965 1582 TARGGCATCTAAGGCACTAAGTGCTACCTGCT6 06T CTTCTGCTEACTACT TG CCAT TTGAGT CACCTG CT CCATGT CARGGAT CCaGT TTG T AATGACAAGGECACAACGAATAT CCTGCT CTTCCAGCTGCETTAGAAGTCT T TAGTCTCTTCCARGG CTARAG 66T TGGAATAGTCACCACTGAARAGGAACT 1772

TRINITY DN31625 c@ g1_i1/1-98

$861/1-3965 1780
TRINITY_DN31625_co_gi_i1/1-98 907

5861/1.3965 1978 AGCAAAGCGTGGACGTAAGACCAAGCCTATGACCT CGLCAGAATAGGAGACTAACAAAAGACCTGCAT CTAACATACCG CTGCGACG 06 CTG CAAGG TACAT CT CTTGGCACAG CACCTTGCTAT CGAAAACAGAGE CACCCG CAAGCT CCACAGCGCCGGTEEGATGACATGLTECTE CTGCTGCAGCGATCATCTC 2175

TRINTTY_DN31025_€8 G1_11/1-98 - oo oo oo

£861/1.3965 2176 CAGTTCATCTT CGGGTGCCAACACTG CCAT TG CGG CAATGCCG CTCAACT CGT CCACTAG CAAGE CCAGGAGACCTG CGAG TG CAG CCARG CGCAGCT CTACT T CCTCCACGGATAT CCGG CGETTTGGET TT6GECTE T CAGACT TCTCCGTEATGCCAACAG CCAGTTCT CEGACARAGTCCTCCTTGT CCACTTG 2372

TRINITY_ON31625 cé g1_i1/1-98 - - - R

SBB1/1-3965 2374
TRINITY DN31625 co g1_i1/1-98 919

SB61/1-3965 2572 ACGATCCAACATETTT6CACGACAT CTCATAGAGAGG CGATAT TCTT6ACCT TTCTGAAG TACAACAGGTTCCAGTAGGRGTTCCCATGCATARAATCCTT CCACACGAGAG CTAGEACCTACCAT TG CACTGECTAAGCATTCCTGAGTACCT CCATG CCATAAGGAGACTAACE (GG CTTCCATTARTEGAGGTTE 2759

TRINITY_DN31625_cg _gi_i1/1-98

5B01/1-3965 2770
TRINITY DN31625 co gi_i1/1-98 949

£861/1.3965 2968 GGTAGAGCCACGACCCT CGCTGE T CACGGCTGTACCACTGACTGCTT CACTAACACGAT CGCTTAARG CTTTACCTTCGCTACCCECCT CCATT TTCTCCACCT CCARTGGCGGCACG CTT T CTCGAACE CTTCGAGGAT CEGEGCTGE TG6CACCAGCCACTG CCCGE CECGCTGCTTCCTTRGEAGCTT CCCTCGE 3165

B B iR IR A -

SE61/1-3965 2166 T6G1TCTGCAGCT 11666 CCCTTCCAAGGLGGGCTT6GCAT CEGAGCALAGCTTCT CCRARAG CCAGLCARAGCE LT CoCGCAGG CaTGCCACELGTTCCGCLARACGT T CCAGGARG T CCGGETAGCT TAACARACG CACGGCATGGCCCET TGEAGCAG TAT CGATGATGATACGGT CARAGTTTTCCITCACTTT 3363

TRINITY DN31625 co g1_i1/1-98

5861/1-3965 3364
TRINITY_DN31625 c@ g1 11/1-98 971

5861/1.3965 3562 AAGTCAAGG CATCGG CATCTG CCT TG CACAT CCAGTTGC TG TACCGTAACTGGAAT TTCCTG TACTTTT6GAGTGEAAAATATAT GAAAATATGACT T 6 CAAGGAT CATGGAT CAGATGTGT CCATGT CCCAGCAGCACAG CAATGE CTAAAAACCTGAGT TCECAGGTCCT CATGGAACACCCCCGCCGTTCETG 3752

B R AR L IR A - J

5861/1.3965 3700 AGT CACARAGG CACGGGECCEGGCGACGCEGTEAGT TG CTAG CATTCAAT CG CCTG CAACGAGCCGCT CTGT CGARGARATGG 66 TTTT CAGCAT TGAGAT CTGAATTCTGGCGARARACT CATAT CTG CGAAT TCCCGCCAGT TTGGCE 16 CAMARAAT CATEACCCATGE CAGTGAACAAT CCCCAG CAGARAT 3857

B R R R LR A Y 2

5801/1-3965 3958 TTCCTAAG . . 3965
TRIVITY_ONS1025_CO_g1_i1/1-98  -------- Note that the SSBO1 transcript is on the reverse strand /




AXOI’I 1:

