Peptide and oligo evidence for each of the three examined strains is provided as visualized
using the Artemis viewer. Forward and reverse DNA strains are labeled along with each of
the six translational reading frames. Vertical black bars represent stop codons, white
regions represent DNA features, cyan regions represent protein coding regions, yellow
regions represent oligo evidence, and magenta regions represent peptide evidence. Errors
are assigned arbitrary numerical values for organization only, and each proposed protein
error (along with orthologs from remaining examined strains) is represented on an
individual page.



Error 1

Strain: Y. pestis CO92
Gene: YPO0089

Classification: expressed pseudogene
Boundaries of gene: complement (99525..100193)

Oligo evidence:

attccagacggtgacgttgctgcgtcaattttgacttgtatgccagaaagcgaagtggacgtgatgtact |EQSUU EQQDU EUUZUU
gttatcttctctgccactggcattactaaaggtgacctgctagaaggtatctatcgtaaagggaatatgg (_) Strand q q | q | | q q
'glp exon EXOn gl exc
Peptide evidence: Frame -1 RN [ Il |
HOGIAAMQOLGVK Frame -2 [ O 1]
KGNMATTETLLIR
LDGDMQGRLLPR Frame-3 || @ | | [
CDS CDS CDS

Proposed sequence (peptide evidence in red): 222aa
APDMYMEKLVVGPAAKGAIDLNLPLEQNLCNIATALNKPLADLTVITLAKPRHDGIIAAMQQLGVKVFAIPDGDVAASILTCMPESEVDVMYCIGGAPEGVISAAVIRALDGDMQGRLLPRH
QVKGDSEDNRRIGEQELLRCKSMGIEAGNVLQLGDMARNDNVIFSATGITKGDLLEGIYRKGNMATTETLLIRGKSRTIRRIRSTHFLDRKDPALHEFLL

Strain: Y. pestis pestoides F
Gene: YPDSF_3814
Oligo evidence:

Classification: annotated as glpX
Boundaries of gene: 4383581..4384591

tagaaaggtgatagaattcttgectatattcagtttttctattccgecaatcaacaggtctaaccatgaaa
atattcagtttttctattccgcaatcaacaggtctaaccatgaaacgtgaattagccatcgagttttccc
attccagacggtgacgttgctgegtcaattttgacttgtatgccagaaagecgaagtggacgtgatgtact
gttatcttctctgecactggeattactaaaggtgacctgectagaaggtatctatcgtaaagggaatatgg

Peptide evidence:

GDKNAADGAAVQAMR
GNMATTETLLIR
HDGIIAAMQQOLGVK Frame+1 | || [| [ A0 © D |
IMLNQVNIDGR
KGNMATTETLLIR Frame +2 | I 2 ) S 2 P I 0 )
LDGDMQGRLLPR ¢ CD§ CD% DS 5 CDS C CD CDS
NAADGAAVQAMR Frame+3 ||| ||| [l N RN || [l
NDNVIFSATGITK
SMGIEAGNVLQLGDMAR (+) strand [T — —
VFAIPDGDVAASILTCMPESEVDVMYCIGGAPEGVISAAVIR p— —= —=
VTEAAALAGYK

] |azszson 4383900 |azgazo0 |azg4s00

Current sequence (peptide evidence in red): 336aa
MKRELAIEFSRVTEAAALAGYKWLGRGDKNAADGAAVQAMRIMLNQVNIDGRIVIGEGEIDEAPMLFIGEHVGTGQGDAVDIAVDPIEGTRMTAMGQANALAVLAVGDQGTFLHAPDM
YMEKLVVGPAAKGAIDLNLPLEQNLCNIATALNKPLADLTVITLAKPRHDGIIAAMQQLGVKVFAIPDGDVAASILTCMPESEVDVMYCIGGAPEGVISAAVIRALDGDMQGRLLPRHQVKG
DSEDNRRIGEQELLRCKSMGIEAGNVLQLGDMARNDNVIFSATGITKGDLLEGIYRKGNMATTETLLIRGKSRTIRRIRSTHFLDRKDPALHEFLL

Strain: Y. pseudotuberculosis PB1/+
Gene: YPTS_0089

Classification: annotated as glpX
Boundaries of gene: complement (91704..92714)

Oligo evidence:

gttatcttctctgecactggceattactaaaggtgacctgctagaaggtatctatcgtaaagggaatatgg
attccagacggtgacgttgctgegtcaattttgacttgtatgccagaaagegaagtggacgtgatgtact
atattcagtttttctattccgcaatcaacaggtctaaccatgaaacgtgaattageccatcgagttttcece
atattcagtttttctattccgcaatcaacaggtctaaccatgaaacgtgaattagecatcgagttttccc

Peptide evidence:

ALDGDMQGR
GDKNAADGAAVQAMR

GDLLEGIYR
HDGIIAAMQQLGVK
IGEQELLR
IMLNQVNIDGR
KDPALHEFLL
KGNMATTETLLIR
NAADGAAVQAMR
NDNVIFSATGITK
STHFLDRKDPALHEFLL
VFAIPDGDVAASILTCMPESEVDVMYCIGGAPEGVISAAVIR
VTEAAALAGYK

Current sequence (peptide evidence in red): 336aa

(-) strand

Frame -1 |
Frame -2 |

Frame -3

|a1800

[sz100

|sza00

|sz700

T

11

glpi exon

CDS|E CD5 3§

exon

CDS 20355
(I

P

D3
(N

CDﬂ

exon

Ch3

MKRELAIEFSRVTEAAALAGYKWLGRGDKNAADGAAVQAMRIMLNQVNIDGRIVIGEGEIDEAPMLFIGEHVGTGQGDAVDIAVDPIEGTRMTAMGQANALAVLAVGDQGTFLHAPDM
YMEKLVVGPAAKGAIDLNLPLEQNLCNIATALNKPLADLTVITLAKPRHDGIIAAMQQLGVKVFAIPDGDVAASILTCMPESEVDVMYCIGGAPEGVISAAVIRALDGDMQGRLLPRHQVKG
DSEDNRRIGEQELLRCKSMGIEAGNVLQLGDMARNDNVIFSATGITKGDLLEGIYRKGNMATTETLLIRGKSRTIRRIRSTHFLDRKDPALHEFLL



Error 2

Strain: Y. pestis CO92
Gene: YPO0090

Oligo evidence:

Classification: expressed pseudogene (glpK)
Boundaries of gene: complement (100264..101355)

tacgtgatgaattgaagttgataggcgatgccaccgattctgagtatttcgcgaccaaagtgaaaaacag

(-) strand
i i HON  EXOn
Peptide evidence: Erame -1 " | {. <I ”
HNTGLVVDPYFSGTK ths = CD
YIVALDQGTTSSR Frame -2 ||| |”|||| ||| "|”||"
Frame-3 @ (|| [IIIII]] 011

100000 100500

Proposed sequence (peptide evidence in red): 363aa

MTTENTTQKKYIVALDQGTTSSRAVVLDHNANIVSVSQREFTQIYPKAGWVEHDPMEIWATQSSTLIEVLAKAGINSDEIAGIGITNQRETTIVWDKVTGKPVYNAIVWQCRRTADICEKLKK
EGLEEYIRHNTGLVVDPYFSGTKVKWILDNVEGARERAERGELLFGTVDTWLVWNMTQGRVHVTDYTNASRTMMFNIRTKEWDDRMLKALNIPRAMLPEVRPSSEIYGKTNIGGKGGTRI
PIAGIAGDQQAALFGQLCVQPGMAKNTYGTGCFLLMNTGEEAVQSTHGLLTTIACGPRGEVNYALEGAVFIGGASIQWLRDELKLIGDATDSEYFATKVKNSNGVYVVPAFTGLGAPYWDP

Strain: Y. pestis pestoides F
Gene: YPDSF_3813

Classification: annotated as hypothetical protein
Boundaries of gene: 4381821..4383344

Oligo evidence:

tacgtgatgaattgaagttgataggcgatgccaccgattctgagtatttcgcgaccaaagtgaaaaacag
ttctgggatgacctcgatgaggtgaagagtaaagcaagcattgaacgcgaattccgtccagggattgaaa

Frame +1

S EIT HPE T

Frame +2

Peptide evidence:

AGINSDEIAGIGITNQR
AGWVEHDPMEIWATQSSTLIEVLAK
AMLPEVRPSSEIYGK
ATLESIAYQTR

Frame +3

(+) strand

L R
N1 T T T T T |

[ CDS  CDS

CDS [ CI CD3 3
2

Lk

LLE

DVLDAMQADSGAR

EFRPGIETTER
ESTALGAAFLAGLATGFWDDLDEVK
GVNSNHIIR

HNTGLVVDPYFSGTK
NSNGVYVVPAFTGLGAPYWDPYAR
VHVTDYTNASR

YIVALDQGTTSSR

TPDSF_3813 exon
|azg1600 |azsza00

exon
|azs3:

Current sequence (peptide evidence in red): 507aa
MTTENTTQKKYIVALDQGTTSSRAVVLDHNANIVSVSQREFTQIYPKAGWVEHDPMEIWATQSSTLIEVLAKAGINSDEIAGIGITNQRETTIVWDKVTGKPVYNAIVWQCRRTADICEKLKK
EGLEEYIRHNTGLVVDPYFSGTKVKWILDNVEGARERAERGELLFGTVDTWLVWNMTQGRVHVTDYTNASRTMMFNIRTKEWDDRMLKALNIPRAMLPEVRPSSEIYGKTNIGGKGGTRI
PIAGIAGDQQAALFGQLCVQPGMAKNTYGTGCFLLMNTGEEAVQSTHGLLTTIACGPRGEVNYALEGAVFIGGASIQWLRDELKLIGDATDSEYFATKVKNSNGVYVVPAFTGLGAPYWDP
YARGAIFGLTRGVNSNHIIRATLESIAYQTRDVLDAMQADSGARLKSLRVDGGAVANNFLMQFQADILGTRVERPAIRESTALGAAFLAGLATGFWDDLDEVKSKASIEREFRPGIETTERDIR
YKGWKKAVARARDWEEHDE

Strain: Y. pseudotuberculosis PB1/+
Gene: YPTS_0090
Oligo evidence:
ttctgggatgacctcgatgaggtgaagagtaaageaageattgaacgegaattcegtccagggattgaaa
tacgtgatgaattgaagttgataggcgatgccaccgattctgagtatttcgcgaccaaagtgaaaaacag

Classification: annotated as glycerol kinase
Boundaries of gene: complement (92967..94490)

92800 93600 EE!
(-) strand i Gl [l

Xon exon [ exon

Peptide evidence:

AGINSDEIAGIGITNQR Frame -1

AGWVEHDPMEIWATQSSTLIEVLAK
AMLPEVRPSSEIYGK
ATLESIAYQTR
AVVLDHNANIVSVSQR
DVLDAMQADSGAR

EFRPGIETTER
ESTALGAAFLAGLATGFWDDLDEVK
GEVNYALEGAVFIGGASIQWLRDELK
GVNSNHIIR

HNTGLVVDPYFSGTK
LIGDATDSEYFATK

LKKEGLEEYIR
NSNGVYVVPAFTGLGAPYWDPYAR
VDGGAVANNFLMQFQADILGTR
VHVTDYTNASR

YIVALDQGTTSSR

] CDh3 D

ChE CDE & 5 CD
O R R
[ N RN

Frame -2

Frame -3

Current sequence (peptide evidence in red): 507aa
MTTENTTQKKYIVALDQGTTSSRAVVLDHNANIVSVSQREFTQIYPKAGWVEHDPMEIWATQSSTLIEVLAKAGINSDEIAGIGITNQRETTIVWDKVTGKPVYNAIVWQCRRTADICEKLKK
EGLEEYIRHNTGLVVDPYFSGTKVKWILDNVEGARERAERGELLFGTVDTWLVWNMTQGRVHVTDYTNASRTMMFNIRTKEWDDRMLKALNIPRAMLPEVRPSSEIYGKTNIGGKGGTRI
PIAGIAGDQQAALFGQLCVQPGMAKNTYGTGCFLLMNTGEEAVQSTHGLLTTIACGPRGEVNYALEGAVFIGGASIQWLRDELKLIGDATDSEYFATKVKNSNGVYVVPAFTGLGAPYWDP
YARGAIFGLTRGVNSNHIIRATLESIAYQTRDVLDAMQADSGARLKSLRVDGGAVANNFLMQFQADILGTRVERPAIRESTALGAAFLAGLATGFWDDLDEVKSKASIEREFRPGIETTERDIR
YKGWKKAVARARDWEEHDE



Error 3

Strain: Y. pestis CO92 Classification: expressed pseudogene (metB)
Gene: YPOO115 Boundaries of gene: Frame+3:122247..123235 Frame+L ||| | LI LI I
Frame+2:123233..123406
Oligo evidence: Frame 2 || {IIl WD TIET ]
tttccagtacctacaattttattgattttaatcagecgegeacgeatgactattcacgtegtggtaatec
ggcggagaaaccgaagttggtcttgattgaaacaccgagtaatccattgcetacgggttgttgatattgee Frame +3 | m ||
ttgagctatttaccttggcagagtctttgggggggtagaaagectgatcteccatgcagegaccatgace
gcgggtatggcggcagaggegegtattgecgeaggeattactgatagtttgttgegtatttccgtgggta CD3
(+)strand QL[+ [T LI
Peptide evidence: 1 EXOR exon EX
122400 |123;
FLSALELFTLAESLGG

Proposed sequence (peptide evidence in red):

Frame+3: 330aa
MTRKQATIAVRSGLNDDEQYGCVVPPIHLSSTYNFIDFNQPRTHDYSRRGNPTRDVVQRALAELEGGAGAVMTSSGMSALHLVCTTFLQPGDLLVAPHDCYGGSYRLFDSLSKRGAYRVLFV
DQGDEAALNCALAEKPKLVLIETPSNPLLRVVDIAAICQAARAAGALTVCDNTFLSPALQQPLSLGADLVVHSCTKYLNGHSDVVAGAVIAKDPELVVELAWWANNIGVTGAAFDSYLLLRGL
RTLSPRMAQQQRNADDIVRYLQQQPLVKKLYHPSLPQHPGHEIACRQQSGFGAMLSFELDGDEQVMRRFLSALELFTLAESLGG

Frame+2: 58aa
VESLISHAATMTHAGMAAEARIAAGITDSLLRISVGIEDSEDLIADLDHAFQLAVTR

Strain: Y. pestis pestoides F Classification: annotated as cystathionine gamma-synthase
Gene: YPDSF_3792 Boundaries of gene: complement (4361729..4362889)

Oligo evidence:
gcgggtatggeggcagaggcegcegtattgecgeaggeattactgatagtttgttgegtatttcegtgggta
gecggagaaaccgaagttggtcttgattgaaacaccgagtaatccattgctacgggttgttgatattgec |i136160l:| |43624DD
tttccagtacctacaattttattgattttaatcagccgegeacgeatgactattcacgtcgtggtaatec (-) strand &1 { | {11

exon 379: exon exon

Frame-1 [[|1 11 IFI T
Frame -2 Hl | ||
CD5 F 3792
Frame-3 - I [ DI TIEEE DEIEID

Peptide evidence:

ISVGIEDSEDLIADLDHAFQLAVTR

Current sequence (peptide evidence in red): 386aa
MTRKQATIAVRSGLNDDEQYGCVVPPIHLSSTYNFIDFNQPRTHDYSRRGNPTRDVVQRALAELEGGAGAVMTSSGMSALHLVCTTFLQPGDLLVAPHDCYGGSYRLFDSLSKRGAYRVLFV
DQGDEAALNCALAEKPKLVLIETPSNPLLRVVDIAAICQAARAAGALTVCDNTFLSPALQQPLSLGADLVVHSCTKYLNGHSDVVAGAVIAKDPELVVELAWWANNIGVTGAAFDSYLLLRGL
RTLSPRMAQQQRNADDIVRYLQQQPLVKKLYHPSLPQHPGHEIACRQQSGFGAMLSFELDGDEQVMRRFLSALELFTLAESLGGVESLISHAATMTHAGMAAEARIAAGITDSLLRISVGIE
DSEDLIADLDHAFQLAVTR

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as cystathionine gamma-synthase
Gene: YPTS_0108 Boundaries of gene: 112651..113892

Oligo evidence:

gttgaatgatgacgagcaatacggctgegttgtcccececcgattcacctttccagtacttacaattttatt
ggcggagaaaccgaagttggtcttgattgaaacaccgagtaatccattgetacgggttgttgatattgee Frame +1 || IH |
gcgggtatggeggeagaggegcgtattgecgeaggeattactgatagtttgttgegtatttecgtgggta vFTS 0108 cDS
rrame+2 (Il T LI T (1 1IN
Peptide evidence:

rrame+3 LI N TOEL A1 112
met

ISVGIEDSEDLIADLDHAFQLAVTR (+)strand - LLL 1D 0

T exon exon exon

112800 |113600

Current sequence (peptide evidence in red): 413aa
MSRCIDVRILCVYSGVTFSRSRLVEINMTRKQATIAVRSGLNDDEQYGCVVPPIHLSSTYNFIDFNQPRTHDYSRRGNPTRDVVQRALAELEGGAGAVMTSSGMSAIHLVCTTFLQPGDLLVA
PHDCYGGSYRLFDSLSKRGAYRVLFVDQGDEAALNRALAEKPKLVLIETPSNPLLRVVDIAAICQAARAAGALTVCDNTFLSPALQQPLSLGADLVVHSCTKYLNGHSDVVAGAVIAKDPELVV
ELAWWANNIGVTGAAFDSYLLLRGLRTLSPRMAQQQRNADDIVRYLQQQPLVKKLYHPSLPQHPGHEIACRQQSGFGAMLSFELDGDEQVMRRFLSALELFTLAESLGGVESLISHAATM1
HAGMAAEARIAAGITDSLLRISVGIEDSEDLIADLDHAFQLAVTR



Error 4

Strain: Y. pestis CO92
Gene: YPO0124

Frame <1 1| pEDEDD EEANE © HE

Classification: expressed pseudogene (malP) Frame +2 | ! C|I| ‘TDS ‘C|D |C|ﬁ>5| |C|Di3| ]IF\HCH[ CDﬁ

Boundaries of gene: Frame+2: 134066..134389

CDE 235
. . Frame+1: 134389..136467
Oligo evidence: Frame +3 | [I1 [0 00O 00 DE TR0 00 TN
tacatttcgatggagtttttaattggtcgtttgacagctaataacctaattaatctgggttggtatgaca
tgcattcggatctcattatcaaagatctgttccctgagtattaccaattgtggccaaataaattccacaa (+) strand LB [T [
a exon EXOn mal
Peptide evidence: | l134400 |135200 135000
GEAWDLPVLGFR QHLNLLHILSLYR
DDFLAALTR HFVIIKQINAQFK QIRDNPALDIAPR
FGLTSAQQMTPYQWWEAVSAALAEQLSAQPAPSKPK  {1Nan| AUDVGEGGNLYK RAILNTAR
Egg:ﬁ"ﬁ?;‘m KLAELPDYEVIQLNDTHPTIAIPEMLR RVMGLVINPDAIFDVQIKR
LAELPDYEVIQLNDTHPTIAIPEMLR
LTANNLINLGWYDTVDALLAEQQVK LKWF'PDYRQ xgxéggégVLQDLEPYAEDPAFR
DELASGAFSQGDK LWQATHQHPFDLTLFNDGK VLLDEHQLSWDAAWAITSK
DLFPEYYQLWPNK NIIYAINQVADK VLYPNDNHLAGK
ES;C#EQ?ER NIIYAINQVADKINNDPIVKDR VLYPNDNHLAGKR
PNDNHLAGKR
FLLACONGVEAEKLTK VMGLVINPDAIFDVQIK

QCNPALSGLIDDTLK

VSVAELMIPAADVSEQISTAGK

Proposed sequence (peptide evidence in red):
Frame+2: 109aa
MSQPMLKKDDFLAALTRQWQRFGLTSAQQMTPYQWWEAVSAALAEQLSAQPAPSKPKNVQRHVNYISMEFLIGRLTANNLINLGWYDTVDALLAEQQVKLSDLLEQET

Frame+1: 693aa
DPALGNGGLGRLAACFLDSMATVEQPATGYGLNYQYGLFRQSFRECKQQEAPDNWQRESYPWFRHNAALAVDVGFGGNLVKQADGRQLWRPAFTLRGEAWDLPVLGFRNGVTQPLRLWQATHQHPFDLTLFNDGKFLLAEQNGVEAEKLTKVLYPND
NHLAGKRLRLMQQYFQCACSVADILRKHHLAGRKLAELPDYEVIQLNDTHPTIAIPEMLRVLLDEHQLSWDAAWAITSKTFAYTNHTLMPEALECWDEKLVRSLLPRHFVIIKQINAQFKKLVNKQWPGNDEVWAKLAVHHNKQVRMANLCVVSGFAVNG
VAQLHSDLIIKDLFPEYYQLWPNKFHNVTNGITPRRWLKQCNPALSGLIDDTLKVEWANDLDVLQDLEPYAEDPAFRQRYQQIKYDNKVKLAHYVKRVMGLVINPDAIFDVQIKRLHEYKRQHLNLLHILSLYRQIRDNPALDIAPRVFLFGAKAAPGYYLAKNII
YAINQVADKINNDPIVKDRLKVVFIPDYRVSVAELMIPAADVSEQISTAGKEASGTGNMKMALNGALTVGTLDGANVEIAEQVGDENIFIFGHTVDQVKAILAKGYQPKKYVKADPHLKSILDELASGAFSQGDKQAFDMMLHSLLEGGDPYLVLADFASYCQ
AQKQIDALYRDKDEWTRRAILNTARVGMFSSDRSIRDYQQRIWQAKR

Strain: Y. pestis pestoides F

Gene: YPDSF_0052 Classification: glycogen/starch Frame +1 LI (FE 0 10 EE IR
/alpha-glucan phosphorylase
Boundaries of gene: 62556..64961 Frame +2 || ALIHIIEHT WO IIAERDO00 O TR

Oligo evidence:
tacatttcgatggagtttttaattggtcgtttgacagctaataacctaattaatctgggttggtatgaca
tgcattcggatctcattatcaaagatctgttccctgagtattaccaattgtggecaaataaattccacaa

Frame +3 [ EEDERCIRERG D ENHNED 1> EH

CDh3 2% . ( CI COS CDi CDE C CDE CL CDS

Peptide evidence: (+) strand L_LL [T 13

DDFLAALTR KLAELPDYEVIQLNDTHPTIAIPEMLR YF exon 52 exon .

DELASGAFSQGDK LAELPDYEVIQLNDTHPTIAIPEMLR 400 le3z200 |s4000 l6ago

DLFPEYYQLWPNK LKVVFIPDYR

DLFPEYYQLWPNKFHNVTNGITPR LMQQYFQCACSVADILR

DNPALDIAPR LSDLLEQETDPALGNGGLGR

DSMATVEQPATGYGLNYQYGLFR LTANNLINLGWYDTVDALLAEQQVK RVMGLVINPDAIFDVQIKR

FGLTSAQQMTPYQWWEAVSAALAEQLSAQPAPSKPK LWQATHQHPFDLTLFNDGK SILDELASGAFSQGDK

FHNVTNGITPR NIIYAINQVADK VEWANDLDVLQDLEPYAEDPAFR

FLLAEQNGVEAEK NIIYAINQVADKINNDPIVK VGMFSSDR

GEAWDLPVLGFR NII'YAINQVADKINNDPIVKDR VLLDEHQLSWDAAWAITSK

HFVIIKQINAQFK PNDNHLAGKR VLYPNDNHLAGK

HNAALAVDVGFGGNLVK QHLNLLHILSLYR VLYPNDNHLAGKR

HVNYISMEFLIGR QIRDNPALDIAPR VMGLVINPDAIFDVQIK

INNDPIVKDR RAILNTAR VMGLVINPDAIFDVQIKR

KDDFLAALTR RVMGLVINPDAIFDVQIK VSVAELMIPAADVSEQISTAGK

Current sequence (peptide evidence in red): 801aa
MSQPMLKKDDFLAALTRQWQRFGLTSAQQMTPYQWWEAVSAALAEQLSAQPAPSKPKNVQRHVNYISMEFLIGRLTANNLINLGWYDTVDALLAEQQVKLSDLLEQETDPALGNGGLGRLAACFLDSMATVEQPATGYGLNYQYGLFRQSFRECKQQE
APDNWQRESYPWFRHNAALAVDVGFGGNLVKQADGRQLWRPAFTLRGEAWDLPVLGFRNGVTQPLRLWQATHQHPFDLTLFNDGKFLLAEQNGVEAEKLTKVLYPNDNHLAGKRLRLMQQYFQCACSVADILRKHHLAGRKLAELPDYEVIQLNDTHP
TIAIPEMLRVLLDEHQLSWDAAWAITSKTFAYTNHTLMPEALECWDEKLVRSLLPRHFVIIKQINAQFKKLVNKQWPGNDEVWAKLAVHHNKQVRMANLCVVSGFAVNGVAQLHSDLIIKDLFPEYYQLWPNKFHNVTNGITPRRWLKQCNPALSGLIDDT
LKVEWANDLDVLQDLEPYAEDPAFRQRYQQIKYDNKVKLAHYVKRVMGLVINPDAIFDVQIKRLHEYKRQHLNLLHILSLYRQIRDNPALDIAPRVFLFGAKAAPGYYLAKNIIYAINQVADKINNDPIVKDRLKVVFIPDYRVSVAELMIPAADVSEQISTAGKEA
SGTGNMKMALNGALTVGTLDGANVEIAEQVGDENIFIFGHTVDQVKAILAKGYQPKKYVKADPHLKSILDELASGAFSQGDKQAFDMMLHSLLEGGDPYLVLADFASYCQAQKQIDALYRDKDEWTRRAILNTARVGMFSSDRSIRDYQQRIWQAKR

Strain: Y. pseudotuberculosis PB1/+
Gene: YPTS_3971

Classification: glycogen/starch/alpha-glucan phosphorylase
Boundaries of gene: complement (4411252..4413657)

Oligo evidence:

tgcattcggatctcattatcaaagatctgttccctgagtattaccaattgtggccaaataaattccacaa |4411200 |4412000 |4412800 |4
tacatttcgatggagtttttaattggtcgtttgacagctaataacctaattaatctgggttggtatgaca (-) strand 4 41 g1 1
Peptide evidence: TPT3_ 3971 EXOn EX0IL
D oE AAL TR S ANNLILOV D VDAL ASOOVK Frame-1 | [T HIT N0 0 THE LI
DNPALDIAPR LWQATHQHPFDLTLFNDGK
FGLTSAQQMTPYQWWEAVSAALAEQLSAQPAPSKPK  NIIYAINQVADK Frame -2 I CHEAFDRT <R R
FHNVTNGITPR NIIYAINQVADKINNDPIVK 12 CDE >3 CD503 CDS CDn CIClICDS CI C
FLLAEQNGVEAEK NIIYAINQVADKINNDPIVKDR Frame -3 (IO DI DRV W00 C0 D00 L
FLLAEQNGVEAEKLTK QHLNLLHILSLYR
GEAWDLPVLGFR QIRDNPALDIAPR
HNAALAVDVGFGGNLVK QQEAPDNWQR VLLDEHQLSWDAAWAITSK
HVNYISMEFLIGR RAILNTAR VLYPNDNHLAGK
KDDFLAALTR RVMGLVINPDAIFDVQIKR VLYPNDNHLAGKR

KLAELPDYEVIQLNDTHPTIAIPEMLR
LAELPDYEVIQLNDTHPTIAIPEMLR
LKVVFIPDYR

SILDELASGAFSQGDK
VEWANDLDVLQDLEPYAEDPAFR
VGMFSSDR

VMGLVINPDAIFDVQIK
VSVAELMIPAADVSEQISTAGK

Current sequence (peptide evidence in red): 801aa
MSQPMLKKDDFLAALTRQWQRFGLTSAQQMTPYQWWEAVSAALAEQLSAQPAPSKPKNVQRHVNYISMEFLIGRLTANNLINLGWYDTVDALLAEQQVKLSDLLEQETDPALGNGGLGRLAACFLDSMATVEQPATGYGLNYQYGLFRQSFRECKQQE
APDNWQRESYPWFRHNAALAVDVGFGGNLVKQADGRQLWRPAFTLRGEAWDLPVLGFRNGVTQPLRLWQATHQHPFDLTLFNDGKFLLAEQNGVEAEKLTKVLYPNDNHLAGKRLRLMQQYFQCACSVADILRKHHLAGRKLAELPDYEVIQLNDTHP
TIAIPEMLRVLLDEHQLSWDAAWAITSKTFAYTNHTLMPEALECWDEKLVRSLLPRHFVIIKQINAQFKKLVNKQWPGNDEVWAKLAVHHNKQVRMANLCVVSGFAVNGVAQLHSDLIIKDLFPEYYQLWPNKFHNVTNGITPRRWLKQCNPALSGLIDDT
LKVEWANDLDVLQDLEPYAEDPAFRQRYQQIKYDNKVKLAHYVKRVMGLVINPDAIFDVQIKRLHEYKRQHLNLLHILSLYRQIRDNPALDIAPRVFLFGAKAAPGYYLAKNIIYAINQVADKINNDPIVKDRLKVVFIPDYRVSVAELMIPAADVSEQISTAGKEA
SGTGNMKMALNGALTVGTLDGANVEIAEQVGDENIFIFGHTVDQVKAILAKGYQPKKYVKADPHLKSILDELASGAFSQGDKQAFDMMLHSLLEGGDPYLVLADFASYCQAQKQIDALYRDKDEWTRRAILNTARVGMFSSDRSIRDYQQRIWQAKR



Error 5

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPOO0170 Boundaries of gene: Frame+2, Region 1: 189506..190051

. . . Frame+2, Region 2: 192011-192694
Oligo evidence:

NA

Peptide evidence:

IHAFHNAFHGR
NTFDQUILPVYAPAQFIPVK Frame +2 L0 EEE (8 00 WEREIEE A ey
HOLFVQALQSINSK Frame+2 @ I 1T 01 I 1 O D EE |
LAPSLVIELEDIQQGMAR D% (D3 YPI 1 CDS  CDS DS CD3

Frame+3 ||| || |0 LLE IDEE 0D LD I 1

¥1093
(+) strand + | [5G TBbTT [BITIETTETE b
o gD X eXon on BX BXOn exon 2xomn
152600 |1s0400 121200 [152000 |12z

Proposed sequence (peptide evidence in red):
Region 1: 182aa
VGSVMTDKLAVNRNTFDQVILPVYAPAQFIPVKGKGSRVWDQQGTEYIDFAGGIAVTALGHCHPALVSALHQQGETLWHTSNVFTNEPALRLAQKLIAATFADRVFFANSGAEANEAAFKL
ARHYAIERHSPYKTKIIAFHNAFHGRTLFTVSVGGQPKYSDGFGPKPADIIHVPFNDLAAV

Region 2: 227aa
KAVMDDHTCAVVLEPIQGEGGITSATPEFLQGVRALCDQHNALLVFDEVQSGMGRSGKLFSYMHYGVTPDILTTAKALGGGFPISAMLTTEEIASVMTVGTHGTTYGGNPLACAVAEAALD
VINTPEVLNGIEQRHGLFVQALQSINSKYDVFSDIRGMGLLIGAELTAKYRGQAREFLAAAAANGLMILNAGPDVLRLAPSLVIELEDIQQGMARLEKAMASVIKG

Strain: Y. pestis pestoides F Classification: annotated as argD
Gene: YPDSF_0098 Boundaries of gene: 117983..119200

Oligo evidence:
atatcatccatgtcccgtttaatgatctggeggeagtgaaageggtgatggatgatcacacctgtgecegt

Peptide evidence: Frame LTI 10 Iy

Frame +2 | I

CDS  CDS CDE CDS D3
Frame +3 I |1 [ IF1 TITI

LFSYMHYGVTPDILTTAK

HGLFVQALQSINSK

LAPSLVIELEDIQQGMAR (+) strand 1 [ 13
on gD S du)e 8
10 [115400 116

NTFDQVILPVYAPAQFIPVK

Current sequence (peptide evidence in red): 405aa
MTDKLAVNRNTFDQVILPVYAPAQFIPVKGKGSRVWDQQGTEYIDFAGGIAVTALGHCHPALVSALHQQGETLWHTSNVFTNEPALRLAQKLIAATFADRVFFANSGAEANEAAFKLARHY
AIERHSPYKTKIIAFHNAFHGRTLFTVSVGGQPKYSDGFGPKPADIIHVPFNDLAAVKAVMDDHTCAVVLEPIQGEGGITSATPEFLQGVRALCDQHNALLVFDEVQSGMGRSGKLFSYMHY
GVTPDILTTAKALGGGFPISAMLTTEEIASVMTVGTHGTTYGGNPLACAVAEAALDVINTPEVLNGIEQRHGLFVQALQSINSKYDVFSDIRGMGLLIGAELTAKYRGQAREFLAAAAANGLMI
LNAGPDVLRLAPSLVIELEDIQQGMARLEKAMASVIKG

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as argD
Gene: YPTS_3924 Boundaries of gene: complement (4356817..4358034)

Oligo evidence:
atatcatccatgtcccgtttaatgatctggeggeagtgaaageggtgatggatgatcacacctgtgeegt

lazssg00 lazs7s00
(-) strand 4] < ]

vl i EXON
Frame -1 [[II1 [T 1 11 [l
HGLFVQALQSINSK
IIAFHNAFHGR

LAPSLVIELEDIQQGMAR Frame -2 I IR )|

LFSYMHHGVTPDILTTAK CL CD3 D% CD3 3 CDS
NTFDQVILPVYAPAQFIPVK -

TLFTVSVGGQPK Frame -3 || ||| II” ||| ” "l”l | ”"
VFFANSGAEANEAAFK
YDVFSDIR

Peptide evidence:

Current sequence (peptide evidence in red): 405aa
MTDKLAVNRNTFDQVILPVYAPAQFIPVKGKGSRVWDQQGTEYIDFAGGIAVTALGHCHPALVSALHQQGETLWHTSNVFTNEPALRLAQKLIAATFADRVFFANSGAEANEAAFKLARHY
AIERHSPYKTKIIAFHNAFHGRTLFTVSVGGQPKYSDGFGPKPADIIHVPFNDLAAVKAVMDDHTCAVVLEPIQGEGGITSATPEFLQGVRALCDQHNALLVFDEVQSGMGRSGKLFSYMHH
GVTPDILTTAKALGGGFPISAMLTTEEIASVMTVGTHGTTYGGNPLACAVAEAALDVINTPEVLNGIEQRHGLFVQALQSINSKYDVFSDIRGMGLLIGAELTAKYRGQAREFLAAAAANGLM
LNAGPDVLRLAPSLVIELEDIQQGMARLEKAMASVIKG



Error 6

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO0188 Boundaries of gene: Frame -1: complement (207454..207981)
oli . . Frame -2: complement (206063..207457)
igo evidence:
tgttatcgacggtgaccgcgaatatcgecagttggaggecgaacttcaggetgeccaatgaaaaaaatgat
taccttggtattaatttcccatgaccgegatttecttgatcctattatcgataagattttgeatattgaa 1 |§DG4UD |§D'?2|JU |§E
Peptide evidence: (-) strand ] I1 1 |
YPOOlas eXOn EXOn
MIVFSSLQIRRGTRVLLDNATATINPGQK Frame -1 || | || | | || | || | ||| ’{.“
ADESPLQHMSR Cha
vevechiviiviiok Frame-2 ||| @ @K (i
LSTELAAIEAQLADSALYDIAR CD3 I CD3 3
Frame -3 | [ TWIFIE (OOLE 011 I

Proposed sequence (peptide evidence in red):
Frame-1: 176aa

MIVFSSLQIRRGTRVLLDNATATINPGQKVGLVGKNGCGKSTLLALLKGELSADGGNVTFPNNWALAWVNQETPALDIPAIEYVIDGDREYRQLEAELQAANEKNDGHAIATVHGKLDAIHA
WTIQSRAASLLHGLGFSQEKLQQPVRSFSGGWRMRLNLAQALVCRSDLLLLDEP

Frame-2: 464aa
TNHLDLDAVIWLEKWLKSYTGTLVLISHDRDFLDPIIDKILHIEQQTLNEYTGNYSSFERQRATKLSQQQSMYQHQQEKVAHLQSYIDRFRAQATKAKQAQSRIKMLERMELIAPAHVDNPFH
FSFRTPESLPDPLLRMDKVSAGYGENTVLQSIKLNLVPGSRIGLLGRNGAGKSTLIKLLAGTLEPQSGEIALSKGIKLGYFAQHQLEFLRADESPLQHMSRLAPKESEQQLRDYLGGYGFQGDQV
TDPTARFSGGEKARLVLALIIWQRPNLLLLDEPTNHLDLDMRQALTEALIDFEGALVVVSHDRHLLRSTTDDLYLVHDGKVEQFDGDLEDYQQWLVDSQRQQSQQDNPAKELSGNSAQQRK
DQKRRDAEFRTQTQPLRKQIMTLEKQMDKLSTELAAIEAQLADSALYDIARKADLTQCLLQQTQVKSKLEETEMQWLDVQEQLEILTKEFSDADI

Strain: Y. pestis pestoides F Classification: putative ABC transporter ATP-binding protein
Gene: YPDSF_0114 Boundaries of gene: complement (132570..134492)
Oligo evidence:
taccttggtattaatttcccatgaccgegatttccttgatcctattatcgataagattttgcatattgaa
tgttatcgacggtgaccgcgaatatcgecagttggaggecgaacttcaggetgeccaatgaaaaaaatgat

Peptide evidence:

|13z800 |Lz3800 134400

AASLLHGLGFSQEK (-)strand [ dl_dl 1
ADESPLQHMSR YFDSF 0

NEVVIDGDREVROLEAEL ORANEK frome-1 (11 THITHT 0000 1T T o0
DYLGGYGFQGDQVTDPTAR

ELSGNSAQQR
LGYFAQHQLEFLR Frame-2 |||l | PP T [T
LSQQQSMYQHQQEK
LSTELAAIEAQLADSALYDIAR

VAHLQSYIDR Frame -3 |||<1:{l{| <ﬂ {‘. <I<IZ[” I

VLLDNATATINPGQK

Current sequence (peptide evidence in red): 640aa

MIVFSSLQIRRGTRVLLDNATATINPGOKVGLVGKNGCGKSTLLALLKGELSADGGNVTFPNNWALAWVNQETPALDIPAIEYVIDGDREYRQLEAELOAANEKNDGHAIATVHGKLDAIHA
WTIQSRAASLLHGLGFSQEKLQQPVRSFSGGWRMRLNLAQALVCRSDLLLLDEPTNHLDLDAVIWLEKWLKSYTGTLVLISHDRDFLDPIIDKILHIEQQTLNEYTGNYSSFERQRATKLSQQQ
SMYQHQQEKVAHLQSYIDRFRAQATKAKQAQSRIKMLERMELIAPAHVDNPFHFSFRTPESLPDPLLRMDKVSAGYGENTVLQSIKLNLVPGSRIGLLGRNGAGKSTLIKLLAGTLEPQSGEIA
LSKGIKLGYFAQHQLEFLRADESPLOHMSRLAPKESEQQLRDYLGGYGFQGDQVTDPTARFSGGEKARLVLALIIWQRPNLLLLDEPTNHLDLDMRQALTEALIDFEGALVVVSHDRHLLRST

TDDLYLVHDGKVEQFDGDLEDYQQWLVDSQRQQSQQDNPAKELSGNSAQQRKDQKRRDAEFRTQTQPLRKQIMTLEKQMDKLSTELAAIEAQLADSALYDIARKADLTQCLLQQTQVKS
KLEETEMQWLDVQEQLEILTKEFSDADI

Strain: Y. pseudotuberculosis PB1/+ Classification: putative ABC transporter ATP-binding protein
Gene: YPTS_3908 Boundaries of gene: 4341544..4343466
Oligo evidence: Frame +1 ||[|:|:|:m
tgttatcgacggtgaccgcgaatatcgecagttggaggecgaacttcaggetgecaatgaaaaaaatgat
taccttggtattaatttcccatgaccgegatttecttgatectattatcgataagattttgeatattgaa DE _ CDE  CDE CDE 2 CD3 5
Frame +2 | || (N RN
Peptide evidence:
Frame+3 [ |[Il 101 D 00T
AASLLHGLGFSQEK
oM eYCroGDauTOPTAR (9 srand. 'R )
LSQQQSMYQHQQEK TPT exon exon
LSTELAAIEAQLADSALYDIAR

AL T e TR |[4z41600 |azaza00 [azaz20
QMDKLSTELAAIEAQLADSALYDIAR
VLLDNATATINPGQK

Current sequence (peptide evidence in red): 640aa
MIVFSSLQIRRGTRVLLDNATATINPGQKVGLVGKNGCGKSTLLALLKGELSADGGNVTFPNNWALAWVNQETPALDIPAIEYVIDGDREYRQLEAELQAANEKNDGHAIATVHGKLDAIHA
WTIQSRAASLLHGLGFSQEKLQQPVRSFSGGWRMRLNLAQALVCRSDLLLLDEPTNHLDLDAVIWLEKWLKSYTGTLVLISHDRDFLDPIIDKILHIEQQTLNEYTGNYSSFERQRATKLSQQQ
SMYQHQQEKVAHLQSYIDRFRAQATKAKQAQSRIKMLERMELIAPAHVDNPFHFSFRTPESLPDPLLRMDKVSAGYGENTVLQSIKLNLVPGSRIGLLGRNGAGKSTLIKLLAGTLEPQSGEIA
LSKGIKLGYFAQHQLEFLRADESPLQHMSRLAPKESEQQLRDYLGGYGFQGDQVTDPTARFSGGEKARLVLALIIWQRPNLLLLDEPTNHLDLDMRQALTEALIDFEGALVVVSHDRHLLRST

TDDLYLVHDGKVEQFDGDLEDYQQWLVDSQRQQSQQDNPAKELSGNSAQQRKDQKRRDAEFRTQTQPLRKQIMTLEKQMDKLSTELAAIEAQLADSALYDIARKADLTQCLLQQTQVKS
KLEETEMQWLDVQEQLEILTKEFSDADI



Error 7

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YP00247 Boundaries of gene: complement (245195..245725)

Oligo evidence:

agatggaacaataatagaagatgatgtaatgattggtgcaggtagcectcattactccaggtaaacgctta
tcaagtcatcattggggcacgttcaaatatccaagacggtagtgtgctacatgttacccaccaatctgag
ggtaaacgagtcatgatcgatagatcgagtgtgatcattggcaatgttattttaggtgatgatgtcagtg

Peptide evidence: |§448|:|I:| 245
(-) strand

QIRPLTPLELEGLLYSAGNYVR
¥ ex exon

Frame -1 [l LI T
Frame-2 || | 1@ 4

CDha |
F -3
rame3 {11 NN
Proposed sequence (peptide evidence in red): 176aa
IRPYLHHSPTLGKRVMIDRSSVIIGNVILGDDVSVWPLVAIRGDVNQVIIGARSNIQDGSVLHVTHQSEHNPEGYPLIIGEDVTIGHKAMLHGCTIGNRVLVGMGSILLDGTIIEDDVMIGAGSLI
TPGKRLVSGYLYVGSPAKQIRPLTPLELEGLLYSAGNYVRWKDDYLAESK

Strain: Y. pestis pestoides F Classification: hypothetical protein
Gene: YPDSF_0170 Boundaries of gene: complement (171706..172248)

Oligo evidence:

agatggaacaataatagaagatgatgtaatgattggtgcaggtagectcattactccaggtaaacgctta
tcaagtcatcattggggcacgttcaaatatccaagacggtagtgtgctacatgttacccaccaatctgag 71200 172000
(-) strand

ggtaaacgagtcatgatcgatagatcgagtgtgatcattggcaatgttattttaggtgatgatgtcagtg
ctctatccgeccttatcttcatcattcaccgactttaggtaaacgagtcatgatcgatagatcgagtgtg
¥ exon exon

Peptide evidence: Frame -1 ” " ||D”

QIRPLTPLELEGLLYSAGNYVR Chs v al7vo
LVSGYLYVGSPAK
reame-2 [| [ [0 NN |

rame-3 ([ I

Current sequence (peptide evidence in red): 180aa
MCDSIRPYLHHSPTLGKRVMIDRSSVIIGNVILGDDVSVWPLVAIRGDVNQVIIGARSNIQDGSVLHVTHQSEHNPEGYPLIIGEDVTIGHKAMLHGCTIGNRVLVGMGSILLDGTIIEDDVMIG
AGSLITPGKRLVSGYLYVGSPAKQIRPLTPLELEGLLYSAGNYVRWKDDYLAESK

Strain: Y. pseudotuberculosis PB1/+ Classification: hexapaptide repeat-containing transferase
Gene: YPTS_3851 Boundaries of gene: 4304535..4305077

Oligo evidence:
ctctatccgeccttatcttcatcattcaccgactttaggtaaacgagtcatgatcgatagatcgagtgtg
ggtaaacgagtcatgatcgatagatcgagtgtgatcattggeaatgttattttaggtgatgatgtcagtg
tcaagtcatcattggggcacgttcaaatatccaagacggtagtgtgctacatgttacccaccaatctgag

Frame st | IR T 1
Frame 2RI IF I
LVSGYLYVGSPAK

QIRPLTPLELEGLLYSAGNYVR
SSVIIGNVILGDDVSVWPLVAIR Frame +3 |m " || |

VLVGMGSILLDGTIIEDDVMIGAGSLIAPGKR
CDE 1 CD3

Peptide evidence:

(+) strand

e exon 5l
0 laznasnn

Current sequence (peptide evidence in red): 180aa
MCDSIRPYLHHSPTLGKRVMIDRSSVIIGNVILGDDVSVWPLVAIRGDVNQVIIGARSNIQDGSVLHVTHQSEHNPEGYPLIGEDVTIGHKAMLHGCTIGNRVLVGMGSILLDGTIIEDDVMIG
AGSLIAPGKRLVSGYLYVGSPAKQIRPLTPLELEGLLYSAGNYVRWKDDYLAESK



Error 8

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO0414 Boundaries of gene: Frame+1: 431515..431733

. . Frame+2: 431735..432502
Oligo evidence:

atgagtgaagaggaactgctcgctcgegttgegtggttttattatcacgatggtttaacacaaggggata
atcacagcaggtccgtttagtcacgttatccggeggtgteggctectatatgacggggattggteagttg

Peptide evidence:
Frame+1 || Il | mi | 1
CDhs
DGLTQGDIGELLGLAR
ASNAHVADTFR Frame+2 || [||| 1 Y M |
ASNAHVADTFRQENSVR Chg CDE
ILPSLASLSISSR Frame+3 [ [[[]] | [ A R |
(+) strand D LT [T I
exan TP[ exon exaon
o ) 0 |az1400 |az1700 |azzo0o 432300
Proposed sequence (peptide evidence in red):

Frame+1: 74aa
MIKEKPAVKEKPLSSNDEYKYPGNSMSEEELLARVAWFYYHDGLTQGDIGELLGLARLKVSRLLEKGRQSGVI

Frame+2: 255aa
INSRYEGCLELENTLQQHFGLKHIRILPSLASLSISSRLGIGAAHLLMALIQPQQLLAVGFGETTMCALQHLSGFIASQQVRLVTLSGGVGSYMTGIGQLDAACQVSIIPAPLRASNAHVADTFRQ
ENSVRDVMLAACAADIAVVGIGSVNQQKEATILRSGYISEGEQLMFSRKGAVGDILGYFIQADGALVPDMQIHQELIGISLADLTTIPTVIGVAGGVEKADVIVAALRGRYVNALVTDEVTARAI
INLL

Strain: Y. pestis pestoides F Classification: transcriptional repressor
Gene: YPDSF_3217 Boundaries of gene: complement (3666459..3667379)

Oligo evidence:

atcacagcaggtccgtttagtcacgttatccggeggtgteggcetectatatgacggggattggtcagttg
atgagtgaagaggaactgctcgctcgegttgegtggttttattatcacgatggtttaacacaaggggata FE6E400 3667200
() strand O
TPDEF_ exon  exo exc
Frame-1 I [0l [TI0D 0
Peptide evidence:
Frame 2 |11 1FL T FENEINN
ASNAHVADTFR
ILPSLASLSISSR Frame -3 W@ | I

Current sequence (peptide evidence in red): 306aa
MSEEELLARVAWFYYHDGLTQGDIGELLGLARLKVSRLLEKGRQSGVIRVQINSRYEGCLELENTLQQHFGLKHIRILPSLASLSISSRLGIGAAHLLMALIQPQQLLAVGFGETTMCALQHLSGF
IASQQVRLVTLSGGVGSYMTGIGQLDAACQVSIIPAPLRASNAHVADTFRQENSVRDVMLAACAADIAVVGIGSVNQQKEATILRSGYISEGEQLMFSRKGAVGDILGYFIQADGALVPDMQ
IHQELIGISLADLTTIPTVIGVAGGVEKADVIVAALRGRYVNALVTDEVTARAIINLL

Strain: Y. pseudotuberculosis PB1/+ Classification: DeoR family transcriptional regulator
Gene: YPTS_0577 Boundaries of gene: 635362..636357
Oligo evidence:
atgagtgaagaggaactgctcgctegegtigegtggttttattatcacgatggtttaacacaaggggata Frame +1 || I TRIETH |
FTPT: CDAE CDI 3
Frame +2 (| (111D 1 000V
Frame+3 [|I[| |11 (011