>SSBO1

AGTTCTTTCATAACTTTCTTGGAACTGGCACTCCC-AGTTGTGTCATGCTCATTCATTTACACCTGTCCTGACATTCCAAACATTTTCAGATATCATCTTCAAGTTTTGAGACTCATTGAGATCAACAAAACCAAAATCACTAAAACCCCAAAAACTGAGAA - -ATTGAACTTAATCTCAAATCCATTTGGATCA
TTCTCATCTCGCCGCTCTCAGGGCATTGATCTCTGCCCGGAAAGTTTCAGCCATCTTCTTGGGATTCTCTGCTTTCGAAATA

>TRINITY_DN31025_c@_gl_il

————————————— CTTACCTGCAAC--GCATACCCAAGTTGCA---------------AACGCCTCACCCCGCAGCCCAAAGCCCTTTACCCCGAGCCCTCAAGCCTCGAACCCT----=--~----------------------GAACCCATCAAGCTGTGGATGGTTG- - - - - - - -CTCAGAGGAATCAAGATGG
TGCCGTGCGCTTGGCCCTGAGTGCGTTGATCTCCTCCCGGAAGGCCTCGGCTGCCTTCCTCGGAGACTCGGCCTTTGAAATG

Exon 2:

>SSBO1

CCTCTAGATATTGGCAGCAAAATTCCAAGGCCATCTTCTCTTAAACCGACCTTCAAAGCCTTTGCTAAGTCGCCACCTTGGGCACCAATACCGGGAGATAGGAACCACACA
>TRINITY_DN31625_c@_gl_il
CCTCGAGAGATGGGCAGCAGAATGCCCAGGCCGTCGGGGCGCAACCCAGCCGTCAGAGCTGCTTCGAGGTCGCCCCCTTGGGCGCCAATGCCCGGCGAAAGGAACCAAACA
Exon 3:

>SSBo1

TCTGGCAGCGCTGCTCTGATTTTTTCCATGGCATCTACATCGGTTGCTCC

>TRINITY_DN31625_c@_gl_il

TCCGGGACGGCTGCGCGAATGGCGCGCATCGCCTCCACATCCGTCGCGCC

Exon 4:

>SSBo1

TACTACAAGTCCAGCATTCTGATGCTCCTTCGCCCAAGTTCCAAAGCATAACTTGGCCACATGCAA

>TRINITY_DN31625_c@_gl_il

TACAACGAGGCCTGCATTGTTGTGCTCCTTGGCCCACTGCAGGCAGCACACCTTTGCCACATGGAC

Exon 5:

>SSBo1

ATACAATGGTTCTCCCGTCGGAAGCTCCAAAGCTTGAATATCTTG

>TRINITY_DN31625_c@_gl_il

ATAGAGAGGCTCGCCACTCGGCAACTGCAAAGCCTGGATGTCCTG

Exon 6:

>SSBo1

AGATCCTGGGTTGGAGGTTTTGCACAGGACCCAAACACCTCTGGAAGCATCCTTCAGAAATGGTTGCAAACCAT

>TRINITY_DN31625_c@_gl_il

AGAACCTGGATTCGAGGTTTTGCACAGCACCCAGGCGCCTCTGGATGGGTCCTTCAGGAATGGCTGCAGGCCAT

Exon 7:

>SSBo1
CTCCACCTAGGTATGGGCTGGCTGTGATGCTATCACAGGCAAGTGTACTAAAGGCACTGGTGGCATAGGCTTCACTTGTCGATCCAATATCTCCACGCTTTGCATCCAA
>TRINITY_DN31625_c0_gl_il
CACTGCCTAAGTACGGGCTGACGGTCACGCTGTCGCAGTTCAGGGTCTGGTAAGCAGAGCACGCATATGCCTCACTGGTGGAGCCGATGTCTCCACGCTTTGCATCAAA
Exon 8:

>SSBo1
TACAATTGGAATTTCTTTAGGAATCAATTGCAAAGTTCGTTGTAAAGCTTCCCAACCAGCTGATCCATAAGCTTCGAAAAAGGCTGCATTGGGTTTAAAGGCGCACGCCACATCC
>TRINITY_DN31625_c@ gl il
GACGATCGGGATGTCCTTGGGGATCAAGGCCAGGGTCCGCTGGAGGGCTCCCCAGCCCTCCACGCCGTATGCCTCGAAGAAGGCTGCGTTCGGCTTGTAGGCCGCCACTAGGTCC
Exon 9:

>SSBo1

TTGGTCTCCTCAATGAGATGCTGGCAAAAGCGAAAGGCACCCTCTGCGGAGTCTTCTTGTAGCTCTGACTTGTGTGGATCAAGGCCCACACATAG
>TRINITY_DN31625_c@ gl il
TTTGTCTCCTCGATCAGCCGGCTGCAGAAGCGGAAGGCGCCTTCCGCGGAGTCCTCCTGCAACTCGGCCTTGTGTGGATCCAGGCCCACGCACAG

Exon 10:

>SSBo1

S

N31025_c@_gl_i1

™~

_ <---5'UTR__

_?¢---5'UTR?_