() strand - [ I———

Peptide evidence:
exon xon 577

ASSAHVADTER |sz5200 638000
ASSAHVADTFRQENSVR

ILPSLASLSISSR

SGYISEGEQLMFSR

Current sequence (peptide evidence in red): 331aa
MIKEKPAVKEKPLSSNDEYKYPGNSMSEEELLARVAWFYYHDGLTQGDIGELLGLARLKVSRLLEKGRQSGVIRVQINSRYEGCLELENTLQQHFGLKHIRILPSLASLSISSRLGIGAAHLLMALI
QPQQLLAVGFGETTMCALQHLSGFIASQQVRLVTLSGGVGSYMTGIGQLDAACQVSIIPAPLRASSAHVADTFRQENSVRDVMLAACAADIAVVGIGSVNQQKEATILRSGYISEGEQLMFS
RKGAVGDILGYFIQADGALVPDMQIHQELIGISLADLTTIPTVIGVAGGVEKADVIVAALRGRYVNALVTDEVTARAIINLL



Error 9

Strain: Y. pestis C092 Classification: expressed pseudogene (deoA)
Gene: YPO0437 Boundaries of gene: Frame+3:458100:458630

. . Frame+2: 458633..459511
Oligo evidence:

tattttcccggatgataatgegttccgeaaaattattatgttggtgtggegattateggecaaaccaget
ggcggceagaggttgtgegtgeggcecatcaccttagggaataacacgccagaagaaacgecagtgatttat Frame +1 | | ||||| || | | | ||| ” ””l |
Peptide evidence: Frame +2 " | " ” " ||| !;S C.)?S |
DITATVDSIPLITASILAK Frame +3 > | | I ||| | I | || |
YDSYLPVATLSKPVFAEQTGIITAMDTR s
(+)strand | [ [
Proposed sequence (peptide evidence in red): deokh exon exe
Current annotation underlined lasg400 lasszon

Frame+3: 177aa
MHSRLKACCVAISESACGRLSSHIPVKQGDALFLAQEIIRKKRDGQPLSEEEIRFFINGIRDNVVSEGQIAALAMTIYFHDMSMPERVALTMAMRDSGTVLNWKSLNLNGPLVDKHSTGGVG
DVTSLMLGPMVAACGGYVPMISGRGLGHTGGTLDKLEAIPGFDIFPDDNAFRKII

Frame+2: 292aa
VGVAIIGQTSSLAPADKRFYATRDITATVDSIPLITASILAKKLAEGLDALVMDVKVGSGAFMPTYSLSADLAQAIVGVANGAGCKTTALLTDMNQVLASSAGNGVEVREAVRFLTGEYRNPRL
LEVTMALCVEMLLSGGLAHDEADARAKLQAVLDNGKAAEVFGRMVAAQKGPADFVERYDSYLPVATLSKPVFAEQTGIITAMDTRALGMAVVALGGGRRRATDPIDYSVGLTEMARLGTR
VDGQQPLAVIHANNEDDWQQAAEVVRAAITLGNNTPEETPVIYRRITE

Strain: Y. pestis pestoides F Classification: annotated as deoA
Gene: YPDSF_3196 Boundaries of gene: complement (3639439..3640854)
Oligo evidence:
ggcggcagaggttgtgegtgeggecatcaccttagggaataacacgccagaagaaacgecagtgatttat
tattttcccggatgataatgcegttccgcaaaattattcagaatgttggtgtggegattateggecaaace (-) strand 363;2|DD |354D<]DD|D |iE
X EMOn EXan K
Frame-1 | ||| {4
. . ) de CD3 CDa 1
Peptide evidence: Frame -2 IR [ [[{I0 [LIIT 00 T4 L0
GGG CDS 3
DITATVDSIPLITASILAK Frame =3 (I IFIE T 10 TE THIE
YDSYLPVATLSKPVFAEQTGIITAMDTR

Current sequence (peptide evidence in red): 471aa
MHSRLKACCVAISESACGRLSSHIPVKQGDALFLAQEIIRKKRDGQPLSEEEIRFFINGIRDNVVSEGQIAALAMTIYFHDMSMPERVALTMAMRDSGTVLNWKSLNLNGPLVDKHSTGGVG
DVTSLMLGPMVAACGGYVPMISGRGLGHTGGTLDKLEAIPGFDIFPDDNAFRKIIQNVGVAIIGQTSSLAPADKRFYATRDITATVDSIPLITASILAKKLAEGLDALVMDVKVGSGAFMPTYSL
SADLAQAIVGVANGAGCKTTALLTDMNQVLASSAGNGVEVREAVRFLTGEYRNPRLLEVTMALCVEMLLSGGLAHDEADARAKLQAVLDNGKAAEVFGRMVAAQKGPADFVERYDSYLP
VATLSKPVFAEQTGIITAMDTRALGMAVVALGGGRRRATDPIDYSVGLTEMARLGTRVDGQQPLAVIHANNEDDWQQAAEVVRAAITLGNNTPEETPVIYRRITE

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as deoA
Gene: YPTS_0604 Boundaries of gene: 667792..669207
Frame +1 fJf i I
Oligo evidence: 1% ek Chg
Frame+2 || [IINIF |1 AT 1]
tattttcccggatgataatgcgttccgcaaaattattcagaatgttggtgtggegattatcggecaaacc
ataagcgtttttacgcgacccgegatattacggcaacagttgattctattccattgattacggectctat Frame +3 ||| | ||| ” |I || | | ||| ” ”I || |
Peptide evidence: (+)strand _E LEL |
DITATVDSIPLITASILAK deck | FHon
KLAEGLDALVMDVK lss5000 |s6s800

Current sequence (peptide evidence in red): 471aa
MHCRLKACRVAISESACGRLSSHIQVKQGDALFLAQEIIRKKRDGQPLSEEEIRFFINGIRDNVVSEGQIAALAMTIYFHDMSMPERVALTMAMRDSGTVLNWKSLNLNGPLVDKHSTGGVG
DVTSLMLGPMVAACGGYVPMISGRGLGHTGGTLDKLEAIPGFDIFPDDNAFRKIIQNVGVAIIGQTSSLAPADKRFYATRDITATVDSIPLITASILAKKLAEGLDALVMDVKVGSGAFMPTYSL
SADLAQAIVGVANGAGCKTTALLTDMNQVLASSAGNGVEVREAVRFLTGEYRNPRLLEVTMALCVEMLLSGGLAHDEADARAKLQAVLDNGKAAEVFGRMVAAQKGPVDFVERYDSYLP
VATLSKPVFAEQTGIITAMDTRALGMAVVALGGGRRRATDPIDYSVGLTEMARLGTRVDGQQPLAVIHANNEDDWQQAAEAVRAAITLGNNAPEETPVIYRRITE



Error 10

Strain: Y. pestis CO92
Gene: YPO0446

Oligo evidence:
gccacccacatcatcgattatcaagatgagggtaaggta,

gatacggtgcaactggcgtcggttgatcagttccgtgacaacatggatgacagcaaaaccgtttgggaag
aaaccagacatgctgcetgetggacgaaccaaccacttggatgcagaatctgtggectggetggagegcett

Peptide evidence:

DEVYALYADPDADFDK
EQGELEAIIQSHDGHNLDNQLER
ESVEEAVGEVKR
LDEVYALYADPDADFDK
LDEVYALYADPDADFDKLAK
NISLSFFPGAK
FEELNSVEYQKR
FLHDYEGTVVAITHDR
GAIVGIIGPNGAGK
GEGIPWEGNYSSWLEQK

Proposed sequence (peptide evidence in red):
Frame-1: 190aa

Classification: expressed pseudogene ]
Boundaries of gene: Frame-1: complement (469162..469731) d %%8?00 T BGBBDD le'
Frame-2: complement (468068..469165) -} stran p— p—

gaattcttcgagggtaactttactgaatacg Frame -1 || ” | | ”” | {. {I |

CD5 5 CD

Frame -2 “‘“ A4 BEiE ||||||||||| ||

CD5 I CDS Dn CDS DS
HDYEGTVVAITHDR SIEKELEWVR Frame-3 (NI MCE DOLIAE 1 011 10
IDDLTFALPK TLGAEALEPHR

IGNFELPSR TVWEEVSGGQDIMK

KSIEKELEWVR

LLIDDLTFALPK
LLQVGGNMLLLDEPTNDLDIETLR
MLLLDEPTNDLDIETLR
NETSELFIPPGPR
RNETSELFIPPGPR
RTLGAEALEPHR

YFLDNVAGWILELDR
YFLDNVAGWILELDRGEGIPWEGNYSSWLEQK

MAQYVYTMHRVGKVVPPKRHILKNISLSFFPGAKIGVLGLNGSGKSTLLRIMAGLDTEIEGEARPQLGIKIGYLPQEPKLNLEQTVRESVEEAVGEVKRALTRLDEVYALYADPDADFDKLAKEQGELEAIIQSHDGHNLDN

QLERAADALRLPPWDAKIANLSGGERRRVAICRLLL

Frame-2: 365aa

EKPDMLLLDEPT

NHLDAESVAWLERFLHDYEGTVVAITHDRYFLDNVAGWILELDRGEGIPWEGNYSSWLEQKNARLAQEASSEAARRKSIEKELEWVRQNPKGRQAKGKARLARFEELNSVEYQKRNETSELFIPPGPRLGDKVLEVEHLS
KSYGDRLLIDDLTFALPKGAIVGIIGPNGAGKSTLFRMLSGQEQPDSGTISLGDTVQLASVDQFRDNMDDSKTVWEEVSGGQDIMKIGNFELPSRAYVGRFNFKGVDQGKRIGELSGGERGRIHLAKLLQVGGNMLLLD
EPTNDLDIETLRALENALLEFPGCAMVISHDRWFLDRIATHIIDYQDEGKVEFFEGNFTEYEEWKKRTLGAEALEPHRIKYKKMTK

Strain: Y. pestis pestoides F
Gene: YPDSF_3187
Oligo evidence:

Classification: putative ABC transporter ATP-binding protein
Boundaries of gene: 3629306..3630973

actgctggaaaaaccagacatgctgetgetggacgaaccaaccaaccacttggatgeagaatetgtggece
gatacggtgcaactggcegtcggttgatcagttccgtgacaacatggatgacagcaaaaccgtttgggaag
gccacccacatcatcgattatcaagatgagggtaaggtagaattcttcgagggtaactttactgaatacg

Peptide evidence:

ALTRLDEVYALYADPDADFDKLAK
DEVYALYADPDADFDK
DNVAGWILELDR
DNVAGWILELDRGEGIPWEGNYSSWLEQK
EQGELEAIIQSHDGHNLDNQLER
ESVEEAVGEVK

ESVEEAVGEVKR

FEELNSVEYQK

FEELNSVEYQKR
FLHDYEGTVVAITHDR
GAIVGIIGPNGAGK
GEGIPWEGNYSSWLEQK
HDYEGTVVAITHDR

IANLSGGER

IDDLTFALPK

IGELSGGER

IGNFELPSR

IGVLGLNGSGK

IGYLPQEPK
IMAGLDTEIEGEARPQLGIK
KSIEKELEWVR

LAQEASSEAAR
LDEVYALYADPDADFDK
LDEVYALYADPDADFDKLAK
LGDKVLEVEHLSK
LHDYEGTVVAITHDR

LLIDDLTFALPK
LLLEKPDMLLLDEPTNHLDAESVAWLER
LLQVGGNMLLLDEPTNDLDIETLR
MLSGQEQPDSGTISLGDTVQLASVDQFR

Current sequence (peptide evidence in red): 555aa
VAQYVYTMHRVGKVVPPKRHILKNISLSFFPGAKIGVLGLNGSGKSTLLRIMAGLDTEIEGEARPQLGIKIGYLPQEPKLNLEQTVRESVEEAVGEVKRALTRLDEVYALYADPDADFDKLAKEQGELEAIIQSHDGHNLDN
QLERAADALRLPPWDAKIANLSGGERRRVAICRLLLEKPDMLLLDEPTNHLDAESVAWLERFLHDYEGTVVAITHDRYFLDNVAGWILELDRGEGIPWEGNYSSWLEQKNARLAQEASSEAARRKSIEKELEWVRQNPK
GRQAKGKARLARFEELNSVEYQKRNETSELFIPPGPRLGDKVLEVEHLSKSYGDRLLIDDLTFALPKGAIVGIIGPNGAGKSTLFRMLSGQEQPDSGTISLGDTVQLASVDQFRDNMDDSKTVWEEVSGGQDIMKIGNFEL
PSRAYVGRFNFKGVDQGKRIGELSGGERGRIHLAKLLQVGGNMLLLDEPTNDLDIETLRALENALLEFPGCAMVISHDRWFLDRIATHIIDYQDEGKVEFFEGNFTEYEEWKKRTLGAEALEPHRIKYKKMTK

Frame +1 | 1IN0 (00 000 000 0
Frame +2 [ TEIEEE] § HEE: 10
CCDS CDS CI CDS  CD5 CL
Frame+3 [ || | | ([ [l
(+) strand | Lk [ ICE
YPDEF_3 exon EXOn  eXa

|3629600 |3630400

MVLGIISYSR
NETSELFIPPGPR
NISLSFFPGAK
RNETSELFIPPGPR
RTLGAEALEPHR
SIEKELEWVR
TLGAEALEPHR
TVWEEVSGGQDIMK
VLEVEHLSK
YFLDNVAGWILELDR
YFLDNVAGWILELDRGEGIPWEGNYSSWLEQK

Strain: Y. pseudotuberculosis PB1/+
Gene: YPTS_0612

Oligo evidence:

Classification: putative ABC transporter ATP-binding protein

attatcaagatgagggtaaggtagaattcttcgagggtaactttactgaatacgaagagtggaagaaacg
gccacccacatcatcgattatcaagatgagggtaaggtagaattcttcgagggtaactttactgaatacg

gatacggtgcaactggcgtcggttgatcagttccgtgacaacatggatgacagcaaaaccgtttgggaag
actgctggaaaaaccagacatgctgctgctggacgaaccaaccaaccacttggatgcagaatctgtggec

Peptide evidence:

DEVYALYADPDADFDK
EQGELEAIIQSHDGHNLDNQLER
ESVEEAVGEVK
ESVEEAVGEVKR
FEELNSVEYQK
FEELNSVEYQKR
FLHDYEGTVVAITHDR
GAIVGIIGPNGAGK
GEGIPWEGNYSSWLEQK
HDYEGTVVAITHDR
IGELSGGER

IGNFELPSR

IGYLPQEPK

Boundaries of gene: complement (677816..679483) [Zm
|e77600 l&75400 67520
(-)strand ~ §{T__ 7 1 |
EXon EX0I1 EX0I

Frame -1 | [N WCE 0 OO0 LRI 1
Frame-2 I0L | W | [ 111

KSIEKELEWVR Frame -3 || IR R R

LAQEASSEAAR

LDEVYALYADPDADFDK

LDEVYALYADPDADFDKLAK

LLIDDLTFALPK
LLLEKPDMLLLDEPTNHLDAESVAWLER
LLQVGGNMLLLDEPTNDLDIETLR
MLSGQEQPDSGTISLGDTVQLASVDQFR
NETSELFIPPGPR

NISLSFFPGAK

RIGELSGGER

RNETSELFIPPGPR

RTLGAEALEPHR

Current sequence (peptide evidence in red): 555aa
VAQYVYTMHRVGKVVPPKRHILKNISLSFFPGAKIGVLGLNGSGKSTLLRIMAGLDTEIEGEARPQPGIKIGYLPQEPKLNLEQTVRESVEEAVGEVKRALTRLDEVYALYADPDADFDKLAKEQGELEAIIQSHDGHNLDN

QLERAADALRLPPWDAKIANLSGGERRRVAICRLLLEKPDMLLLDEPTNHLDAESVAWLERFLHDYEGTVVAITHDRYFLDNVAGWILELDRGEGIPWEGNYSSWLEQKNARLAQEASSEAARRKSIEKELEWVRQNPK
GRQAKGKARLARFEELNSVEYQKRNETSELFIPPGPRLGDKVLEVEHLSKSYGDRLLIDDLTFALPKGAIVGIIGPNGAGKSTLFRMLSGQEQPDSGTISLGDTVQLASVDQFRDNMDDSKTVWEEVSGGQDIMKIGNFEL
PSRAYVGRFNFKGVDQGKRIGELSGGERGRIHLAKLLQVGGNMLLLDEPTNDLDIETLRALENALLEFPGCAMVISHDRWFLDRIATHIIDYQDEGKVEFFEGNFTEYEEWKKRTLGAEALEPHRIKYKKMTK

SIEKELEWVR

TLGAEALEPHR

TVWEEVSGGQDIMK

VLEVEHLSK

YFLDNVAGWILELDR
YFLDNVAGWILELDRGEGIPWEGNYSSWLEQK



Error 11

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO0674 Boundaries of gene: Frame+3: 735996..737525

. . Frame+2: 737525..738337
Oligo evidence:

ttttactgccttcatatgaaaaagtgaaggcggacaaagtgttgtatgeccatacctegeggattttgea Frame +1 ||| | I | | | || | ||| ||||| |||||||| | || |
actgtttgatacttactcgaaacaggccggtaaagagcagtatttgatcccttatttcatctccgeacat
Frame 2 (||| [T IIFI O (TR D |
Peptide evidence: cos
Frame +3 | ” ||| | | | |
QRQPSNRAPAASAGKK (+) strand ] [ [ LI | 5
TPOOE74 exon EX0On
Proposed sequence (peptide evidence in red): |?SEDDD |?36800 |?3?GDD |
Frame3: 510aa

MSISLIQPERDLFSYQPYWAECYGTAPFLPMSREEMDILGWDSCDIIVITGDAYVDHPSFGMAIVGRMLEAQGFRVGIIAQPDWTNKHDFMRLGEPNLFFGVTAGNMDSMINRYTADRKL
RHDDAYTPDNQSGKRPDRATLVYSQRCKEAYSHVPVLLGGIEASLRRIAHYDYWSDTVRRSVIVDAKADMLVYGNGERPLVEVAHRLAAGEKITDIQDVRNTVVMRKTPLPGWSGVDSTRL
DKPGRIEAIPNPYGEDLPCATDDISIPEAKPITVRAAKPKPWEKTYVLLPSYEKVKADKVLYAHTSRILHHETNPGCARALMQKHGDRYIWINPPAIPLSTEEMDSVFALPYQRVPHPSYGKSPIP
AYDMIRFSINIMRGCYGGCSFCSITEHEGRIIQSRSEDSHREIEEIRDKVPGFTGIISDLGGPTANMYMLRCQSPRAEQTCRRASCVYPEICPHMDTNHQPTISLYRRARDLKGIKKILIASGVRYD
LAVEDPRYIKELASH

Frame2: 271aa
HVGGYLKIAPEHTEEGPLSKMMKPGMGSYQRFKELFDTYSKQAGKEQYLIPYFISAHPGTEDKDMVNLALWLKKNRFRLDQVQNFYPSPLANSTTMYYTGKNPLAKVDYKSEEVVVPKGDR
QRRLHKALLRYHDPANWPMLRSALEDMGLQHLIGARRECLVPAPTLEEQREARRALRHHTPALTKHTSITRQROQPSNRAPAASAGKKAPTVANGTSSAHSTSANQSTSANQSTSAAHSTLA
TKKSAGKTGVNKAAVNKPSAGSRGKNRQH

Strain: Y. pestis pestoides F Classification: Both genes annotated as hypothetical proteins
Gene: YPDSF_0458/YPDSF_0459 Boundaries of gene: YPDSF_0458 Frame+1: 517558..519087

. . YPDSF_0459 Frame+3: 519087..519902
Oligo evidence:

ttttactgccttcatatgaaaaagtgaaggeggacaaagtgttgtatgeccatacctegeggattttgea
actgtttgatacttactcgaaacaggccggtaaagagcagtatttgatcccttatttcatctccgeacat Frame +1 | l}[;‘l ||| | | | |
) ) _ YPDSF_ 0458 CDS
Peptide evidence: Frame+2 | [ | [ [LI0E IFIIEIHIET
KILIASGVR Frame+3 (1IN L LI T E=—/—=3
TEDSF_0459
(+) strand | [T | I
YPDSF_0458 X0 T exon 1459
Current sequence (peptide evidence in red): |517550 |s153400 |s19200
Frame+1: 510aa (YPDSF_0458)

MSISLIQPERDLFSYQPYWAECYGTAPFLPMSREEMDILGWDSCDIIVITGDAYVDHPSFGMAIVGRMLEAQGFRVGIIAQPDWTNKHDFMRLGEPNLFFGVTAGNMDSMINRYTADRKL
RHDDAYTPDNQSGKRPDRATLVYSQRCKEAYSHVPVLLGGIEASLRRIAHYDYWSDTVRRSVIVDAKADMLVYGNGERPLVEVAHRLAAGEKITDIQDVRNTVVMRKTPLPGWSGVDSTRL
DKPGRIEAIPNPYGEDLPCATDDISIPEAKPITVRAAKPKPWEKTYVLLPSYEKVKADKVLYAHTSRILHHETNPGCARALMQKHGDRYIWINPPAIPLSTEEMDSVFALPYQRVPHPSYGKSPIP
AYDMIRFSINIMRGCYGGCSFCSITEHEGRIIQSRSEDSIIREIEEIRDKVPGFTGIISDLGGPTANMYMLRCQSPRAEQTCRRASCVYPEICPHMDTNHQPTISLYRRARDLKGIKKILIASGVRYD
LAVEDPRYIKELASH

Frame+3: 271aa (YPDSF_0459)
HVGGYLKIAPEHTEEGPLSKMMKPGMGSYQRFKELFDTYSKQAGKEQYLIPYFISAHPGTEDKDMVNLALWLKKNRFRLDQVQNFYPSPLANSTTMYYTGKNPLAKVDYKSEEVVVPKGDR
QRRLHKALLRYHDPANWPMLRSALEDMGLQHLIGARRECLVPAPTLEEQREARRALRHHTPALTKHTSITRQRQPSNRAPAASAGKKAPTVANGTSSAHSTSANQSTSANQSTSAAHSTLA
TKKSAGKTGVNKAAVNKPSAGSRGKNRQH

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as hypothetical protein
Gene: YPTS_3529 Boundaries of gene: complement (3934430..3936793)
Oligo evidence:
actgtttgatacttactcgaaacaggccggtaaagagcagtatttgatcccttatttcatctccgeacat 3934400 |3g3520c| |39350|jg i
(-) strand | T1
Peptide evidence: F 1 PTG 338 exon
rame =2 | [T CO0 FOVOEE DEE DT
NA Frame-2 || || QLI PO 001
Frame-3 |

Current sequence (peptide evidence in red): 787aa
MSISLIQPERDLFSYQPYWAECYGTAPFLPMSREEMDILGWDSCDIIVITGDAYVDHPSFGMAIVGRMLEAQGFRVGIIAQPDWTNKHDFMRLGEPNLFFGVTAGNMDSMINRYTADRKL
RHDDAYTPDNQSGKRPDRATLVYSQRCKEAYSHVPVLLGGIEASLRRIAHYDYWSDTVRRSVIVDAKADMLVYGNGERPLVEVAHRLAAGEKITDIQDVRNTVVMRKTPLPGWSGVDSTRL
DKPGRIEAIPNPYGEDLPCATDDISIPEAKPITVRAAKPKPWEKTYVLLPSYEKVKADKVLYAHTSRILHHETNPGCARALMQKHGDRYIWINPPAIPLSTEEMDSVFALPYQRVPHPSYGKSPIP
AYDMIRFSINIMRGCYGGCSFCSITEHEGRIIQSRSEDSIIREIEEIRDKVPGFTGIISDLGGPTANMYMLRCQSPRAEQTCRRASCVYPEICPHMDTNHQPTISLYRRARDLKGIKKILIASGVRYD
LAVEDPRYIKELASHHVGGYLKIAPEHTEEGPLSKMMKPGMGSYQRFKELFDTYSKQAGKEQYLIPYFISAHPGTEDKDMVNLALWLKKNRFRLDQVQNFYPSPLANSTTMYYTGKNPLAKV
DYKSEEVVVPKGDRQRRLHKALLRYHDPANWPMLRSALEDMGLQHLIGARRECLVPAPTLEEQREARRALRHHTPALTKHTSITRQRQPSNRAPAASAGKKAPTVANGTSSAHSTSANQST
SANQSTSANQSTSAAHSMLATKKSAGKTGVNKAAVNKPSAGSRGKNRQH



Error 12

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO1195 Boundaries of gene: 1345498..1346430
Oligo evidence:
ggcagataacgtccgtgtaggctctaaaattgataccgaaggctccttgetgggcaatattattgtgeag Frame +1 "I | ” ” | ”Il-} . .> m|
atcatccgtgaagttactctgaaagctcacccgaacatcecggctttgettaatceeggtattegecacac Frame +2 ”||| | || |||||I|| |E|DS ’l ﬁrlsm |C|D|T
Peptide evidence: Frame +3 | [ 111 [ I0FIROETT OO 010
DLATANNLR (#) strand A — 2
IDTEGSLLGNIIVQVLEANGIK
IFAVAAIMLSASSGISHAAD Bxon 5 exon
LVWLSPAPANNTWTIAVR |1344800 [1345600 |1
VGSKIDTEGSLLGNIIVQVLEANGIK

AHPNIPALLNPVFATLDGPTLQK

Proposed sequence (peptide evidence in red): 310aa
MALFLTRSRIFAVAAIMLSASSGISHAADNVRVGSKIDTEGSLLGNIIVQVLEANGIKTTNKSQLGATKVVRGAITAGEIDIYPEYTGNGAFFFSDEQDPAWKSAKAGYEKVKALDYEKNKLVWL
SPAPANNTWTIAVRKDLATANNLRTLDDLG+WINGGGQFKLAASAEFIERPDALPAFQQAYGFTLNQDQLLSLAGGDTAVTIKAAAEQISGVNAAMAYGTDGPVAALGLQTLEDTKGVQPI
YAPAPIIREVTLKAHPNIPALLNPVFATLDGPTLOKLNARIAVEGQDAKKVAANYLKDNGFIKN

Strain: Y. pestis pestoides F Classification: annotated as hypothetical protein
Gene: YPDSF_2500 Boundaries of gene: complement (2847097..2848029)
Oligo evidence:
atcatccgtgaagttactctgaaagctcacccgaacatcceggctttgettaatceggtattegecacac (-) strand MB%DDD
ggcagataacgtccgtgtaggctctaaaattgataccgaaggcetecttgetgggeaatattattgtgeag
3 oexon (500 exon
Peptide evidence: Frame -1 {EEI G @] || | | ||
1V CDE Cha CDS
AAAEQISGVNAAMAYGTDGPVAALGLQTLEDTK frame-2 |1 11T IIINRU I DL 11T
AHPNIPALLNPVFATLDGPTLQK
DLATANNLR
GVQPIYAPAPIR frame-3 (LLINEIEE T O |
IDTEGSLLGNIIVQVLEANGIK
LVWLSPAPANNTWTIAVR

VGSKIDTEGSLLGNIIVQVLEANGIK

Current sequence (peptide evidence in red): 310aa
MALFLTRSRIFAVAAIMLSASSGISHAADNVRVGSKIDTEGSLLGNIIVQVLEANGIKTTNKSQLGATKVVRGAITAGEIDIYPEYTGNGAFFFSDEQDPAWKSAKAGYEKVKALDYEKNKLVWL
SPAPANNTWTIAVRKDLATANNLRTLDDLGKWINGGGQFKLAASAEFIERPDALPAFQQAYGFTLNQDQLLSLAGGDTAVTIKAAAEQISGVNAAMAYGTDGPVAALGLQTLEDTKGVQPI
YAPAPIIREVTLKAHPNIPALLNPVFATLDGPTLOKLNARIAVEGQDAKKVAANYLKDNGFIKN

Strain: Y. pseudotuberculosis PB1/+ Classification: substrate-binding region of ABC-type glycine betaine transport system
Gene: YPTS_1324 Boundaries of gene: 1471848..1472780

Oligo evidence:

ggcagataacgtccgtgtaggcetctaaaattgataccgaaggctcecttgetgggcaatattattgtgeag

atcatccgtgaagttactctgaaagctcacccgaacatceceggcetttgettaateecggtattegecacac
Frame <1 {|L|| LT D FITHIEEE
Peptide evidence: Frame 2 || I THHIAERIE 14
AHPNIPALLNPVFATLDGPTLQK
DLATANNLR. Frame+3 ||| ||| [ || [IEEIEIAING:
IDTEGSLLGNIIVQVLEANGIK CL% CD3 CI CD
IFAVAAIMLSASSGISHAAD (+) strand
ES;QL/:\(’\L‘ELR Coexon 324 exan
LVWLSPAPANNTWTIAVR |l4?12E|U |l4?2DDD |J

Current sequence (peptide evidence in red): 310aa
MALFLTRSRIFAVAAIMLSASSGISHAADNVRVGSKIDTEGSLLGNIIVQVLEANGIKTTNKSQLGATKVVRGAITAGEIDIYPEYTGNGAFFFSDEQDPAWKSAKAGYEKVKALDYEKNKLVWL
SPAPANNTWTIAVRKDLATANNLRTLDDLGKWINGGGQFKLAASAEFIERPDALPAFQQAYGFTLNQDQLLSLAGGDTAVTIKAAAEQISGVNAAMAYGTDGPVAALGLQTLEDTKGVQPI
YAPAPIIREVTLKAHPNIPALLNPVFATLDGPTLOKLNARIAVEGQDAKKVAANYLKDNGFIKN



Error 13

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO1219 Boundaries of gene: Frame-2: complement (1377956..1379881)

Oligo evidence: Frame-3: complement (1377192..1377956)

agcattggccgacagatacaatcatggttcggggctgacatttttttatgtaaccaattatgt: t

aaggttgagtacattacagaagatgatataaacctctatgagaggcaactaaaaaccagtgactattatt ing |13??GUU |13?84DU |13'?92IJEI

(-) strand 7 Gl

Peptide evidence:

1 YPO exon X0 €
HALTNIANGLOOR Frame -1 0| [T I DOIEFEAPEIE CFEHCACA OO0 42

LRPDVYYIEKPR
1513 ¥
Frame -2 || IIIF0I1 1T a4

CDE 13
Frame -3 | | U TH PR D

Proposed sequence (peptide evidence in red):
Frame-2: 642aa
MQNNSSTHSAANITRYFWLFIVLLLMTVGLYAYNYTNAYLTEKKHALTNIANGLQQRIDDYRYHTYQIYDLVNNPIKASEPPPVVQETRLRPDVYYIEKPRRKTDAIIFGNHEPATLTMALQISD
YLDNLWGPQNDTYSMYYLNGQDNSLLLITTQALKEVTSRFKESYLTAFAESRRAEMLQQVNTLDERESFSPLRKLRFQNAYYFTLRTTFNRPGHLATVIAFDLPINDLIPPNMARSNFLLQPDK
VPLNEGATPEDIAATSVSLNGSWVEFSAPLANVTLKIYRVPVSHLIIDLLINNFWLILANIVLLALTILAAYFVRHQYGRPSADVTGQLEAQRLLSQEHNTNLPQGLLIYDFSNSTVIASNKIAENLLP
HLNLQKIATMAEQHHGVIQGTVNNEVYEIHMFRSQISPETYLFLLNDQDKEVLVNKKLQQARREYDKNLQARKLMLHNLGIELGQPVHHLSQLVRTLODTTDLQQQHDIKTKLVEQSATILE
LIDNITLLTKLETQDWQTEQQVFSLSTLIDNLLLDLLPSINRKGLNLFNHFHVSLDQIYLGDEKVLRKILSLLLNYSIVTTAYGKITLNVDHEPGHPEQLVIQIMDTGAGISDEEIGNLNYPFLSQALA
DRYNHGSGLTFF

Frame-3: 255aa
LCNQLCKKLNGQLEIRSKVDIGTRYTIRLTIAVKNEQQDTQEKLLDGVTVLLDITSEEVRSIITILLNSFGANCILTDERLPGRDYDVTITDNPQHYDNYTLLLAADETGFHQLQNNYIRANYNLSSA
VIDSILLLIERRILSEQSQQKVEYITEDDINLYERQLKTSDYYSLFVETVPVDLKKLYTELQQSDLTSLSQTVHRLKGVFAMLNLVLGKQLCETLEQHIADGDRLKIENSISQIDFFITRLLQEGNP

Strain: Y. pestis pestoides F Classification: hypothetical protein
Gene: YPDSF_2473 Boundaries of gene: YPDSF_2473: 2812245..2814197 | Frame+1 [ || || [l WL TODCH0TE 0D OO0 0000 1 T
. . YPDSF_2474:2814365..2814937 L
Oligo evidence: - Frame+2 (I TINIOCIOOD OO 00 0D IO (0
agcattggccgacagatacaatcatggttcggggctgacatttttttatgtaaccaattatgtaaaaaat TI CD3 1474
aaggttgagtacattacagaagatgatataaacctctatgagaggcaactaaaaaccagtgactattatt Frame +3 | CIEIE IEG NIRRT
Peptide evidence: ¥ CChE 73 coi
HALTNIANGLQQR (+)strand [ L Ib b
LVEQSATILELIDNITLLTK ANYNLSSAVIDSILLLIER exon S5F_2473 exon PD exon 4
LRPDVYYIEKPR 12000 |z812800 |z813800 |z814400

TLQDTTDLQQQHDIK

Current sequence (peptide evidence in red): YPDSF_2473: 650aa
MQNNSSTHSAANITRYFWLFIVLLLMTVGLYAYNYTNAYLTEKKHALTNIANGLQQRIDDYRYHTYQIYDLVNNPIKASEPPPVVQETRLRPDVYYIEKPRRKTDAIIFGNHEPATLTMALQISD
YLDNLWGPQNDTYSMYYLNGQDNSLLLITTQALKEVTSRFKESYLTAFAESRRAEMLQQVNTLDERESFSPLRKLRFQNAYYFTLRTTFNRPGHLATVIAFDLPINDLIPPNMARSNFLLQPDK
VPLNEGATPEDIAATSVSLNGSWVEFSAPLANVTLKIIYRVPVSHLIIDLLINNFWLILANIVLLALTILAAYFVRHQYGRPSADVTGQLEAQRLLSQEITNLPQGLLIYDFSNSTVIASNKIAENLLP
HLNLQKIATMAEQHHGVIQGTVNNEVYEIHMFRSQISPETYLFLLNDQDKEVLVNKKLQQARREYDKNLQARKLMLHNLGIELGQPVHHLSQLVRTLQDTTDLQQQHDIKTKLVEQSATILE
LIDNITLLTKLETQDWQTEQQVFSLSTLIDNLLLDLLPSINRKGLNLFNHFHVSLDQIYLGDEKVLRKILSLLLNYSIVTTAYGKITLNVDHEPGHPEQLVIQIMDTGAGISDEEIGNLNYPFLSQALA
DRYNHGSGLTFFYVTNYVKN

YPDSF_2474:190 aa
LLNSFGANCILTDERLPGRDYDVTITDNPQHYDNYTLLLAADETGFHQLQNNYIRANYNLSSAVIDSILLLIERRILSEQSQQKVEYITEDDINLYERQLKTSDYYSLFVETVPVDLKKLYTELQQSDL
TSLSQTVHRLKGVFAMLNLVLGKQLCETLEQHIADGDRLKIENSISQIDFFITRLLQEGNP

Strain: Y. pseudotuberculosis PB1/+ Classification: phosphotransfer intermediate protein in two-component regulatory system with RcsBC
Gene: YPTS_1347 Boundaries of gene: complement (1503527..1506220)

Oligo evidence:

aaggttgagtacattacagaagatgatataaacctctatgagaggcaactaaaaaccagtgactattatt

200 1504000 1504500 1505600
(-)strand ] L |

Peptide evidence:

. ¥PT exon
ANYNLSSAVIDSILLLIER Frame -1 W] | |01 IO 00O O COE 0 PP I
HALTNIANGLQQR

-]
LETODWOTEQQVFSLSTLIDNLLLDLLPSINRK Frame 2| J[IINIFITFIFAEHEAEEE FE0FOAE 0 F T
LMLHNLGIELGQPVHHLSQLVR :

LRPDVYYIEKPR Frame -3 4 4l TR IR

LVEQSATILELIDNITLLTK
REYDKNLQAR

Current sequence (peptide evidence in red): 897aa
MQNNSSTHSAANITRYFWLFIVLLLMTVGLYAYNYTNAYLTEKKHALTNIANGLQQRIDDYRYHTYQIYDLVNNPIKASEPPPVVQETRLRPDVYYIEKPRRKTDAIIFGNHEPATLTMALQISD
YLDNLWGPQNDTYSMYYLNGQDNSLLLITTQALKEVTSRFKESYLTAFAESRRAEMLQQVNTLDERESFSPLRKLRFQNAYYFTLRTTFNRPGHLATVIAFDLPINDLIPPNMARSNFLLQPDK
VPLNEGATPEDIAATSVSLNGSWVEFSAPLANVTLKIIYRVPVSHLIIDLLINNFWLILANIVLLALTILAAYFVRHQYGRPSADVTGQLEAQRLLSQEITNLPQGLLIYDFSNSTVIASNKIAENLLP
HLNLQKIATMAEQHHGVIQGTVNNEVYEIHMFRSQISPETYLFLLNDQDKEVLVNKKLQQARREYDKNLQARKLMLHNLGIELGQPVHHLSQLVRTLQDTTDLQQQHDIKTKLVEQSATILE
LIDNITLLTKLETQDWQTEQQVFSLSTLIDNLLLDLLPSINRKGLNLFNHFHVSLDQIYLGDEKVLRKILSLLLNYSIVTTAYGKITLNVDHEPGHPEQLVIQIMDTGAGISDEEIGNLNYPFLSQALA
DRYNHGSGLTFFLCNQLCKKLNGQLEIRSKVDIGTRYTIRLTIAVKNEQQDTQEKLLDGVTVLLDITSEEVRSIITILLNSFGANCILTDERLPGRDYDVTITDNPQHYDNYTLLLAADETGFHQLQ
NNYIRANYNLSSAVIDSILLLIERRILSEQSQQKVEYITEDDINLYERQLKTSDYYSLFVETVPVDLKKLYTELQQSDLTSLSQTVHRLKGVFAMLNLVLGKQLCETLEQHIADGDRLKIENSISQIDFF
ITRLLQEGNP



Error 14

Strain: Y. pestis CO92 Classification: expressed pseudogene
Gene: YPO1337 Boundaries of gene: region 1: complement (1504641..1505183)

Oligo evidence: region 2: complement (1502469..1502774)

tccacttatatctccaccaacggceccaatattgatccaccgttttactcaggattagettctgetataac
taaacatcctgaaattcagaccgtgtcttatgactgtcaacgacggatgaaaagtgatccacttatatct
acctacccgccatttgaatctatggatgccaataacgaaatcgttggctttgatatggatctggcaaaag

1502400 1503200 1504000 1504800
Peptide evidence: (-) strand 4 S 1]

FAASATYPPFESMDANNEIVGFDMDLAK artd

EXon exon
e eame 1 [N 11 1 100000 W
SKQVAFTQPYYANSAIVIAPK

ADGTYQAINDK Frame 2 [ [I[II] 00 (0 FF 0FE I T 1 1
DGVFGDTAVVNEWLK
Fame3 g @ [ILIPDET 10N I 264 |

IDGVFGDTAVVNEWLK

Proposed sequence (peptide evidence in red):

Region 1: 181aa
MKNSDRSLSMKKLLLATLLSGMAFSATAAETLRFAASATYPPFESMDANNEIVGFDMDLAKALCKQMEANCTFTNQAFDSLIPALKFKRYDAVISGMDITPERSKQVAFTQPYYANSAIVIAP
KGKFSTFADLKGKKIGMENGTTHQKYLQDKHPEIQTVSYDCQRRMKSDPLISPPTAQY

Region 2: 102aa
MGVDHYCTVRYNDSYQNAIIDLKNGRIDGVFGDTAVVNEWLKTNPNLASVGEHVTDPQYFGTGLGIAVRPDNIALLTKLNKAIDAVKADGTYQAINDKWFPQ

Strain: Y. pestis pestoides F Classification: hypothetical protein
Gene: YPDSF_2359 Boundaries of gene: 2688865..2689596

Oligo evidence:

acctacccgecatttgaatctatggatgecaataacgaaatcgttggctttgatatggatctggcaaaag
ataaacatcctgaaattcagaccgtgtcttatgacagctaccagaatgcecatcattgatctgaaaaatgg Frame +1 | |M|

Peptide evidence: [ CD3 CDi

CI
ADGTYQAINDK Frame +2 " "l | | |I||||| ”l
FAASATYPPFESMDANNEIVGFDMDLAK

GKIGNEN Frame 3 |11 00N 1011

IDGVFGDTAVVNEWLK
KIGMENGTTHQK (+) strand m
QVAFTQPYYANSAIVIAPK -
RYDAVISGMDITPER eXOn exon
SKQVAFTQPYYANSAIVIAPK |26888I3E| |2E

TNPNLASVGEHVTDPQYFGTGLGIAVRPDNIALLTK
YLQDKHPEIQTVSYDSYQNAIIDLK

Current sequence (peptide evidence in red): 243aa
MKKLLLATLLSGMAFSATAAETLRFAASATYPPFESMDANNEIVGFDMDLAKALCKQMEANCTFTNQAFDSLIPALKFKRYDAVISGMDITPERSKQVAFTQPYYANSAIVIAPKGKFSTFADL
KGKKIGMENGTTHQKYLQDKHPEIQTVSYDSYQNAIIDLKNGRIDGVFGDTAVVNEWLKTNPNLASVGEHVTDPQYFGTGLGIAVRPDNIALLTKLNKAIDAVKADGTYQAINDKWFPQ

Strain: Y. pseudotuberculosis PB1/+ Classification: cationic amino acid ABC transporter, periplasmic binding protein
Gene: YPTS_1464 Boundaries of gene: complement (1626984..1627715)
Oligo evidence:

ataaacatcctgaaattcagaccgtgtcttatgacagctaccagaatgccatcattgatctgaaaaatgg
acctacccgccatttgaatctatggatgcecaataacgaaatcgttggcettigatatggatctggcaaaag

Peptide evidence:

1627200
ADGTYQAINDK (-) strand il §| E I

ADGTYQAINDKWFPQ TP exon exoq

DGVFGDTAVVNEWLK

FAASATYPPFESMDANNEIVGFDMDLAK Frame -1 |m|
IDGVFGDTAVVNEWLK Ch3 CD3 CDS
KIGMENGTTHQK )

A A AVIAPK Frame-2 || [l {01
RYDAVISGMDITPER

SKQVAFTQPYYANSAIVIAPK Frame -3 ||| ||||||| | | |||
TNPNLASVGEHVTDPQYFGTGLGIAVRPDNIALLTK

Current sequence (peptide evidence in red): 243aa
MKKLLLATLLSGMVFSATAAETLRFAASATYPPFESMDANNEIVGFDMDLAKALCKOMEANCTFTNQAFDSLIPALKFKRYDAVISGMDITPERSKQVAFTQPYYANSAIVIAPKGKFSTFADL
KGKKIGMENGTTHQKYLQDKHPEIQTVSYDSYQNAIIDLKNGRIDGVFGDTAVVNEWLKTNPNLASVGEHVTDPQYFGTGLGIAVRPDNIALLTKLNKAIDAVKADGTYQAINDKWFPQ



Error 15

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO1584 Boundaries of gene: complement (1808243..1808536)

Oligo evidence:

tacctgtcttctatggatcaaccacaagaagatgcegttggttgatagaacgctctggettacgaccgatg
accgatgttgcacgccaattaattaatatattagaagctggtattgctaaaattgagtcatcagagagec

N

u] 1505400
(-) strand

exX eXon
o Frame-1 [ || || |
Peptide evidence:
Frame -2 I S| | |
CDE
Frame -3 ||| ||| I I
LHYLSSMDQPQEDALVDR
Proposed sequence (peptide evidence in red): 98aa
MDRNNEVIQTHPVVGWDISTVDVYDAMMIRLHYLSSMDQPQEDALVDRTLWLTTDVARQLINILEAGIAKIESSESLSIILCNCHRIKGDRSGGHRTR
Strain: Y. pestis pestoides F Classification: annotated as BssS
Gene: YPDSF_1861 Boundaries of gene: 2097596..2097892
Oligo evidence:
Frame+1 | | [ ]l
tacctgtcttctatggatcaaccacaagaagatgcgttggttgatagaacgctctggcettacgaccgatg
accgatgttgcacgccaattaattaatatattagaagctggtattgctaaaattgagtcatcagagagec Frame +2 l:.:[
bss5 CDG
Frame +3 | | | || |

Peptide evidence:

QLINILEAGIAK

() srand. [T

bss! ex exon
|zos7s00

Current sequence (peptide evidence in red): 98aa

MDRNNEVIQTHPVVGWDISTVDVYDAMMIRLHYLSSMDQPQEDALVDRTLWLTTDVARQLINILEAGIAKIESSESLSIILCNCHRIKGDRSGGHRTR

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as BssS
Gene: YPTS_2572 Boundaries of gene: 2846646..2846900
Oligo evidence:
tgtagatgtgtacgatgctatgatgatacgtcttcattacctgtcttctatggagcaaccacaagaagat Frame +1 | | | | | || | |
Frame +2 | I | | || |

Frame+3 | | WE]

bzsd CD3
Peptide evidence: (+) strand
bz exon
QLINILEAGIAK |z546700 |

Current sequence (peptide evidence in red): 84aa
MDRNNEVIQTHPVVGWDISTVDVYDAMMIRLHYLSSMEQPQEDALVDRTLWLTTDVARQLINILEAGIAKIESSEYLDMDHRKH




Error 16

Strain: Y. pestis CO92 Classification: expressed pseudogene
Gene: YPO1684 Boundaries of gene: Frame+3:1919412..1921514 Frame+1 | {11 ARLRRIRL | i
Frame+1:1921498..1922043 | ‘Frame+2 II MILHLE 0 0 A0 T W00REE 100 1 F |

Oligo evidence:
ttttatggtgacgatatttgtgccaaatactgcattttctcaactctatgtgaacaatgecaatgatect

atgtcgaatgtcaccaacgacgccaatgcttatacagaccagegctattctgeacttaaagaagatctga Frame +3 | | l} |I|| ” ” |||
) ) (il
Peptide evidence: (+)strand | [TT T b
YSTTDNTTSGTVSVGNAATGETR Toexon 4 EX 0N
o ) 119200 1920000 |15z0800 |19z1600
Proposed sequence (peptide evidence in red):

Frame+3: 701aa
MKSIQKCDCNYLVRFAVSDSFIRDNSFRSLLAIFMVTIFVPNTAFSQLYVNNANDPGCYVIADGGFTGVTNSDQNCYTLSLNNINTNGGQLFVGGKGGIAGKPSFIATPWTGTFTTAVGTSNVATAYGFVVQSNGAFING
DTYVKGGLFLNGRKATNLAPATISSTSTDAVVGSQLYTVIQDGTRYFHANSVNPQDSVPAGQDAIAVGPATVVNGNNGIGIGSSAVVGPSAVGGIAIGPNTQATGIASTALGAGSQAHGSQSLALGAGATASQANSIAL
GASSVTTVGAESDYSAYGLTAPQTSVGEVGMGTAQGNRKITGVAAGSADYDVVNVAQLTAVGDKVEQNTADITSLGGRVTNVEGGMTRITNGGGIKYFHTHSTEPDSVASGSDSVAIGPNAQASGTTSIAMGAGSTA
QGAQSLALGAGAAASQANSIALGASSVTTVGAESDYSAYGLTAPQTSVGEVGVGTAQGNRKITGVAAGSADYDAVNVAQLTAVGDKVDQNTADITSLDGRVTNVEGEMASITNGGGVKYFHTHSTESDSVASGSDSV
AIGPNAQASGTASVASGKGTLASGNGAVAIGDAASVSAEGSVALGQGSADNGRGAESYTGKYSTTDNTTSGTVSVGNAATGETRTVSNVADGREAMDAVNLRQLDGAMAAVGDTVSGLONGTDGMFQVNNNSG
QAKPSVTGTDAMAGGGRLRGVWQPQYRDGYGQQGDGGKQHRAGGQLSGGS

Frame+1: 182aa
MRWRGGAGSVASGSHSTAMGTGSKATAANSTALGANSVADRENSVSVGSVGNERQLTNIAVGTQGTDAVNLDQLNHSMSNVTNDANAYTDQRYSALKEDLKKQDSTLSAGIAGAMAMASLTQPYTPGASMATIG
AASYRGQSALSVGVSSISDSGRWVSKLQASSNTQGDMGVGVGVGYQW

Strain: Y. pestis pestoides F Classification: YPDSF_1763 annotated as surface protein
Gene: YPDSF_1763 /YPDSF_1764 YPDSF_1764 annotated as hypothetical protein

Boundaries of gene: YPDSF_1764 Frame-2: complement (1988312..1990522)
Oligo evidence: YPDSF_1763 Frame-1: complement (1987891..1988436)

ttttatggtgacgatatttgtgccaaatactgcattttctcaactctatgtgaacaatgecaatgatect

atgtcgaatgtcaccaacgacgccaatgcttatacagaccagegctattctgecacttaaagaagatctga

Peptide evidence: 1988000 1988800 1389800 |19
VDQNTADITSLDGR ()strand {  JT] 11
YSTTDNTTSGTVSVGNAATGETR YPL exon D3F_1764 [ duly]
Eﬁl’l\é‘[\)/':xgl—siDYDAVNVAQLTAVGDKVDQNTADITSLDGR Frame -1 B:H | ||| || | ” | || || || | || |
TVSNVADGREAMDAVNLR YPDAF CDA
DONTADITSLDGR Frame -2 ||| [} N0 |
ATAANSTALGANSVADRENSVSVGSVGNER YPL CDS 5« CDS

Current sequence (peptide evidence in red): Frame -3 | ||| | | ” || || ” ||” | ” | ” | I| | || | | |||| |||

Frame-2: 721aa (YPDSF_1764)

MKSIQKCDCNYLVRFAVSDSFIRDNSFRSLLAIFMVTIFVPNTAFSQLYVNNANDPGCYVIADGGFTGVTNSDQNCYTLSLNNINTNGGQLFVGGKGGIAGKPSFIATPWTGTFTTAVGTSNVATAYGFVVQSNGAFING
DTYVKGGLFLNGRKATNLAPATISSTSTDAVVGSQLYTVIQDGTRYFHANSVNPQDSVPAGQDAIAVGPATVVNGNNGIGIGSSAVVGPSAVGGIAIGPNTQATGIASTALGAGSQAHGSQSLALGAGATASQANSIAL

GASSVTTVGAESDYSAYGLTAPQTSVGEVGMGTAQGNRKITGVAAGSADYDVVNVAQLTAVGDKVEQNTADITSLGGRVTNVEGGMTRITNGGGIKYFHTHSTEPDSVASGSDSVAIGPNAQASGTTSIAMGAGSTA
QGAQSLALGAGAAASQANSIALGASSVTTVGAESDYSAYGLTAPQTSVGEVGVGTAQGNRKITGVAAGSADYDAVNVAQLTAVGDKVDQNTADITSLDGRVTNVEGEMASITNGGGVKYFHTHSTESDSVASGSDSV
AIGPNAQASGTASVASGKGTLASGNGAVAIGDAASVSAEGSVALGQGSADNGRGAESYTGKYSTTDNTTSGTVSVGNAATGETRTVSNVADGREAMDAVNLRQLDGAMAAVGDTVSGLONGTDGMFQVNNNSG

QAKPSVTGTDAMAGGGQQGDGGKQHRAGGQLSGGS

Frame-1: 182aa (YPDSF_1763)
MRWRGGAGSVASGSHSTAMGTGSKATAANSTALGANSVADRENSVSVGSVGNERQLTNIAVGTQGTDAVNLDQLNHSMSNVTNDANAYTDQRYSALKEDLKKQDSTLSAGIAGAMAMASLTQPYTPGASMATIG
AASYRGQSALSVGVSSISDSGRWVSKLQASSNTQGDMGVGVGVGYQW

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as YadA domain-containing protein
Gene: YPTS_2473 Boundaries of gene: 2740553..2743195
2740800 |274160|3 |27424DU 27432
(-)strand |4 [ |
YPT exon i
Oligo evidence: Frame -1 (|1 I FIECHEDIT 0 000 FO 0TI

atgtcgaatgtcaccaacgacgccaatgcttatacagaccagegctattctgcacttaaagaagatctga

e B | O I e 0
Peptide evidence: Frame -3 ]m I (| ||||||

ITGVAAGSAGYDAVNVTQLTAVGNK

ATAANSTALGANSVADR KATNLAPATVSSTSTDAVVGSQLYTVIQDGTR
ATAANSTALGANSVADRENSVSVGSVGNER KITGVAAGSAGYDAVNVTQLTAVGNK
ATNLAPATVSSTSTDAVVGSQLYTVIQDGTR PSATGTDAMAGGAGSVASGSHSTAMGTGSK
EAMDAVNLR TVSNVADGR

ENSVSVGSVGNER VTNVEGEMTSITNGGGVK

GAESYTGK VTNVEGGMTSITNGGGIK
GQSALSVGVSSISDSGR YSALKEDLKK
ITGVAAGSADYDAVNVAQLTAVGDKVDQNTADITSLDGR YSTTDNTTSGTVSVGNAATGETR

Current sequence (peptide evidence in red): 880aa
MKSIQKCDCNYLARFAVSDSFIRDNSFRGLLAIFMVTIFVPGTAFSELYVNNANDPGCYAVVDDNNLNFKGRITGIVTNHIYCNTLTEANLNTNGGQLFVGGQGGLPGYAPTPWTGTFTTAVGTSNVATAYGFVVQKNG
AFINGDTYVQGGLFLNGRKATNLAPATVSSTSTDAVVGSQLYTVIQDGTRYFHANSVNPQDSVPAGQDAIAVGPATVVNGNNGIGIGNSAVVGPSAVGGIAIGPNTQATGTASTALGAGTQAQGAQSLALGAGAVTR
QVNSIALGASSVTTVGAQGSYSAYGLPTTQASVGEVGIGTAQGNRKITGVAAGSAGYDAVNVTQLTAVGNKVDQNTADITSLDGRVTNVEGGMTSITNGGGIKYFHTHSTEPDSVASGSDSVAIGPNAQASGTTSIALG
AGSTAQGAQSLALGAGAAASQANSIALGASSVTTVGAESNYSAYGLTASQTSVGEVGVGTAQGNRKITGVAAGSADYDAVNVAQLTAVGDKVDQNTADITSLDGRVTNVEGEMTSITNGGGVKYFHTHSTEPDSVAS
GSDSVAIGPNAQASGTASVASGKGTLASGNGAVAIGDAASVSAEGSVALGQGSADNGRGAESYTGKYSTTDNTTSGTVSVGNAATGETRTVSNVADGREAMDAVNLRQLDGAMAAVGDTVSGLONGTDGMFQVN
NNSGQAKPSATGTDAMAGGAGSVASGSHSTAMGTGSKATAANSTALGANSVADRENSVSVGSVGNERQLTNIAVGTQGTDAVNLDQLNHSMSNVTNDANAYTDQRYSALKEDLKKQDSTLSAGIAGAMAMASLT
QPYTPGASMATIGAASYRGQSALSVGVSSISDSGRWVSKLQASSNTQGDMGVGVGVGYQW



Error 17

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO1726 Boundaries of gene: 1971786..1972133
Oligo evidence:
gcacggtgcagtatcgttggaagacaacagcatcttgattgatacttttacgcctaaacgggatgatttt Frame +1 || | ” | | | | |
ramesz |1
DDFETVNNIV Frame +3 | | '>
CD3
(+) strand | [ I: |
kdgF EXan
0 l1971900

Proposed sequence (peptide evidence in red): 116aa
MKMFFINDETPWEELGNGIKRKVMTWSDELMMVCVHFEKGAIGVAHKHDIHDQIAYVAAGSFEVEIEGQKRILKAGDAYRAVKNEMHGAVSLEDNSILIDTFTPKRDDFETVNNIV

Strain: Y. pestis pestoides F Classification: hypothetical protein
Gene: YPDSF_1722 Boundaries of gene: complement (1937726..1938076)

Oligo evidence:
gcacggtgcagtatcgttggaagacaacagcatcttgattgatacttttacgcctaaacgggatgatttt

|La37700 1338000
()strand | 4] |
Peptide evidence: exon 1722
" O e A |
Frame -2 {J || ||
YPDSF_1722
S I

Current sequence (peptide evidence in red): 116aa
MKMFFINDETPWEELGNGIKRKVMTWSDELMMVCVHFEKGAIGVAHKHDIHDQIAYVAAGSFEVEIEGQKRILKAGDAYRAVKNEMHGAVSLEDNSILIDTFTPKRDDFETVNNIV

Strain: Y. pseudotuberculosis PB1/+ Classification: cupin 2 domain-containing protein
Gene: YPTS_2429 Boundaries of gene: complement (2692499..2692831)

Oligo evidence:
geacggtgcagtatcgttggaagacaacageatcttgattgatacttttacgectaaacgggatgatttt

2692500 |z692200
(-) strand 4 [ |
exon 2429
Peptide evidence: e 1 N N T
NA
Frame-2 [ [ || ][] I I
Frame 3 | NN

Current sequence (peptide evidence in red): 110aa
MKMFFINDETPWEALGNGIKRKVMTWSDELMMVCVHFEKGAIGVAHKHDIHDQIAYVAAGSFEVEIEGQKRILKAGDAYRAVKNEMHGAVSLEDNSILIDTFTPKRDDFL



Error 18

Strain: Y. pestis CO92 Classification: expressed pseudogene with 2 insertions
Gene: YPO1728 Boundaries of gene: Region1: 1973867..1974682

Oligo evidence: Region2: 1976642..1976842

Gagtggatgcattgatcgtggctcatacccagectgaagactttcggttgeagtatttgcagaaacaaaa

aagtggatcacttttcatccgtcgttgacacttatcgettatgatgggctaccggatgatagtttgttag
accggatgatagtttgttagatattgccgtgacccctattgttcaaaatacgegtaccagtgtaggtaaa Frame +1 ” ||| | | I” |I “I | | || | | | ” | | | || | | ”" |||| | |
Peptide evidence: Frame+2 || DR (111 (1011 (1) ] ORI, A

ALNGYDDVAAETR CDS ' CI CDS TPOL1730 3 ChE CD3
GLDLLLIPDEPGEK Frame+3 | ILUI T I00 {1 | I I A0 FOO0IE IO
IANELGLSSTTVSR v1093
LLELGHQR (+) strand || [T [0 TOTE LD T BT I 10
LQGYVQTMSEAGLMPLAGYLQK - -
QNFPFLALGR YPO1l® exon exi eXon on eX0On exXomn 2 eXon on
RVDALIVAHTQPEDFR 73600 [1974400 |1975200 [L975000 197

VLNNSTFLEMISWIGIELGK
VLNNSTFLEMISWIGIELGKR
YQSLIHLVETR
ELQVLWQPEIGEGETDGVNR

Proposed sequence (peptide evidence in red):

Regionl: 272aa
MSLKKIANELGLSSTTVSRALNGYDDVAAETRERIIDAAKRLGYQPNSLARRLKMGRTDAIALAYPSRPRVLNNSTFLEMISWIGIELGKRGLDLLLIPDEPGEKYQSLIHLVETRRVDALIVAHTQ
PEDFRLQYLQKQNFPFLALGRSHLPKPYAWFDFDNHAGASLAVKRLLELGHQRIAFVSTDARISYVDQRLQGYVQTMSEAGLMPLAGYLQKADPTRPGGYLAASRLLALEVPPTAIITDCNM
LGDGVASALDKAGLLGGEGISLI

Region2: 66aa
AYDGLPDDSLLDIAVTPIVONTRTSVGKQIASMICDLLGGKDPKELQVLWQPEIGEGETDGVNRRG

Strain: Y. pestis pestoides F Classification: hypothetical protein

Gene: YPDSF_1392 Boundaries of gene: complement (1557701..1558717)

Oligo evidence:

accggatgatagtttgttagatattgcegtgaccectattgttcaaaatacgegtaccagtgtaggtaaa
gagtggatgcattgatcgtggctcatacccagectgaagactttcggttgeagtatttgcagaaacaaaa

ESSTEDU 1553400
(-) strand
i exon 3! exon

Peptide evidence: Frame -1 [[{[I1 (1] | HTIENIE
ELQVLWQPEIGEGETDGVNR _ m
IANELGLSSTTVSR Frame -2 H ” I” |
RLGYQPNSLAR Chd F 13t CDE CD3
ALNGYDDVAAETR Frame -3 |||| |||||"| " ||| | | ||| ””
RVDALIVAHTQPEDFR

Current sequence (peptide evidence in red): 338aa
MSLKKIANELGLSSTTVSRALNGYDDVAAETRERIIDAAKRLGYQPNSLARRLKMGRTDAIALAYPSRPRVLNNSTFLEMISWIGIELGKRGLDLLLIPDEPGEKYQSLIHLVETRRVDALIVAHTQ
PEDFRLQYLQKQNFPFLALGRSHLPKPYAWFDFDNHAGASLAVKRLLELGHQRIAFVSTDARISYVDQRLQGYVQTMSEAGLMPLAGYLQKADPTRPGGYLAASRLLALEVPPTAIITDCNM
LGDGVASALDKAGLLGGEGISLIAYDGLPDDSLLDIAVTPIVONTRTSVGKQIASMICDLLGGKDPKELQVLWQPEIGEGETDGVNRRG

Strain: Y. pseudotuberculosis PB1/+ Classification: Lacl family transcription regulator
Gene: YPTS_1729 Boundaries of gene: 1959643..1960659
Oligo evidence:
gagtggatgcattgatcgtggctcatacccagectgaagactttcggttgcagtatttgcagaaacaaaa ” | " I ”IEE'}I
accggatgatagtttgttagatattgeegtgaccectattgttcaaaatacgcgtaccagtgtaggtaaa Frame +1 p— pdd
Peptide evidence: Frame+2 (1 (FIFIETIE T TEE T0IHN
ALNGYDDVAAETR Frame+3 ||| [ITHITENEE (00D |
ELQVLWQPEIGEGETDGVNR
IANELGLSSTTVSR [ IT—Iob
VLNNSTFLEMISWIGIELGK (+) strand —
YQSLIHLVETR . ENOn EXOn
|1a55z00 1580000

Current sequence (peptide evidence in red): 338aa
MSLKKIANELGLSSTTVSRALNGYDDVAAETRERIIDAAKRLGYQPNSLARRLKMGRTDAIALAYPSRPRVLNNSTFLEMISWIGIELGKRGLDLLLIPDEPGEKYQSLIHLVETRRVDALIVAHTQ
PEDFRLQYLQKQNFPFLALGRSHLPKPYAWFDFDNHAGASLAVKRLLELGHQRIAFVSTDARISYVDQRLQGYVQTMSEAGLMPLAGYLQKADPTRPGGYLAASRLLALEVPPTAIITDCNM
LGDGVASALDKAGLLGGEGISLIAYDGLPDDSLLDIAVTPIVONTRTSVGKQIASMICDLLGGKDPKELQVLWQPEIGEGETDGVNRRG



Error 19

Strain: Y. pestis C092 Classification: expressed pseudogene
Gv_ene: YP01923 Boundaries of gene: Frame-3: complement (2180652..2182037)
Oligo evidence: Frame-1: complement (2178187..2180649)

aaccacaactggttgacttatctgtagaaataaagggtgatatacgggatattttcctgtggattattce

taatgatggcatttgccatacgecctgacctgecagaattaaaaactattattgataaagtcattgaatc
Peptide evidence: |z178400 [2173200 |2180000 2180800 |218160
LIDYLNQILELLPTR (-) strand il Al J:
RTGIKFDPVYTK won 1923 exon EXOnN
LLQQESIINALPFAVFIR F -1
LLogEsIALPTAVET ame 1 | @ a
TLSGGNPAVELQLLQSLLESNLQDAVTLTQLYR
S 11 T 11
proposed sequence (peptide evidence n red): Frame -3 11| DL LODCM0 L0 O LEEL DU @

Frame-3: 462aa
MHTPIIWCNSLRTTFLLRGRFSLRTVLYCLLLISGQLHASLMTGRQGCDTGQPLTIHSIANSYNDDLLLTPATDTRQSSRRTVKVGVVMDANTPFVVNRDDNAIEGIVADYLKIISDASQLSFQMIGYCDYGLVLNALENGQ
IDLMAGTPMLAQPGLIASHAFFTNRHVEVRSKNWDPTKRTHPETVAIVNNEPLSPEFLFNYHADRIVAYPNQLQGLLAVAYGNADVFVANATSANYLIDQLQLLTLQIRNFAPYHPAPYSFLARESNQKLIDYLNQILELLP
TRATGDIQQRWFGSKHHYNIDAKLLLTEQELSWIQHHPVVTYIAPLDLAPLIFRDRRTGEMAGFSVDLIDIIARRTGIKFDPVYTKDTGEGVRSFKAGKVDLLPIVAVRNGQYGNNLYSSSIAQSLWGIMTREDRMDINNV
GDLAGKRVGIQAGSASSSIISNPLLAQRITFVEAPDT

Frame-1: 820aa
TLVRWLQQGKVDAVVKNMMTANYLSAQNFSPNIKTVAVAGEEPLMMAFAIRPDLPELKTIIDKVIESIPPEEFDNLTSEWSTFKPKPISFDESSLDNELLMIALKISSGLLLVFGLYLCYLVFNKRRQAKLLHARLLQQESIIN
ALPFAVFIRTASGELAVYNSHFADVHSDKLYDMLNQTHEPAHWPMTSPLDREIDKYCRSVLLNRKPQLVDLSVEIKGDIRDIFLWIIPLNNAEQGVLGGWLDISQRKTVERQLEAARVEAESANRTKSTFLATISHELRTPM
YAIMGLLELEIRSNRPVEKDTLVTVSKSAQSLMLLLDDIIDSAKIEAGQLSIHPTAVDFHQEMERMFTLYQPIANERGLRFSGWLDDHIPPLLMADMLRVRQVMGNLLGNALKFTEQGSVSVDITWEPSDEQHGVMNIDI
TDTGIGISPAAQATLFQPFSQANEGKSPRFGGSGLGLWICHQLIHKMGGKIALESQLGKGTSLLITLPLNIATADDLAQDAAITHVDDERLNQLRNLRILVVDDLPANRQLLQQQLAFIGIEQVVTAENGAKACQILQHNN
FDVVITDCSMPVMDGYELAAHIRQDPALKDLIVIGCTADAREESAARCIDAGMNACMIKPVAIDTLQATLLRKDIVSQISNTNHSQSTEDNDRGGNQSNLSEKNTAQQENAPAIHSTTITSSVNRLAAAQNKLRTLSGGN
PAVELQLLQSLLESNLQDAVTLTQLYRQLCVEDEDVVETVDTAETVDTADTVEDGETRGPGSTVGRHSTAGSDHIPHADIYKQMASLVHRIKGSVQLIDAQELVASCVKFESQ

Strain: Y. pestis pestoides F Classification: signal transduction histidine kinase

Gene: YPDSF_1200 Boundaries of gene: 1352820..1356821
Oligo evidence:

taatgatggcatttgccatacgecctgacctgecagaattaaaaactattattgataaagtcattgaatc
aaccacaactggttgacttatctgtagasataasgggtgatatacgggatatittectgtggattatice | Frame+1 || || () | |1 11 0 000 |EEE D000 000D LI 0
Peptide evidence:
Frame 2 {110 1 LIVOCE 0T DEPEOT OO0 OO Enn e e e i
LIDYLNQILELLPTR D5

SAQSLMLLLDDIIDSAK Frame +3 ||[IE 1 1305 I [ I

DDNAIEGIVADYLK YPDS CDS 0 CD3 CD3 § CD3 CD3
#g%?fjrfsl\ﬁzm (+)strand TG [T [T 1
TLSGGNPAVELQLLQSLLESNLQDAVTLTQLYR n FFDST_LZ00 feem ewen T
Q 1352800 |1?§?ﬁnﬂ |I?§£I£lﬂﬂ |1"-\§§?ﬂﬂ |1?§ﬁﬂnﬂ |1

Current sequence (peptide evidence in red): 1333aa
MHTPIIWCNSLRTTFLLRGRFSLRSWFSLRTVLYCLLLISGQLHASLMTGRQGCDTGQPLTIHSIANSYNDDLLLTPATDTRQSSRRTVKVGVVMDANTPFVVNRDDNAIEGIVADYLKIISDASQLSFQMIGYCDYGLVLN
ALENGQIDLMAGTPMLAQPGLIASHAFFTNRHVEVRSKNWDPTKRTHPETVAIVNNEPLSPEFLFNYHADRIVAYPNQLQGLLAVAYGNADVFVANATSANYLIDQLQLLTLQIRNFAPYHPAPYSFLARESNQKLIDYL
NQILELLPTRATGDIQQRWFGSKHHYNIDAKLLLTEQELSWIQHHPVVTYIAPLDLAPLIFRDRRTGEMAGFSVDLIDIIARRTGIKFDPVYTKDTGEGVRSFKAGKVDLLPIVAVRNGQYGNNLYSSSIAQSLWGIMTREDR
MDINNVGDLAGKRVGIQAGSASSSIISNPLLAQRITFVEAPDTMTLVRWLQQGKVDAVVKNMMTANYLSAQNFSPNIKTVAVAGEEPLMMAFAIRPDLPELKTIIDKVIESIPPEEFDNLTSEWSTFKPKPISFDESSLDNE
LLMIALKISSGLLLVFGLYLCYLVFNKRRQAKLLHARLLQQESIINALPFAVFIRTASGELAVYNSHFADVHSDKLYDMLNQTHEPAHWPMTSPLDREIDKYCRSVLLNRKPQLVDLSVEIKGDIRDIFLWIIPLNNAEQGLLG
GWLDISQRKTVERQLEAARVEAESANRTKSTFLATISHELRTPMYAIMGLLELEIRSNRPVEKDTLVTVSKSAQSLMLLLDDIIDSAKIEAGQLSIHPTAVDFHQEMERMFTLYQPIANERGLRFSGWLDDHIPPLLMADML
RVRQVMGNLLGNALKFTEQGSVSVDITWEPSDEQHGVMNIDITDTGIGISPAAQATLFQPFSQANEGKSPRFGGSGLGLWICHQLIHKMGGKIALESQLGKGTSLLITLPLNIATADDLAQDAAITHVDDERLNQLRNLR
ILVVDDLPANRQLLQQQLAFIGIEQVVTAENGAKACQILQHNNFDVVITDCSMPVMDGYELAAHIRQDPALKDLIVIGCTADAREESAARCIDAGMNACMIKPVAIDTLQATLLRKDIVSQISNTNHSQSTEDNDRGGN
QSNLSEKNTAQQENAPAIHSTTITSSVNRLAAAQNKLRTLSGGNPAVELQLLQSLLESNLOQDAVTLTQLYRQLCVEDEDVVETVDTAETVDTADTVEDGETRGPGSTVGRHSTAGSDHIPHADIYKQMASLVHRIKGSVQ
LIDAQELVASCVKFESQLHAQNKQAAMTHGADCLALFIESNQLLVTLISQYPKAATEDSPQ

Strain: Y. pseudotuberculosis PB1/+ Classification: histidine kinase
Gene: YPTS_1971 Boundaries of gene: complement (2172650..2176678)
Oligo evidence:
atctaatcagttattagtcacattaatttctcaatatcctaaagecgctactgaagactcgecacaataa 2172800 2173600 |z174400 |z175200 |z176000
taatgatggcatttgecatacgeectgacctgecagaattaaaaactattattgataaagtcattgaate | () strand 4] 7] [ |
exon 1971 EXOn k3
Peptide evidence: Frame -1 TNINOE OO0 000 00T TN IO CHED T I | IIIIII‘I[
SAQSLMLLLDDIIDSAK e UL W 1 |
SKNWDPTKR
TLSGGNPAVELQLLQSLLESNLQDAVTLTQLYR Erame -3 4 [l il q |

Current sequence (peptide evidence in red): 1342aa
MHTPIWCNSLRTTFLLRARFLLRARFSLRSWFFLRTVLCCLLLISGQLHASLMTGRQGCDTGQPLTIHSIANSYNDDLLLTPATDTRQSSRRTVKVGVVMDANTPFVVNRDDNAIEGIVADYL
KIISDASQLSFQMIGYCDYGLVLNALENGQIDLMAGTPMLAQPRLIASHAFFTNRHVEVRSKNWDPTKRTHPETVAIVNNEPLSPEFLFNYHADRIVAYPNQLQGLLAVAYGNADVFVANAT
SANYLIDQLQLLTLQIRNFAPYHPAPYSFLARESNQKLIDYLNQILELLPTRATGDIQQRWFGSKHHYNIDAKLLLTEQEISWIQHHPVVTYIAPLDLAPLIFRDRRTGEMAGFSVDLIDIIARRTGI
KFDPVYTKDTGEGVRSFKAGKVDLLPIVAVRNGQYGNNLYSSSIAQSLWGIMTREDRMDINNVGDLAGKRVGIQAGSASSSIIGNPLLAQRITFVEAPDTMTLVRWLQQGKVDAVVKNMM
TANYLSAQNFSPNIKTVAVAGEEPLMMAFAIRPDLPELKTIIDKVIESIPPEEFDNLTSEWSTFKPKPISFDESSLDNELLMIALKISSGLLLVFGLYLCYLVFNKRRQAKLLHARLLQQESIINALPFA
VFIRTASGELAVYNSHFADVHSDKLYDMLNQTHEPAHWPMTSPLDREIDKYCRSVLLNRKPQLVDLSVEIKGEIRDIFLWIIPLNNAEQGLLGGWLDISQRKTVERQLEAARVEAESANRTKST
FLATISHELRTPMYAIMGLLELEIRSNRPVEKDTLVTVSKSAQSLMLLLDDIIDSAKIEAGQLSIHPTAVDFHQEMERMFTLYQPIANERGLRFSGWLDDHIPPLLMADMLRVRQVMGNLLGN
ALKFTEQGSVSVDITWEPSDEQHGVMNIDITDTGIGISPAAQATLFQPFSQANEGKSPRFGGSGLGLWICHQLIHKMGGKIALESQLGKGTSLLITLPLNIATADDLAQDAAITHVDDERLNQL
RNLRILVVDDLPANRQLLQQQLAFIGIEQVVTAENGAKACQILQHNNFDVVITDCSMPVMDGYELAAHIRQDPALKDLIVIGCTADAREESAARCIDAGMNACMIKPVAIDTLQATLLRKDIV
SQIANTNHSHSTEDNDRGGNQHNLSEKDTAQQENAPAIHSTTITSSVNRLAAAQNKLRTLSGGNPAVELQLLQSLLESNLOQDAVTLTQLYRQLCVEDEDVVETVDTAETVDTAETADTVEDG
ETRGPGSTVGRHSTTGSDHIPHADIYKQMASLVHRIKGSVQLIDAQELVASCVKFESQLHAQNKQAAMTHGADCLALFIESNQLLVTLISQYPKAATEDSPQ



Error 20

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO1967 Boundaries of gene: 2235390..2236337
Oligo evidence:
tgatggtttcggtttgtcttttaattatcaaaacattcagggcageggegtcagttttgcaggegeatac Frame +1 I” ”I I I || || I" ”H:[m | || ” || | | | "
ctcaataccagtttgagaatggtatccgeccgtctcttgtaacgaacggtgcaatagtgatccacaccca 71093
Frame <2 [ LIMINEIE FEE 4000 FE R A
Peptid id :
epHee evidenee Frame+3 LD & M I () T | 1)
CD3 Ch3 TFO CDS [Wik]
NONFFGLVEGLKVAAQTQGR (+) strand | [P THT TE10 [ CIDTHDTE DB
l'lTllpE X0l eXMOon eX eMohn EX0ON 1 £ eXon on exi
|z235200 |2zz6000 |z2z6800 |zza7600 |2z

Proposed sequence (peptide evidence in red): 315aa
MKNIAMALAATLGIIPALSSAAEIYNKDGNKLDFYGRVAAKYLFKKQSNEDATYVRIGFKGETKINSQLTGFGQWEYNIAANNTESQGDKGNKTRLGFAGLKLADYGSFDYGRNYGVVYDVLS
YTDMLPEFGGDSMAATDNYMTARSTGLATYRNDNFFGLVEGLKVAAQYQGRNEDGDVTRNERSIQKANGDGFGLSFNYQNIQGSGVSFAGAYSSSNRTEGQKELVNSAAGDKAQAWAT
GLKYDANQAYIAAMYGETLNMTPYKRLIANKTQNVELVAQYQFENGIRPSLVTNGAIVIHTQRLKSDPGGNLLS

Strain: Y. pestis pestoides F Classification: hypothetical protein
Gene: YPDSF_1156 Boundaries of gene: complement (1298434..1299516)

Oligo evidence:
taacgataagaacccattgggcttgaatacggatgatgttgttgeggtaaacttgacttaccgtttttaa

tgttgattataagattaatttattggataacgataagaacccattgggcttgaatacggatgatgttgtt 1295400 12959200
aataccagtttgagaatggtatccgcccgtctcttgectacatacaatctaaaggtaaggatctggeggg (-) strand
tgatggtttcggtttgtcttttaattatcaaaacattcagggcageggegtcagttttgcaggegeatac [T

TR I I—

Peptide evidence: TPDIF_ 1156 Chs
Frame-2 || THINONINEDD T (A0

NA
erame-3 [0 ML 1111 I 1IN
Current sequence (peptide evidence in red): 360aa
MKNIAMALAATLGIIPALSSAAEIYNKDGNKLDFYGRVAAKYLFKKQSNEDATYVRIGFKGETKINSQLTGFGQWEYNIAANNTESQGDKGNKTRLGFAGLKLADYGSFDYGRNYGVVYDVLS
YTDMLPEFGGDSMAATDNYMTARSTGLATYRNDNFFGLVEGLKVAAQYQGRNEDGDVTRNERSIQKANGDGFGLSFNYQNIQGSGVSFAGAYSSSNRTEGQKELVNSAAGDKAQAWAT
GLKYDANQAYIAAMYGETLNMTPYKRLIANKTQNVELVAQYQFENGIRPSLAYIQSKGKDLAGVGDTDLVKYAEIGVTYHFNKNMYTYVDYKINLLDNDKNPLGLNTDDVVAVNLTYRF

Strain: Y. pseudotuberculosis PB1/+ Classification: porin
Gene: YPTS_2016 Boundaries of gene: 2230091..2230789
Frame +1 [l I FOWEREREI
Oligo evidence:
tgatggtttcggtttgtcttttaattatcaaaacattcagggcageggegtcagttttgcaggegeatac Frame +2 |"| |||| I %ﬁ"l
Frame+3 ([ BT (1 11
CDS
Peptide evidence: (+) strand
TPTE 201 exon
NA |222960EI —[2230400

Current sequence (peptide evidence in red): 232aa
MKNIAMALAATLGIIPALSSAAEIYNKDGNKLDFYGRVAAKYLFKKQSNEDATYVRIGFKGETKINSQLTGFGQWEYNIAANNTESQGDKGNKTRLGFAGLKLADYGSFDYGRNYGVVYDVLS
YTDMLPEFGGDSMAATDNYMTARSTGLATYRNDNFFGLVEGLKVAAQYQGRNEDGDVTRNERSIQKANGDGFGLSFNYQNIQGSGVSFAGAYSSSNRTEGQKVSTTDEK



Error 21

Strain: Y. pestis C092 Classification: expressed pseudogene (purU)
Gene: YPO2171 Boundaries of gene: complement (2442302..2443171)
|zaa1100 |za41400 |2441700 |za4z000 |z442300 |zaazs00 |z442300 |
(-)strand 4 g | |
purl eXOn
Frame-1 | 1] |l | AN I N R
Frame-2 | ([l |1 | I I N O O - - . I
Chs Chs CL&
Frame-3 || | | N e e e I iy I

Oligo evidence:

gacttattaatgaagagtgcttatggtggcttagatgtagaaattgeggeagtcattggtaaccatgatg

Peptide evidence:

FDIPFHLVSHEGLTR
FPYQIINIHHSFLPAFIGAR
TELEGIFNDTTLLADLDDALPEGTNR

Proposed sequence (peptide evidence in red): 289aa
MPHQNVQKKVLRTICPDAKGLIAKITNICYKHQLNIVONNEFVDHLTGRFFMRTELEGIFNDTTLLADLDDALPEGTNRELHVAGRRRIIMVTKEAHCLGDLLMKSAYGGLDVEIAAVIGNHD
ALQNLVERFDIPFHLVSHEGLTREQHDQQLIEKIEQYQPDYVVLAKYMRVLTPAFVQRFPYQIINIHHSFLPAFIGARPYHQAYERGVKIIGATAHYVNDSLDEGPIIMQDVINVDHSYTAEDM
MRAGRDVEKNVLSSALYRSLSIILCNCHRIKGDRSGGHRTR

Strain: Y. pestis pestoides F Classification: annotated as purU
Gene: YPDSF_0963 Boundaries of gene: 1093071..1093919

Oligo evidence:

gacttattaatgaagagtgcttatggtggcttagatgtagaaattgeggcagtcattggtaaccatgatg
Frame+1 | | | | 0 1 I e B
peptide evidence: Frame +2 10 (Rl
IEQYQPDYWVLAK Frame+3 | | [ 10022,
EQHDQQLIEK —
FDIPFHLVSHEGLTR purll  CD3 L Chis -Dd
FPYQIINIHHSFLPAFIGAR (+)strand [ LU P
TELEGIFNDTTLLADLDDALPEGTNR purl exon
0 |1og3200 |1os3500 1083800

Current sequence (peptide evidence in red): 282aa
MPHQNVQKKVLRTICPDAKGLIAKITNICYKHQLNIVONNEFVDHLTGRFFMRTELEGIFNDTTLLADLDDALPEGTNRELHVAGRRRIIMVTKEAHCLGDLLMKSAYGGLDVEIAAVIGNHD
ALQNLVERFDIPFHLVSHEGLTREQHDQQLIEKIEQYQPDYVVLAKYMRVLTPAFVQRFPYQIINIHHSFLPAFIGARPYHQAYERGVKIIGATAHYVNDSLDEGPIIMQDVINVDHSYTAEDM
MRAGRDVEKNVLSSALYRVLAQRVFVYGNRTVIL

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as purU
Gene: YPTS_2163 Boundaries of gene: complement (2386069..2386917)

Oligo evidence:

gacttattaatgaagagtgcttatggtggcttagatgtagaaattgeggeagtcattggtaaccatgatg

1 |z3g6200 |z386500 |23g6300
Peptide evidence: (-) strand ' T ]
3 purl exon
FPYQIINIHHSF Frame -1 | || | | | | | | ||| | | | | |
FPYQIINIHHSFLPAFIGAR
HOLNIVONNEFVDHLTGR Frame -2 (T R |
EFEIE(ID_\I(E((DB'IDS\IYI;/'IYFLS_};DLDDALPEGTNR purld CD: CD3 CDY CDS
frame-3 |1 LT T TIIETL 0T

Current sequence (peptide evidence in red): 282aa
MPHQNVQKKVLRTICPDAKGLIAKITNICYKHQLNIVOQNNEFVDHLTGRFFMRTELEGIFNDTTLLADLDDALPEGTNRELHVAGRRRIIMVTKEAHCLGDLLMKSAYGGLDVEIAAVIGNHD
ALQNLVERFDIPFHLVSHEGLTREQHDQQLIEKIEQYQPDYVVLAKYMRVLTPAFVQRFPYQIINIHHSFLPAFIGARPYHQAYERGVKIIGATAHYVNDSLDEGPIIMQDVINVDHSYTAEDM
MRAGRDVEKNVLSSALYRVLAQRVFVYGNRTVIL



Error 22

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO2249 Boundaries of gene: Frame+1: 2524378..2526162

. . Frame+2: 2526215..2526436
Oligo evidence:

aacacgagtggatatattattaggcgggaagttgtttcaacatttaatcaggttgccgttaagttacttt

ataacacaaggccgagtcaccgaacttgecagecatgacgaattactgeaattaaacggeagttacgcete Frame +1 | o I
CLS
F 2
N amesz IINARIIN WOL T
Frame+3 [ [ I 100 DOF 00 T AF TEO
QVIMDKVLVHHALTTLEVLIFILVIVGVYEVILKGLR
(+)strand | LI LLF
YPO2249 exon EXOr
Proposed sequence (peptide evidence in red): oo |2524800 |2525600 |25

Frame+1: 594aa
MENHVHSALICASRLIRLAGLNPMDIETFSQKVAIDTSVKTTLASLQRYIVQFSQTASVRFKIRKQALEKIRQEQLPLAFRDRQGNFILLARMNEQQVLLQYADDKKPQMLSYQSLADMWGG
MILCCSHSRFDIRWFIPPLRRHRKPLMQVLLLSLLLQFLALISPLFFQVIMDKVLVHHALTTLEVLIFILVIVGVYEVILKGLREYIFTHTTTRVDILLGGKLFQHLIRLPLSYFKQRHVGNIVARVRELD
NIRDFITGSALTLCVDVVFTLVLFIVMW(CISPLLTLIILSTLPFYLLLAVMTTRPLOQKKVEALCGFAAQNGAFLTETVSGVETVKSLALEPRMRQRWESQTRDFAQANFQVQNLQNLSSQAAQLL
QKVAGALVIVIGAYHVMSVQLSIGQLIAFNMLALQALMPMSKLVDLWQQSIRAQVGLKLISDILSLPVEPEADPAAPHPAISGNILLKNVAFRYRPDLDPVLHDLNLSIRAGEHIGLVGPSGSG
KSTVARLLQRLYNTEQGVITIDGYPINHLSPEYLRRQVGVVMQESYLFNRTVRENIAHSRPTATLTEVVNAASLAGANAFILALRESPDLNF

Frame+2: 108aa
VLTPLFWRYANPRILIFDEATSALDDESQSEIQKNMARIIANRTVITIAHRLSTVRHCHRIAVITQGRVTELASHDELLQLNGSYARLWQQQVHFNQNKSTLTKTSPL

Strain: Y. pestis pestoides F Classification: YPDSF_0885 annotated as RTX toxin ABC transporter ATP binding/permease subunits.
Gene: YPDSF_0885 /YPDSF_0886 YPDSF_0886 annotated as hypothetical protein
Boundaries of gene: YPDSF_0886 Frame-2: complement (1010123..1011907)
YPDSF_0885 Frame-1: complement(1009849..1010175)

Oligo evidence:

aacacgagtggatatattattaggcgggaagttgtttcaacatttaatcaggttgecgttaagttacttt
ataacacaaggccgagtcaccgaacttgccagcecatgacgaattactgeaattaaacggeagttacgete

1010400 1011200 l:

600
(-) strand T

exon 05585 1386 EX 01
Frame -1 5 | [T IHACCPOEINE LR

Peptide evidence: FPDSF_O885
NA Frame-2 ||| fl 1l
TPDEF 08386
Current sequence (peptide evidence in red): frame-3 |1 1] L T | T A

Frame-2: 594aa (YPDSF_0886)
MENHVHSALICASRLIRLAGLNPMDIETFSQKVAIDTSVKTTLASLQRYIVQFSQTASVRFKIRKQALEKIRQEQLPLAFRDRQGNFILLARMNEQQVLLQYADDKKPQMLSYQSLADMWGG
MILCCSHSRFDIRWFIPPLRRHRKPLMQVLLLSLLLQFLALISPLFFQVIMDKVLVHHALTTLEVLIFILVIVGVYEVILKGLREYIFTHTTTRVDILLGGKLFQHLIRLPLSYFKQRHVGNIVARVRELD
NIRDFITGSALTLCVDVVFTLVLFIVMW(CISPLLTLIILSTLPFYLLLAVMTTRPLQKKVEALCGFAAQNGAFLTETVSGVETVKSLALEPRMRQRWESQTRDFAQANFQVQNLQNLSSQAAQLL
QKVAGALVIVIGAYHVMSVQLSIGQLIAFNMLALQALMPMSKLVDLWQQSIRAQVGLKLISDILSLPVEPEADPAAPHPAISGNILLKNVAFRYRPDLDPVLHDLNLSIRAGEHIGLVGPSGSG
KSTVARLLQRLYNTEQGVITIDGYPINHLSPEYLRRQVGVVMQESYLFNRTVRENIAHSRPTATLTEVVNAASLAGANAFILALRESPDLNF

Frame-1: 108aa (YPDSF_0885)
VLTPLFWRYANPRILIFDEATSALDDESQSEIQKNMARIIANRTVITIAHRLSTVRHCHRIAVITQGRVTELASHDELLQLNGSYARLWQQQVHFNQNKSTLTKTSPL

Strain: Y. pseudotuberculosis PB1/+ Classification: type | secretion system ATPase
Gene: YPTS_2239 Boundaries of gene: 2465281..2467428

Oligo evidence:

aacacgagtggatatattattaggcgggaagttgtttcaacatttaatcaggttgecgttaagttacttt Frame +1 | I [*
ataacacaaggccgagtcaccgaacttgccagecatgacgaattactgcaattaaacggeagttacgete TPTS 2238
Frame +2 Il [T INHEIAEI UL CEIE 10

Peptide evidence: Frame+3 | [ [IIIF 1 MF FOF IECHEE OE0 LI
NA (+) strand | | | [ | i
TPTE _Z239 exon =4

0 2465600 |z466400 |za57:

Current sequence (peptide evidence in red): 715aa
MENHVHSALICASRLIRLAGLNPMDIETFSQKVAIDTSVKTTLASLQRYIVQFSQTASVRFKIRKQALEKIRQEQLPLAFRDRQGNFILLARMNEQQVLLQYADDKKPQMLSYQSLADMWGG
MILCCSHSRFDIRWFIPPLRRHRKPLMQVLLLSLLLQFLALISPLFFQVIMDKVLVHHALTTLEVLIFILVIVGVYEVILKGLREYIFTHTTTRVDILLGGKLFQHLIRLPLSYFKQRHVGNIVARVRELD
NIRDFITGSALTLCVDVVFTFVLFIVMWCISPLLTLIILSTLPFYLLLAVMTTRPLQKKVEALCGFAAQNGAFLTETVSGVETVKSLALEPRMRQRWESQTRDFAQANFQVQNLQNLSSQAAQLL
QKVAGALVIVIGAYHVMFVQLSIGQLIAFNMLALQALMPMSKLVDLWQQSIRAQVGLKLISDILSLPVEPEADPAAPHPAISGNILLKNVAFRYRPDLDPVLHDLNLSIRAGEHIGLVGPSGSG
KSTVARLLQRLYNTEQGVITIDGYPINHLSPEYLRRQVGVVMQESYLFNRTVRENIAHSRPTATLTEVVNAASLAGANAFILALPLGYDTVLSEGGSSLSGGQRQRIAIARTLLANPRILIFDEATS
ALDDESQSEIQKNMARIIANRTVITIAHRLSTVRHCHRIAVITQGRVTELASHDELLOLNGSYARLWQQQVHFNQNKSTLTKTSPP



Error 23

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO2398 Boundaries of gene: 2694609..2695628 |z694400 2695200
Oligo evidence: (-) strand
actgccgceccgctaatagtcgettaattggcgaaaatacaacctttactgttccaaatgatggtegecect exon . 39§ exon
gectgtagegtctcaggatgagcaacaggeacaggcetgaageactactgtcaacgacggatgaaaagtga Frame -1 ||| | ” |||| | ||||| | |||| ||| | |I| | |
Peptide evidence: DTPTMVTSISOK Frame -2 (NN 11 M
EGIVINLAELR
GEYLIHGTNADFGIGLR 0 <EEEEEEN |||
IGLLGMLEANPGTDPYLPLPGSVLTIPNQMLLPDTPR Frame -3

IPNPTWTPTANIR
KNYLAEGITLPSVVPAGPDNPMGQFALR
LIGENTTFTVPNDGRPLEAIAADYK
LRPDDIEALFNSVPK
LSAGRGEYLIHGTNADFGIGLR
NYLAEGITLPSVVPAGPDNPMGQFALR
RYVEVHQPLSR
VDSDDPQTMPIAIGSGLQK
VIVYPIGIGQLGR

VQIINEPVK

YVEVHQPLSR

Proposed sequence (peptide evidence in red): 339aa
MKRALTLIGMLFATCLAGSLTAANANEYPLPPANSRLIGENTTFTVPNDGRPLEAIAADYKIGLLGMLEANPGTDPYLPLPGSVLTIPNQMLLPDTPREGIVINLAELRLYYYPKGQNKVIVYPIGI
GQLGRDTPTMVTSISQKIPNPTWTPTANIRKNYLAEGITLPSVVPAGPDNPMGQFALRLSAGRGEYLIHGTNADFGIGLRVSSGCIRLRPDDIEALFNSVPKGTRVQIINEPVKYAVEPDGKRYV
EVHQPLSRVDSDDPQTMPIAIGSGLOQKFINDSQTDAKAVQDAIVRRSGMPTIVTVGEASTQQAPTPVASQDEQQAQAEALLSTTDEK

Strain: Y. pestis pestoides F Classification: hypothetical protein
Gene: YPDSF_0750 Boundaries of gene: 847913..848932

Oligo evidence:
actgccgcccgctaatagtcgcttaattggcgaaaatacaacctttactgttccaaatgatggtegecect Frame +1 | ||| | ||| ||| | | I||I|| || | ||| || | |

gectgtagegtctcaggatgagcaacaggcacaggetgaageactactgtcaacgacggatgaaaagtga
Frame +2  ||[IREEBHEEEHEE"T!| |
Peptide evidence:

1% CL CDE & CDS 3
DTPTMVTSISQK Frame+3 |1 | | || [T
EGIVINLAELR RYVEVHQPLSR
FINDSQTDAK VDSDDPQTMPIAIGSGLQK
GEYLISGTNADFGIGLR VIVYPIGIGQLGR (+)strand | TFI
IGLLGMLEANPGTDPYLPLPGSVLTIPNQMLLPDTPR ¥2\I/IEEE\£§EAVEPDGKR LR |exon 0750 | exon
IPNPTWTPTANIR 548000 G48800
KNYLAEGITLPSVVPAGPDNPMGQFALR YVEVHQPLSR

LIGENTTFTVPNDGRPLEAIAADYK
LRPDDIEALFNSVPK
LSAGRGEYLIHGTNADFGIGLR
NYLAEGITLPSVVPAGPDNPMGQFALR

Current sequence (peptide evidence in red): 339aa
MKRALTLIGMLFATCLAGSLTAANANEYPLPPANSRLIGENTTFTVPNDGRPLEAIAADYKIGLLGMLEANPGTDPYLPLPGSVLTIPNQMLLPDTPREGIVINLAELRLYYYPKGQNKVIVYPIGI

GQLGRDTPTMVTSISQKIPNPTWTPTANIRKNYLAEGITLPSVVPAGPDNPMGQFALRLSAGRGEYLIHGTNADFGIGLRVSSGCIRLRPDDIEALFNSVPKGTRVQIINEPVKYAVEPDGKRYV
EVHQPLSRVDSDDPQTMPIAIGSGLQKFINDSQTDAKAVQDAIVRRSGMPTIVTVGEASTQQAPTPVASQDEQQAQAEALLSTTDEK

Strain: Y. pseudotuberculosis PB1/+ Classification: ErfK/YbiS/YcfS/YnhG family protein
Gene: YPTS_2382 Boundaries of gene: complement (2641423..2642487)
Oligo evidence:

gtctcaggatgagcaacaggcacaggetgaageactacaaccgacagaagagtcagtgatgectaagetg
actgccgeecgctaatagtegcttaattggegaaaatacaacctttactgttccaaatgatggtegeect

Peptide evidence:

GEYLIHGTNADFGIGLR

IGLLGMLEANPGTDPYLPLPGSVLTIPNQMLLPDTPR
IPNPTWTPTANIR YLAEGITLPSVVPAGPDNPMGQFALR

IPNPTWTPTANIRK YVEVHQPLSR Frame -2 |m| || ||<l:

KNYLAEGITLPSVVPAGPDNPMGQFALR Ch Ch3 [ C CD3 Tl
LIGENTTFTVPNDGRPLEAIAADYK

L RPDDIEALFNSVPK Frame-3 NI DL 10T
LSAGRGEYLIHGTNADFGIGLR

LVQPGPVYSENN

NYLAEGITLPSVVPAGPDNPMGQFALR

RYVEVHOPLSR 2641600 2642400
A X SGMPTIVTVGEASTQQAPTPVASQDEQQAQAEALQPTEESVMPK (-) strand @ T
FINDSQTDAK VDSDDPQTMPIAIGSGLQK exon 1382 exon ¥l

; VOINEPVKYAVE NI ]

VQIINEPVKYAVEPDGKR Frame -1

Current sequence (peptide evidence in red): 354aa
MKRALTLIGMLFATCLAGSLTAANANEYPLPPANSRLIGENTTFTVPNDGRPLEAIAADYKIGLLGMLEANPGTDPYLPLPGSVLTIPNQMLLPDTPREGIVINLAELRLYYYPKGQNKVIVYPIGI
GQLGRDTPTMVTSISQKIPNPTWTPTANIRKNYLAEGITLPSVVPAGPDNPMGQFALRLSAGRGEYLIHGTNADFGIGLRVSSGCIRLRPDDIEALFNSVPKGTRVQIINEPVKYAVEPDGKRYV
EVHQPLSRVDSDDPQTMPIAIGSGLQKFINDSQTDAKAVQDAIVRRSGMPTIVTVGEASTQQAPTPVASQDEQQAQAEALQPTEESVMPKLVQPGPVYSENN



Error 24

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO2412 Boundaries of gene: complement (2713182..2714645)
Oligo evidence:
tttcgagcatttctactatcggcagcaacctaagcaagttcaacaattageggattatgttattgeecge |§7128°D |2_"'l355"j |2714'
ctgaatttgatgatttagcggegttacceccagattggggaaaacacctegagatctcttgttccagetg (-) strand 41 41 ¥
exon 12 Exon
Frame -1 | || [TTHIIIEONCIEE TOETTT
oot evgence frame2 |11 1L 101 THIHE 1
CeeoNo TGS rames 111 11 44 |@G ¢
EFLASEALHHLGIPTSR
FGHFEHFYYR
QVQQLADYVIAR

Proposed sequence (peptide evidence in red): 487aa
MKPRMEYAPEFDNSYARQLSGFYTRLQPTPLKGARLLYHSKPLAQELGLDAHWFTEPKTAVWAGEALLPGMEPLAQVYSGHQFGMWAGQLGDGRGILLGEQRLNDGRYMDWHLKGAG
LTPYSRMGDGRAVLRSVIREFLASEALHHLGIPTSRALTIVTSDHPIYREQTERGAMLLRVAESHIRFGHFEHFYYRQQPKQVQQLADYVIARHWPQWVGHQECYRLWFTDVVERTARLMA
HWH#TVGFAHGVMNTDNMSILGITMDYGPFGFLDDYVPGYICNHSDHQGRYAYDNQPAVALWNLHRLGHALSGLMSADQLQLALEAYEPALMVAYGEQMRAKLGFLERDSQDNDLLTG
LLSLMIKEGRDYTRTFRLLSEVEVHSAQSPLRDDFIDRAAFDDWYRRYRSRLQQESIDDDOQRQQSMKAANPKYILRNYLAQQAITQAEKDDIQPLQRLHQALQQPFTDQPEFDDLAALPPD
WGKHLEISCSS

Strain: Y. pestis pestoides F Classification: annotated as hypothetical protein
Gene: YPDSF_0737 Boundaries of gene: 828912..830375

Oligo evidence:
tttcgagcatttctactatcggcagcaacctaagcaagttcaacaattageggattatgttattgeccge
gcaaaccgtcgggtttgctcatggtgtgatgaataccgataatatgtcaattcttggeattactatggat Frame +1 |||| | |||||I| | ”I ”l ||| | |
ctgaatttgatgatttagcggcegttacccccagattggggaaaacacctegagatctcettgttccagetg

Frame+2 | [[L LT (IFIL AN

Frame +3 CIE I G WD 0T

5 Ch3 CD CDE C CD3 CD3

DSQDNDLLTGLLSLMIK (+) strand IR 1
EFLASEALHHLGIPTSR TPDSF 07 o mwom o
LGHALSGLMSADQLQLALEAYEPALMVAYGEQMR -
LLYHSKPLAQELGLDAHWFTEPK 2ga00 |sz3600 |
NYLAQQAITQAEKDDIQPLQR

QVQQLADYVIAR

Peptide evidence:

Current sequence (peptide evidence in red): 487aa
MKPRMEYAPEFDNSYARQLSGFYTRLQPTPLKGARLLYHSKPLAQELGLDAHWFTEPKTAVWAGEALLPGMEPLAQVYSGHQFGMWAGQLGDGRGILLGEQRLNDGRYMDWHLKGAG
LTPYSRMGDGRAVLRSVIREFLASEALHHLGIPTSRALTIVTSDHPIYREQTERGAMLLRVAESHIRFGHFEHFYYRQQPKQVQQLADYVIARHWPQWVGHQECYRLWFTDVVERTARLMA
HWQTVGFAHGVMNTDNMSILGITMDYGPFGFLDDYVPGYICNHSDHQGRYAYDNQPAVALWNLHRLGHALSGLMSADQLQLALEAYEPALMVAYGEQMRAKLGFLERDSQDNDLLT
GLLSLMIKEGRDYTRTFRLLSEVEVHSAQSPLRDDFIDRAAFDDWYRRYRSRLQQESIDDDQRQQSMKAANPKYILRNYLAQQAITQAEKDDIQPLQRLHQALQQPFTDQPEFDDLAALPPD
WGKHLEISCSS

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as hypothetical protein
Gene: YPTS_2396 Boundaries of gene: complement (2660170..2661633)

Oligo evidence:

tttcgagcatttctactatcggcagcaacctaagcaagttcaacaattageggattatgttattgeccge |_ | |,

gcaaaccgtcgggtttgctcatggtgtgatgaataccgataatatgtcaattcttggeattactatggat trand 2660000 2560500 =

ctgaatttgatgatttagcggcegttacccccagattggggaaaacacctcgagatctcttgttecagetg () stran 4l J1d] I
exon 2396 exon

Frame -1 ([l |1 INHIE (0 FERINELTN

Frame —2| |{ R ]
TP CDG D& &
Frame-3 | LHIINITAOOHE D00 1001

Peptide evidence:

DSQDNDLLTGLLSLMIK
LGHALSGLMSADQLQLALEAYEPALMVAYGEQMR
LQQESIDDDQR

Current sequence (peptide evidence in red): 487aa
MKPRMEYAPEFDNSYARQLSGFYTRLOQPTPLKGARLLYHSKPLAQELGLDAHWFTEPKTAVWAGEALLPGMEPLAQVYSGHOQFGMWAGQLGDGRGILLGEQRLNDGRYMDWHLKGAG
LTPYSRMGDGRAVLRSVIREFLASEALHHLGIPTSRALTIVTSDHPIYREQTERGAMLLRVAESHIRFGHFEHFYYRQQPKQVQQLADYVIARHWPQWVGHQECYRLWFTDVVERTARLMA
HWQTVGFAHGVMNTDNMSILGITMDYGPFGFLDDYVPGYICNHSDHQGRYAYDNQPAVALWNLHRLGHALSGLMSADQLQLALEAYEPALMVAYGEQMRAKLGFLERDSQDNDLLT
GLLSLMIKEGRDYTRTFRLLSEVEVHSAQSPLRDDFIDRAAFDDWYRRYRSRLQQESIDDDQRQQSMKAANPKYILRNYLAQQAITQAEKDDIQPLQRLHQALQQPFTDQPEFDDLAALPPD
WGKHLEISCSS



Error 25

Strain: Y. pestis CO92
Gene: YPO2570

Classification: expressed pseudogene
Boundaries of gene: 2885536..2885790

Oligo evidence:

gtcagtgctgaagtcgatcatgttgacctcggttccgcaaaaggtacgecaagegatatctttatcggta
Frame +1 | [ |
. . CDa
Peptide evidence: Frame +2 | | | || || | | |||
Frame +3 | | ” ”
DIAEQLVAQAVGGK
(#)strand [ CTT P
TPO exon
35400 |z88570
Proposed sequence (peptide evidence in red): 84aa
MKITVVCGNGLGTSLMMEISIKSILKELAVSAEVDHVDLGSAKGTPSDIFIGTKDIAEQLVAQAVGGKIVALDNMIDKKARACP
Strain: Y. pestis pestoides F Classification: hypothetical protein
Gene: YPDSF_1977 Boundaries of gene: 2235695..2235982 Frame +1 [T | I|
.y Frame +2 | [T
Oligo evidence: VEDSF ( CDS CDE
gtcagtgctgaagtcgatcatgttgaccteggttccgcaaaaggtacgecaagegatatctttateggta Frame +3 | | | || ” | || ” .
(strand | CIT——%
YPD exon 7 1
Peptide evidence: 2235600 lzz359

DIAEQLVAQAVGGK
GTPSDIFIGTKDIAEQLVAQAVGGK
LSAALTELGAL

Current sequence (peptide evidence in red): 95aa

MKITVVCGNGLGTSLMMEISIKSILKELAVSAEVDHVDLGSAKGTPSDIFIGTKDIAEQLVAQAVGGKIVALDNMIDKKAMKERLSAALTELGAL

Strain: Y. pseudotuberculosis PB1/+

Gene: YPTS_2695 Boundaries of gene: 2995345..2995632

Oligo evidence:
gtcagtgctgaagtcgatcatgttgacctcggttccgcaaaaggtacgccaagegatatctttatcggta

Peptide evidence:

DIAEQLVAQAVGGK
GTPSDIFIGTKDIAEQLVAQAVGGK
IVALDNMIDKK

LSAALTELGAL
SILKELAVSAEVDHVDLGSAK

Current sequence (peptide evidence in red): 95aa

Classification: phosphotransferase system lactose/cellobiose-specific 1I1B subunit

Frame +1

Frame +2

Frame +3

(+) strand -

1 e
3 TP CD3 C CCD3
| THI I

|1l
I |
I ——

TPT exon T
2985200 |zes5500

MKITVVCGNGLGTSLMMEISIKSILKELAVSAEVDHVDLGSAKGTPSDIFIGTKDIAEQLVAQAVGGKIVALDNMIDKKAMKERLSAALTELGAL




Error 26

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO2644 Boundaries of gene: 2970789..2971556
Oligo evidence: Frame+1 | || Il
getgtgggtttgtcggegtcaagagattgeggagceattgggttaaacatcaccegtttgaaggtatcaat Frame +2 | ||| I|| || |I I I |
Frame +3 I m: I
CDS
Peptide evidence: (+) strand :D
TrOZ2644 ex
400 |za7120

VFGVAMALERNPLIVEAIKCAGYDVVCHGWR

Proposed sequence (peptide evidence in red): 255aa
VWITIAPFVTHMSMESLYEYGTRAGFWRIHQEFVSRGLPMTVFGVAMALERNPLIVEAIKCAGYDVVCHGWRWLHYQHVDEQTEREHMQRAIKILHDLFGQPPAGWYTGRDSPNTRRLV
VENGHLLYDSDYYGDDLPFWSQVRGVDGSTTPHLVVPYTLDANDMRFASAQGFNSSEQFYTYLKDSFDVLYAEGETAPKMMSVGMHCRLLGRPGRFRALQRFLDYIQQHERVWVCRRQE
IAEHWVKHHPFEGINGR

Strain: Y. pestis pestoides F Classification: annotated as hypothetical protein
Gene: YPDSF_1628 Boundaries of gene: complement (1823526..1824476)

Oligo evidence:

aaataacgttctacatggcgatgcgggatctgaacaatttctttccgatattatcggtgeggacagttat EBZSZDD 1524000
ggtgtgggtttgtcggegtcaagagattgeggagceattgggttaaacatcacccgtttgaaggtatcaat (_) strand @
exon 1623 exon
Frame-1 || | 00
Peptide evidence: Frame-2 | | |l i1
DSFDVLYAEGETAPK
DLAGYGGQPPVANWPGQAR Frame -3 | | | ||‘ﬂ §I §I|
RQEIAEHWVK

Current sequence (peptide evidence in red): 316aa
MHETELNHDYPRDLAGYGGQPPVANWPGQARIAVQFVLNIEEGAENNVLHGDAGSEQFLSDIIGADSYPDRHMSMESLYEYGTRAGFWRIHQEFVSRGLPMTVFGVAMALERNPLIVEAI
KCAGYDVVCHGWRWLHYQHVDEQTEREHMQRAIKILHDLFGQPPAGWYTGRDSPNTRRLVVENGHLLYDSDYYGDDLPFWSQVRGVDGSTTPHLVVPYTLDANDMRFASAQGFNSSE
QFYTYLKDSFDVLYAEGETAPKMMSVGMHCRLLGRPGRFRALQRFLDYIQQHERVWVCRRQEIAEHWVKHHPFEGINGR

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as urate catabolism protein
Gene: YPTS_3080 Boundaries of gene: complement (3408841..3409791)
Oligo evidence: 3408800 3409600
(-) strand
aaataacgttctacatggcgatgcgggatctgaacaatttctttccgatattatcggtgeggacagttat
getgtgggtttgtcggcgtcaagagattgcggageattgggttaaacatcaccegtttgaaggtatcaat a=xon 3080 - exon
Frame -1 | ||| || | | ||
Frame-2 Wl | |
Cha 3080 Cha
reotide vidence: crame-s | NN IHIY 11
DLAGYGGQPPVANWPGQAR
RQEIAEHWVK

Current sequence (peptide evidence in red): 316aa
MHETELNHDYPRDLAGYGGQPPVANWPGQARIAVQFVLNIEEGAENNVLHGDAGSEQFLSDIIGADSYPDRHMSMESLYEYGTRAGFWRIHQEFVSRGLPMTVFGVAMALERNPLIVEAI
KCAGYDVVCHGWRWLHYQHVDEQTEREHMQRAIKILHDLFGQPPAGWYTGRDSPNTRRLVVENGHLLYDSDYYGDDLPFWSQVRGVDGSTTPHLVVPYTLDANDMRFASAQGFNSSE
QFYTYLKDSFDVLYAEGETAPKMMSVGMHCRLLGRPGRFRALQRFLDYIQQHERVWVCRRQEIAEHWVKHHPFEGINGR



Error 27

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO2698 Boundaries of gene: 3026599..3027255

o Frame+1 (||| > W [[[] ]
Oligo evidence:

Cha D3
ttagaaccaccggtaacattagccagcecagcaacggatttggggcttagetgategectaattcatcatg Frame +2 ||| ||| |||||| || | | | I ” ||
tgtttaatccagtggegatgccaccgaccttattgegacctggggataatgtgcgctttctgecgctaaa

Frame+3 ||| 11 I [
TP02E99
(+) strand
Peptide evidence: om 1T Exon O 3
DITIPVMYGGEVGPDLADVAR |s026400 |s027200
LVVAPGSVGIGGSQTGIYPLATPGGW
PVMYGGEVGPDLADVAR

Proposed sequence (peptide evidence in red): 218aa
VQRARCYLLGESAVVLELEPPVTLASQQRIWGLADRLIHHADILEVIPGMNNLTLLLADPHNTALDAIERLQRWWEESESLIPESRDITIPVMYGGEVGPDLADVARHTGMSERQVVECHAG
ARYIVYFLGFQPGFSYLGGMPEQLATPRRADPRLVVAPGSVGIGGSQTGIYPLATPGGW+LIGRTSLALFNPVAMPPTLLRPGDNVRFLPLKEGVC

Strain: Y. pestis pestoides F Classification: hypothetical protein
Gene: YPDSF_1573 Boundaries of gene: complement (1769395..1769940)

Oligo evidence:
ttagaaccaccggtaacattagccagccagcaacggatttggggcttagetgatcgectaattcateatg

|1759400 |L769700
(-) strand { G |

. ¥PDEF_1573 exon
Frame -1 {0 R ||

YPDSF_157: CD C CD3

Peptide evidence: Frame -2 || | | | | | | |
DITIPVMYGGEVGPDLADVAR Frame -3 | | | | | | | ||| || |||
LIHHADILEVIPGMNNLTLLLADPHNTALDAIER
PVMYGGEVGPDLADVAR

WWEESESLIPESR

Current sequence (peptide evidence in red): 181aa
VQRARCYLLGESAVVLELEPPVTLASQQRIWGLADRLIHHADILEVIPGMNNLTLLLADPHNTALDAIERLQRWWEESESLIPESRDITIPVMYGGEVGPDLADVARHTGMSERQVVECHAG
ARYIVYFLGFQPGFSYLGGMPEQLATPRRADPRLVVAPGSVGIGGSQTGIYPLATPGGW

Strain: Y. pseudotuberculosis PB1/+ Classification: allophanate hydrolase subunit 1
Gene: YPTS_3023 Boundaries of gene: complement (3353932..3354588)
Oligo evidence:
tgtttaatccagtggegatgecaccgaccttattgegacctggggataatgtgegctttctgecgetaaa
ttagaaccaccggtaacattagccagecageaacggatttggggcettagetgategectaatteatcatg () strand ] |3i354'300 |33543D'3<| I ||3
exon 023 [ 4s} 41
Frame-1 | | | | [ [[ [
Frame-2 (NN O ||
Peptide evidence: T CDE DS CD CD& 15
DITIPVMYGGEVGPDLADVAR Frame-3 I | | I T |
IPVMYGGEVGPDLADVAR

LIHHADILEVIPGMNNLTLLLADPHNTALDAIER
LVVAPGSVGIGGSQTGIYPLATPGGWQLIGR
PVMYGGEVGPDLADVAR
TSLALFNPVAMPPTLLRPGDNVR
WWEESESLIPESR

Current sequence (peptide evidence in red): 218aa
VQRARCYLLGESAVVLELEPPVTLASQQRIWGLADRLIHHADILEVIPGMNNLTLLLADPHNTALDAIERLQRWWEESESLIPESRDITIPVMYGGEVGPDLADVARHTGMSERQVVECHAG
ARYIVYFLGFQPGFSYLGGMPEQLATPRRADPRLVVAPGSVGIGGSQTGIYPLATPGGWQLIGRTSLALFNPVAMPPTLLRPGDNVRFLPLKEGVC



Error 28

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO2909 Boundaries of gene: Frame+1: 3252487..3253062
Frame+2:3253064..3253420 Frame +1 | |Il> l} I;"H ||| |

Oligo evidence: CDE O CDE
acataaggctagatcgttacatcatgagtaaaagattcataaaaaaagaagggttagcattagtctctat Frame +2 |||I||| || ” ” | I l? l:l
ttaaaactattgatgatctatcaggtgattttggtatttcagtcggtgtgattcaacacgecttgaaagt
aaaaatccgcegggttggatitgactcacgticacctgatcaatgtttattgactgaaattaagtttgee IR E|D |CII|’°

Frame +3
Peptide evidence: (strand | OI__TT
EGLALVSMAR exon o | exon
EGLASGLKEQFTLLPLYFAHMR |
EQFTLLPLYFAHMR [lv] 3252800

GSYVDGHQLIFR
TIDDLSGDFGISVGVIQHALK
AVQSGIVEPR
GDIDAVIWNQEQIVPSEYLQSIK

Proposed sequence (peptide evidence in red):

Frame+1: 192aa
MPGNIRLDRYIMSKRFIKKEGLALVSMARYLIGERSGNRLKTIDDLSGDFGISVGVIQHALKVLEADGAIVVERRGRNGTRLLDLNMTLLLQQADLGNMVCAMPLPYTKLYEGLASGLKEQFTL
LPLYFAHMRGAEVRIECLIDGVYDMAVVSHLAAKNYLKQEKVTLALNLGRGSYVDGHQLIFRRGEQKK

Frame+2: 118aa
IRRVGFDSRSPDQCLLTEIKFAGQPIERVELSYSNCIPHLIRGDIDAVIWNQEQIVPSEYLQSIKLQGDERYIQASQAVILIRPDNYPIKLLLERGINQTQLLRHQRAVQSGIVEPRY

Strain: Y. pestis pestoides F Classification: hypothetical protein
Gene: YPDSF_2255 Boundaries of gene: 2554072..2554971

Oligo evidence:
acataaggctagatcgttacatcatgagtaaaagattcataaaaaaagaagggttagcattagtctctat DS D DS DS
ttaaaactattgatgatctatcaggtgattttggtatttcagtcggtgtgattcaacacgecttgaaagt
aaaaatccgeegggttaggtttgactcacgttcacctgatcaatgtttattgactgaaattaagtttgee Frame+2 ([ II0TL T 11

Peptid id :
eptide evidence Frame+3 [ 11 TEEMININD |
EGLALVSMAR

LYEGLASGLKEQFTLLPLYFAHMR (+)strand [[E__1T P

TIDDLSGDFGISVGVIQHALK £ EXON 2 eXOn
AVQSGIVEPR 0 |25544DD
GDIDAVIWNQEQIVPSEYLQSIK

GINQTQLLR

GSYVDGHQLIFR
YIQASQAVILIRPDNYPIK

Frame +1 | (BTG TR |

Current sequence (peptide evidence in red): 299aa
MSKRFIKKEGLALVSMARYLIGERSGNRLKTIDDLSGDFGISVGVIQHALKVLEADGAIVVERRGRNGTRLLDLNMTLLLQQADLGNMVCAMPLPYTKLYEGLASGLKEQFTLLPLYFAHMRG
AEVRIECLIDGVYDMAVVSHLAAKNYLKQEKVTLALNLGRGSYVDGHQLIFRRGEQKKIRRVGFDSRSPDQCLLTEIKFAGQPIERVELSYSNCIPHLIRGDIDAVIWNQEQIVPSEYLQSIKLQG
DERYIQASQAVILIRPDNYPIKLLLERGINQTQLLRHQRAVQSGIVEPRY

Strain: Y. pseudotuberculosis PB1/+ Classification: hypothetical protein
Gene: YPTS_2980 Boundaries of gene: 3311014..3311946

Frame+1 [ |

Oligo evidence:

YPTS 25 CDS
acataaggctagatcgttacatcatgagtaaaagattcataaaaaaagaagggttagcattagtctctat Frame +2 ||||| || ”’" | I | | | |
ttaaaactattgatgatctatcaggtgattttggtatttcagtcggtgtgattcaacacgecttgaaagt
aaaaatccgccgggttgggtttgactcacgttcacctgatcaatgtttattgactgaaattaagtttgec Frame +3 ||| I| ” | | | |II || ||| ” | ”

tatccttatccgeccagataactatccgatcaagcetactgetggaaagaggceattaaccaaacacagtta

() strond | IEC—TE T

exon n '8 exon xXon
Peptide evidence: |3311200 |33

VTLALNLGR

Current sequence (peptide evidence in red): 310aa
LPGNIRLDRYIMSKRFIKKEGLALVSMARYLIGERSGNRLKTIDDLSGDFGISVGVIQHALKVLEADGAIVVERRGRNGTRLLDLNMTLLLQQADLGNMVCAMPLPYTKLYEGLASGLKEQFTLL
PLYFAHMRGAEVRIECLIDGVYDMAVVSHLAAKNYLKQEKVTLALNLGRGSYVDGHQLIFRRGEQKKIRRVGFDSRSPDQCLLTEIKFAGQPIERVELSYSNCIPHLIRGDIDAVIWNQEQIVPS
EYLQSIKLQGDERYIQASQAVILIRPDNYPIKLLLERGINQTQLLRHQRAVQSGIVEPRY



Error 29

Strain: Y. pestis CO92 Classification: expressed pseudogene
Gene: YPO3207 Boundaries of gene: 3570770..3574477
Oligo evidence:
aacaacaacacgtacagcaatatcagcagcaacaggtgctcgttgagcaagagtatcaacaggcactacc Frame +1 | | | | | || | I I” | || I | || | | | | | | | | || | | | |I|| | I ||| | | |I | || |I|| ||
aattttgagcctacgtctgaaaaacattaactcattacagggcgaatggaagatagatttcactgecgaa Frame +2 ” o b B m |
Peptide evidence: Cod s CDS [k
e ncoucatos erame s TN 10100 OO OO0 1 10T
L AELAQQNAEK
SggSTQLLQQQQS?EQLLAQLK (+) strand F R I
TSIDSLFLDEGFGTLDAETLDTALDALDSLNASGK —_— exon e
100 3571200 3572000 3572800 3573600 |3

Proposed sequence (peptide evidence in red): 1235aa
MKILSLRLKNINSLQGEWKIDFTAEPFASNGLFAITGPTGAGKTTLLDAICLALYHQTPRLIVTPSQNELMTRHTAESLAEVEFDVKGIRYRAFWSQRRARNSPDGNLQAPKVELALCENGKILADKVRDKLDMIAAITGLDF
GRFTKSMMLSQGQFAAFLNADANDRAELLEELTGTDIYGRLSERVFEKHKQAKIDLDALHQRASGIELLNEEQRLALAQQIDALSQQEQQLSKEQLVTQNQINWLTGWQQQQQHVQQYQQQQVLVEQEYQQALPG
LQRLARSEPAEKLRPLQRERDRSQKDLQQTQQRITALAQQQQQYLAQLTPLTQAVEQATAARQQQQLNQHEQETLIEQRIVPLDNLITQQQQTLSQLAGQIQQLRAKEQQNSQQLALNEQKLLQTHQRLQQLADYA
NLHAHHQHWEKHLPLWHEQFRQLQLQQQQSAQSEQQLHQQTTLLATLQQQATTLSAQEKQQQVALAEARAQASYLQQKLLVLEQQQPSAQLRQQLNEFNEQRQICQQLAALSPLAQQIQALYDKQQQQFTAQ
QQQLKQLEQQLTEKRQLYQQQKQHLVDLEALLEREKQIVTLEAERAKLQPGDACPLCGAVEHPAITAYQAVKPSETAVRVAKLRLQVEQLYTEGTELRTQVASMQQHQQRIEQELQDHRQQLAAYQQRWQTLAQPL
SLAFTLNEPDALALWLEQHEQQEQACQLKLVEYERLTQQYQQAKDILTQLEQRQQEHQQQLALITERQKNAQQTYQQLQSQYQHQQEALIAQQQVLNHTLTELSLSVPDADQQQDWLAQREEECQRWQQHQQE
QQRLTIEQKTLETRIENERRHLQECIDQLSALSQQRQQAETLLQQQIQQRQALFGEDIVAEVRQRLRLQQQQAELAQQNAEKALQQAQSQLNRLSGELTGLEQQCQQYQQRATTTQAELQQALSTSEFADETALTAAL
LSEEERQHLQQLQQQLNERRQQAQIRLQQAREILDQHLQLCPQGVDKSSELTLLQQQSEQLLAQLKTTTLRQGELRNQLESDTTRRHNQRTLFEQIERSQQQYDDWSYLNQLIGSKEGDKFRKFAQGLTLDHLVYLAN
NQLSRLHGRYLLQRKTTDALELQVVDTWQADAIRDTRTLSGGESFLVSLALALALSDLVSHKTSIDSLFLDEGFGTLDAETLDTALDALDSLNASGKTIGVISHVEAMKDRIPVQIKVKKVNGLGVCQRRMKSDPLISPPTA

Qy

Strain: Y. pestis pestoides F Classification: hypothetical protein
Gene: YPDSF_2840 Boundaries of gene: 3216993..3220682
Oligo evidence:

aattttgagcctacgtctgaaaaacattaactcattacagggcgaatggaagatagatttcactgecgaa Frame +1:“ |||| |||| ||| | || || ||||||| | || |||||| ||| | || ||| ||| | ||| |||| ||
cagataaaagtgaaaaaagttaacgggttaggcgtcagecgtttggataatgecttccgagtcaatcaag

i
Peptide evidence: Frame +2 [ || [| | U HE 000000 PEOEE 0 00T 0 0 e
ALQQAQSQLNR Frame +3 |G 03 13 13 [

IDFTAEPFASNGLFAITGPTGAGK ;
VPLDNLITQOOOTLSQLAGOIGOLR (4 strand I}CDDS 2840 cD3 £og £og cDg CDISD
KFAQGLTLDHLVYLANNQLSR

LQQQQAELAQQNAEK exon_2640 exa
TQVASMQOHQQR CLNASG 216800 3217500 [3z18400 3219200 3220000
TSIDSLFLDEGFGTLDAETLDTALDALDSLNASGK

Current sequence (peptide evidence in red): 1229aa
MKILSLRLKNINSLQGEWKIDFTAEPFASNGLFAITGPTGAGKTTLLDAICLALYHQTPRLIVTPSONELMTRHTAESLAEVEFDVKGIRYRAFWSQRRARNSPDGNLQAPKVELALCENGKILADKVRDKLDMIAAITGLDF
GRFTKSMMLSQGQFAAFLNADANDRAELLEELTGTDIYGRLSERVFEKHKQAKIDLDALHQRASGIELLNEEQRLALAQQIDALSQQEQQLSKEQLVTQNQINWLTGWQQQQQHVQQYQQQQVLVEQEYQQALPG
LQRLARSEPAEKLRPLQRERDRSQKDLQQTQQRITALAQQQQQYLAQLTPLTQAVEQATAARQQQQLNQHEQETLIEQRIVPLDNLITQQQQTLSQLAGQIQQLRAKEQQNSQQLALNEQKLLQTHQRLQQLADYA
NLHAHHQHWEKHLPLWHEQFRQLQLQQQQSAQSEQQLHQQTTLLATLQQQATTLSAQEKQQQVALAEARAQASYLQQKLLVLEQQQPSAQLRQQLNEFNEQRQICQQLAALSPLAQQIQALYDKQQQQFTAQ
QQQLKQLEQQLTEKRQLYQQQKQHLVDLEALLEREKQIVTLEAERAKLQPGDACPLCGAVEHPAITAYQAVKPSETAVRVAKLRLQVEQLYTEGTELRTQVASMQQHQQRIEQELQDHRQQLAAYQQRWQTLAQPL
SLAFTLNEPDALALWLEQHEQQEQACQLKLVEYERLTQQYQQAKDILTQLEQRQQEHQQQLALITERQKNAQQTYQQLQSQYQHQQEALIAQQQVLNHTLTELSLSVPDADQQQDWLAQREEECQRWQQHQQE
QQRLTIEQKTLETRIENERRHLQECIDQLSALSQQRQQAETLLQQQIQQRQALFGEDIVAEVRQRLRLQQQQAELAQQNAEKALQQAQSQLNRLSGELTGLEQQCQQYQQRATTTQAELQQALSTSEFADETALTAAL
LSEEERQHLQQLQQQLNERRQQAQIRLQQAREILDQHLQLCPQGVDKSSELTLLQQQSEQLLAQLKTTTLRQGELRNQLESDTTRRHNQRTLFEQIERSQQQYDDWSYLNQLIGSKEGDKFRKFAQGLTLDHLVYLAN
NQLSRLHGRYLLQRKTTDALELQVVDTWQADAIRDTRTLSGGESFLVSLALALALSDLVSHKTSIDSLFLDEGFGTLDAETLDTALDALDSLNASGKTIGVISHVEAMKDRIPVQIKVKKVNGLGVSRLDNAFRVNQD

Strain: Y. pseudotuberculosis PB1/+ Classification: SMC domain-containing protein
Gene: YPTS_0956 Boundaries of gene: complement (1083806..1087495)

Oligo evidence:

cagataaaagtgaaaaaagttaacgggttaggcgtcagecgttiggataatgecttccgagtcaatcaag
aattttgagcctacgtctgaaaaacattaactcattacagggegaatggaagatagatttcactgecgaa
Peptide evidence:

|1084000 |1084800 |1085600 |1086400 l1o872c

IDFTAEPFASNGLFAITGPTGAGK (-) strand 4] T

IVPLDNLITQQQQTLSQLAGQIQQLR p——— -

L AELAQQNAEK

ok Frame -1 || IH D ON0N D0 000001 FIEEE IO BERERE T 1E 1T
TSIDSLFLDEGFGTLDAETLDTALDALDSLNASGK

Frame -2 I FOEIED T TRHID E TR 100 T 1T FH T HE

¥

Frame -3 {EI Bl il il (|

Current sequence (peptide evidence in red): 1229aa
MKILSLRLKNINSLQGEWKIDFTAEPFASNGLFAITGPTGAGKTTLLDAICLALYHQTPRLIVTPSQNELMTRHTAESLAEVEFDVKGIRYRAFWSQRRARNSPDGNLQAPKVELALCENGKILADKVRDKLDMIAAITGLDF
GRFTKSMMLSQGQFAAFLNADANDRAELLEELTGTDIYGRLSERVFEKHKQAKIDLDALHQRASGIELLNEEQRLALAQQIDALSQQEQQLSKEQLVTQNQINWLTGWQQQQQHVQQYQQQQVLVEQEYQQALPG
LQRLARSEPAEKLRPLQRERDRSQKDLQQTQQRITALAQQQQQYLAQLTPLTQAVEQATAARQQQQLNQHEQETLIEQRIVPLDNLITQQQQTLSQLAGQIQQLRAKEQQNSQQLALNEQKLLQTHQRLQQLADYA
NLHAHHQHWEKHLPLWHEQFRQLQLQQQQSAQSEQQLHQQTTLLATLQQQATTLSAQEKQQQVALAEARAQASYLQQKLLVLEQQQPSAQLRQQLNEFNEQRQICQQLAALSPLAQQIQALYDKQQQQFTAQ
QQQLKQLEQQLTEKRQLYQQQKQHLVDLEALLEREKQLVTLEAERAKLQPGDACPLCGAVEHPAITAYQAVKPSETAVRVAKLRLQVEQLYTEGTELRTQVASMQQHQQRIEQELQDHRQQLAAYQQRWQTLAQPL
SLAFTLNEPDALALWLEQHEQQEQACQLKLVEYERLTQQYQQAKDILTQLEQRQQEHQQQLALITERQKNAQQTYQQLQSQYQHQQEALIAQQQVLNHTLTELSLSVPDADQQQNWLAQREEECQRWQQHQQE
QQRLTIEQKTLETRIENERRHLQECIDQLSALSQQRQQAETLLQQQIQQRRALFGEDIVAEVRQRLRLOQQQAELAQQNAEKALQQVQSQLNRLSGELTGLEQQCQQYQQRATTTQAELQQALSTSEFADETALTAAL
LSEEERQHLQQLQQQLNERRQQAQIRLQQAREILDQHLQLCPQGVDKSSELTLLQQQSEQLLAQLKTTTLRQGELRNQLESDTTRRHNQRTLFEQIERSQQQYDDWSYLNQLIGSKEGDKFRKFAQGLTLDHLVYLAN
NQLSRLHGRYLLQRKTTDALELQVVDTWQADAIRDTRTLSGGESFLVSLALALALSDLVSHKTSIDSLFLDEGFGTLDAETLDTALDALDSLNASGKTIGVISHVEAMKDRIPVQIKVKKVNGLGVSRLDNAFRVNQD



Error 30

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO3370 Boundaries of gene: frame-1: complement (3757695..3758154)
Oligo evidence: frame-3: complement (3757428..3757700)

gtggagggtattgagcegttataacaacctcaataaagttgaaccaatgaatcgggegttggaggctttag

aatcgccaagtttatcaatacctcacacaacatggectgagttatcacccactgtgggaacaaggttatt 3757600
(-) strand

Peptide evidence: [ BXOn on 1
Frame -1 | | I| kl
QRPDIPVILTDTGYLFPETYR {I
YNNLNKVEPMNR CDa 25
Frame2 [l I |

frames L1l 4
Proposed sequence (peptide evidence in red):
Frame-1: 154aa

VSQFNLSELNALPKAKQAAALVLVNGQLEHLTAQERVSWALDNLPGEFVLSSSFGIQAAVCLHLVTRQRPDIPVILTDTGYLFPETYRFIDDLTEKLQLNLQVFRAAHSPAWQEARYGKLWEQ
GVEGIERYNNLNKVEPMNRALEALGAQTWFA

Frame-3: 90aa
GLRREQSGGRSQLPVLALQRGIFKLLPIIDWDNRQVYQYLTQHGLSYHPLWEQGYLSVGDTHTTRKWEPGMSEEETRFFGLKRECGLHEG

Strain: Y. pestis pestoides F Classification:YPDSF_2989 annotated as hypothetical protein
Gene: YPDSF_2989 / YPDSF_2990 YPDSF_2990 annotated as phosphoadenylyl-sulfate reductase (thioredoxin)
Boundaries of gene: YPDSF_2989 Frame+2: 3396791..3397258

Oligo evidence: YPDSF_2990 Frame+3: 3397233..3397517

gtggagggtattgagcegttataacaacctcaataaagttgaaccaatgaatcgggegttggaggctttag

aatcgccaagtttatcaatacctcacacaacatggcctgagttatcacccactgtgggaacaaggttatt Frame +1 | | ||| I | || || ||
Frame +2 [T | ]|
Peptide evidence:
TE [ CD3 9
AAHSPAWQEAR Frame +3 ]}“ ||| |m ”
QRPDIPVILTDTGYLFPETYR
KWEPGMSEEETR B0 CDa s

QVYQYLTQHGLSYHPLWEQGYLSVGDTHTTR (+) strand |_II}]IEP

TPDEF exon on it
Current sequence (peptide evidence in red): |33EIEBEIEI |35
Frame2: 154aa
VSQFNLSELNALPKAKQAAALVLVNGQLEHLTAQERVSWALDNLPGEFVLSSSFGIQAAVCLHLVTRQRPDIPVILTDTGYLFPETYRFIDDLTEKLQLNLQVFRAAHSPAWQEARYGKLWEQ
GVEGIERYNNLNKVEPMNRALEALGAQTWFA

Frame3: 90aa
GLRREQSGGRSQLPVLALQRGIFKLLPIIDWDNRQVYQYLTQHGLSYHPLWEQGYLSVGDTHTTRKWEPGMSEEETRFFGLKRECGLHEG

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as phosphoadenosine phosphosulfate reductase
Gene: YPTS_0794 Boundaries of gene: 899444..900178

Oligo evidence:
gtttatcaatacctcacacaacatggectgagttatcacceactgtgggageaaggttacttatctgtcg Frame +1 | | ||| I||| | |

Peptide evidence:

AAHSPAWQEAR Frame +> TN HEHIRERD

AKQAAALVLVNGQLEHLTAQER
ALEALGAQTWFAGLR CDhE CD3 CD3 3
KWEPGMSEEETR

KWEPGMSEEETR Frame+3 B [[[ | [ [[]ll
LLPIIDWDNR
LQLNLQVFR
QAAALVLVNGQLEHLTAQER

QRPDIPVILTDTGYLFPETYR TPTS 079 exaon
QVYQYLTQHGLSYHPLWEQGYLSVGDTHTTR -
RALEALGAQTWFAGLR .00 |9|:|D|:|U
SQFNLSELNALPK

SQLPVLALQR
YLTQHGLSYHPLWEQGYLSVGDTHTTR
YNTLNKVEPMNR

YNTLNKVEPMNR

Current sequence (peptide evidence in red): 244aa
VSQFNLSELNALPKAKQAAALVLVNGQLEHLTAQERVSWALDNLPGEFVLSSSFGIQAAVCLHLVTRQRPDIPVILTDTGYLFPETYRFIDDLTEKLQLNLQVFRAAHSPAWQEARYGKLWEQ
GVEGIERYNTLNKVEPMNRALEALGAQTWFAGLRREQSGGRSQLPVLALQRGIFKLLPIIDWDNRQVYQYLTQHGLSYHPLWEQGYLSVGDTHTTRKWEPGMSEEETRFFGLKRECGLHEG



Error 31

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO3544 Boundaries of gene: 3952284..3953225
Oligo evidence:
ctaacggaagctgatttacggttatggactacgctagtgegttttgatccggtgtatgtgacgeatttca Frame +1 ” || | | I” || ||||| ””l
Frame+2 ||| Il 1 T NEL T
Peptide evidence: Frame +3 m b |
k) CL& CDS
AGFATTQEAYDEAVGTLFSALDR (+) strand THTTH }
exon on 03544 exon
|3952000 |3952800

Proposed sequence (peptide evidence in red): 313aa
MGRWWRYKWITFHPSLTTTDGQAGPQGKGGFNAEAHRYHLYVSLACPWAHRALLMRTLKGLESLISVSVVHPLMQENGWTFSSDFPAATGDALYHLDYLYQLYLRAAPDYSGRVTVPVL
WDKQQQTVVSNESADIIRMFNNAFDDVGAKAGDYYPTALRNDIDDINGWVYDQVNNGVYKAGFATTQEAYDEAVGTLFSALDRLEQILGQHRYLTGNQLTEADLRLWTTLVRFDPVYVT
HFKCDKRRISDYPNLYGFLRDIYQMPGIAETVDFAHIRTHYYRSHGTSILMGLSLSAHSKTCWSHMIGRIALYKN

Strain: Y. pestis pestoides F Classification: hypothetical protein

Gene: YPDSF_0353 Boundaries of gene: complement (395973..396959)

Oligo evidence:
ctaacggaagctgatttacggttatggactacgctagtgegttttgatccggtgtatgtgacgeatttca (-) strand 336000 396500
ctcatcaatggegtctggaaagacgtttggtacgacacccaatcgaccggtggecatttcaaacgetcaa il

TPl exon 53 exaon
Frame =1L LIE I TN W=

TPL
Peptide evidence: Frame -2 | ||||| || ”I | |||||
AGFATTQEAYDEAVGTLFSALDR Frame-3 I | ||

SHGTINPYGIISIGPQQNLLEPHDR

Current sequence (peptide evidence in red): 328aa
MGQLINGVWKDVWYDTQSTGGHFKRSTAQFRNWVTTDGQAGPQGKGGFNAEAHRYHLYVSLACPWAHRALLMRTLKGLESLISVSVVHPLMQENGWTFSSDFPAATGDALYHLDYLY
QLYLRAAPDYSGRVTVPVLWDKQQQTVVSNESADIIRMFNNAFDDVGAKAGDYYPTALRNDIDDINGWVYDQVNNGVYKAGFATTQEAYDEAVGTLFSALDRLEQILGQHRYLTGNQLTE
ADLRLWTTLVRFDPVYVTHFKCDKRRISDYPNLYGFLRDIYQMPGIAETVDFAHIRTHYYRSHGTINPYGIISIGPQQNLLEPHDRANRFV

Strain: Y. pseudotuberculosis PB1/+ Classification: putative glutathione S-transferase
Gene: YPTS_3674 Boundaries of gene: 4093874..4094860

Oligo evidence:

ctcatcaatggcgtctggaaagacgtttggtacgacacccaatcgaccggtggecatttcaaacgcetcaa
ctaacggaagctgatttacggttatggactacgctagtgegttttgatccggtgtatgtgacgceatttca Frame +1 H ||| || ||||I| ||| | |||| | I |

573
Frame +2 | b 1 11 (11

TPTS 53674
Frame+3 || LTI 1010 11 I

() strand SE_——TT

IoeXon 3674 exon
3600 4094400 |anaszan

Peptide evidence:

NA

Current sequence (peptide evidence in red): 328aa
MGQLINGVWKDVWYDTQSTGGHFKRSTAQFRNWVTTDGQAGPQGKGGFNAEAHRYHLYVSLACPWAHRALLMRTLKGLESLISVSVVHPLMQENGWTFSSDFPAATGDALYHLDYLY
QLYLRAAPDYSGRVTVPVLWDKQQQTVVSNESADIIRMFNNAFDDVGAKAGDYYPTALRNDIDDINGWVYDQVNNGVYKAGFATTQEAYDEAVGTLFSALDRLEQILGQHRYLTGNQLTE
ADLRLWTTLVRFDPVYVTHFKCDKRRISDYPNLYGFLRDIYQMPGIAETVDFAHIRTHYYRSHGTINPYGIISIGPQQNLLEPHDRANRFV



Error 32

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO3687 Boundaries of gene: Frame+1: 4122382..4123473

Oligo evidence: Frame+3:4123473..4123850

aacatggggccgttgattaatttggctggtctggagaaagtagaagagcacgtaaaagatgegcettgaga
tcaatgaatgctcggtttcgaccgagttggcececctttcggtggtgttaaagagtctggectaggtegtga

Peptide evidence: Frame+1 |l 0 I DO |

EPIGVVAAITPWNFPLAMLTR g DS CDS © CDS
FYIQDAIYDEFVNR .
KISFTGSTNVGK Frame +2 | [ T T
PAQNPLQHQR
QuDsIHO K frame+3 [N 1 NI

VEEHVKDALEKGGR

WAVISSSQR (+) strand [ [T T

WSQAQEQFDVYNPATGELVAR S exon eon
Sequence (peptide evidence in red): la1zz400 la1z5z00
Frame+1: 377aa
MPAQNPLOQHQRQHDGIYHIGYFVGGKWSQAQEQFDVYNPATGELVARVAKSGKQETEAAIKAASEAFPAWRKTPAKQRAEILORWYLLIMEHQQSLAELMVSEQGKPLKEALVEVAYAA
SFIQWFSEQAKRANGEIIPSAKEGARILATREPIGVVAAITPWNFPLAMLTRKLGPALAAGCTGLIKPANNTPLSAFALLALAEQAGVPAGVLNGVVGDTHAISDAIMASSDVRKISFTGSTNV
GKTLMRNAAATMKRISMELGGNAPYIVFDDADLEAAVAGAMACKFRNAGQVCVCVNRFYIQDAIYDEFVNRLAAEVKKLKVGNGMDKDVNMGPLINLAGLEKVEEHVKDALEKGGRLLA
GGIAMRWAVISSSQR

Frame+3: 125aa
HRHALGGNFFQPTVIADANEQMKVASEETFGPLAACFRFSTEAEVIQRANNTPFGLAAYFYTQNLQRVFRVSEALESGMIGVNECSVSTELAPFGGVKESGLGREGSVLGLDEFMEVKTLHL
GNL

E rro r- 102 Classification: YPDSF_0294 annotated as hypothetical protein
error:YPDSF_0295 annotated as succinate-semialdehyde dehydrogenase, upstream start site
Boundaries of gene: YPDSF_0294 Frame+1: 338206..339339

Strain: Y. pestis pestoides F YPDSF_0295 Frame+3: 339336..339674

Gene: YPDSF_0294 and 0295

Oligo evidence:

aacatggggccgttgattaatttggetggtctggagaaagtagaagagcacgtaaaagatgegettgaga

peptid ;c::iaear:izt.cggtttcgaccgagttggcccctttcggtggtgttaaagagtctggcctaggtcgtga Frame +1 Iml | |||I|
: . -
DVNMGPLINLAGLEK KISFTGSTNVGK £D3 CDE COd . CDE
ISFTGSTNVGK QHDGIYHIGYFVGGK Frame +2 IIF | | ” | ””“ ” ||||| “
VEEHVKDALEK WAVISSSQR
VGNGMDKDVNMGPLINLAGLEK ANNTPFGLAAYFYTQ F
WSQAQEQFDVYNPATGELVAR ANNTPFGLAAYFYTQNLQR rame +3 | |I|| ”" ” ” ”l |” |%[}D
EPIGVVAAITPWNFPLAMLTR FSTEAEVIQR i
FYIQDAIYDEFVNR HALGGNFFQPTVIADANEQMK (+) strand [ ] [ [T
Proposed sequence (peptide evidence in red): YPDQI;—STD? E’;;I;D;mn
Frame+1: 377aa (YPDSF_0294)

MPAQNPLQHQRQHDGIYHIGYFVGGKWSQAQEQFDVYNPATGELVARVAKSGKQETEAAIKAASEAFPAWRKTPAKQRAEILQRWYLLIMEHQQSLAELMVSEQGKPLKEALVEVAYAA
SFIQWFSEQAKRANGEIIPSAKEGARILATREPIGVVAAITPWNFPLAMLTRKLGPALAAGCTGLIKPANNTPLSAFALLALAEQAGVPAGVLNGVVGDTHAISDAIMASSDVRKISFTGSTNV
GKTLMRNAAATMKRISMELGGNAPYIVFDDADLEAAVAGAMACKFRNAGQVCVCVNRFYIQDAIYDEFVNRLAAEVKKLKVGNGMDKDVNMGPLINLAGLEKVEEHVKDALEKGGRLLA
GGIAMRWAVISSSQR

Frame+3: 125aa (YPDSF_0295)

Current sequence underlined
HRHALGGNFFQPTVIADANEQMKVASEETFGPLAACFRFSTEAEVIQRANNTPFGLAAYFYTONLQRVFRVSEALESGMIGVNECSVSTELAPFGGVKESGLGREGSVLGLDEFMEVKTLHL
GNL

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as succinic semialdehyde dehydrogenase
Gene: YPTS_3731 Boundaries of gene: complement (4150763..4152232)

Oligo evidence:

tcaatgaatgctcggtttcgaccgagttggececctttcggtggtgttaaagagtctggectaggtegtga

. . ANNTPFGLARYFYTG 10 la151z00 la15z000
Peptide evidence: ANNTPFGLAAYFYTONLQR (-)strand 4l |
EGSVLGLDEFMEVK n exon 731

EPIGVVAAITPWNFPLAMLTR

EPICyVANTT Frame-1 [ [II (DI © 0 HIEE
FYIQDAIYDEFVNR

HALGGNFFQPTVIADANEQMK Frame -2 [\[[| [IFNIF T 11 A Ik
ISFTGSTNVGK

it | rrame-s NI |
VEEHVKDALEK

Current sequence (peptide evidence in red): 489aa
MPAQNPLQHQRQHDGIYHIGYFVGGKWSQAQEQFDVCNPATGELVARVAKSGKQETEAAIKAASEAFPAWRKTPAKQRAEILOQRWYLLIMEHQQSLAELMVSEQGKPLKEALVEVAYAA
SFIQWFSEQAKRANGEIIPSAKEGARILATREPIGVVAAITPWNFPLAMLTRKLGPALAAGCTGLIKPANNTPLSAFALLALAEQAGVPAGVLNGVVGDTHAISDAIMASSDVRKISFTGSTNV
GKTLMRNAAATMKRISMELGGNAPYIVFDDADLEAAVAGAMACKFRNAGQVCVCVNRFYIQDAIYDEFVNRLAAEVKKLKVGNGMDKDVNMGPLINLAGLEKVEEHVKDALEKGGRLLA
GGHRHALGGNFFQPTVIADANEQMKVASEETFGPLAACFRFSTEAEVIQRANNTPFGLAAYFYTQNLQRVSRVSEALESGMIGVNECSVSTELAPFGGVKESGLGREGSVLGLDEFMEVKTL
HLGNL



Error 33

Strain: Y. pestis C092 Classification: expressed pseudogene (icIR)
Gene: YPO3723 Boundaries of gene: Frame+1: 4167025:4167291
Frame+3:4167294:4167869
Oligo evidence: Frame +1 | "l [ | || I ”
acataaaaaggggttgcacgcttacacccagcacacccgtaccaatccaaccagcctgaaagaaaatcta LD
Frame+2 | || [[[II 1] |
Peptide evidence: Frame +3 ||| | ||| | ||
AATQNTPAATGQVQSLTR (+) strand [ TF b
iclR Eexon
0 |a167200

Proposed sequence (peptide evidence in red):
Frame+1: 89aa
MALPIPIKRGKKPKAATQNTPAATGQVQSLTRGLKLLEYISESDGNVALTDLAQQAGLPNSTTHRLLTTMQQQGFVRQVGDLGLWTMGA

Frame+3: 191aa
HAFIVGSSFLOQSRNLLAMVHPMLRRLMDESGETVNLAVLDHSDYQAIIIDQVQCTALMRMSAPIGGKLPMHASGAGKAFLSTLPDDQLVQLLHKKGLHAYTQHTRTNPTSLKENLALIRKQG
YSFDDEEHALGLRCIAACLFDEHHEAFAAISISGPISRITDDRVTELGALVIHAAKEITQSYGGGTGVK

Strain: Y. pestis pestoides F Classification: transcriptional repressor IcIR
Gene: YPDSF_0176 Boundaries of gene: complement (185391..186233)

Oligo evidence:

acataaaaaggggttgcacgcttacacccagcacacccgtaccaatccaaccagectgaaagaaaatcta

(-) strand
Peptide evidence: <on, [P1 exon, 16
frame-1 | [T (1 111l
AATQNTPAATGQVQSLTR
GLHAYTQHTR Frame -2 ”l I ||| | || ||
MSAPIGGKLPMHASGAGK
TNPTSLKENLALIR
Frame -3 ||||d:ﬂ::l]l

Current sequence (peptide evidence in red): 280aa
MALPIPIKRGKKPKAATQNTPAATGQVQSLTRGLKLLEYISESDGNVALTDLAQQAGLPNSTTHRLLTTMQQQGFVRQVGDLGLWTMGAHAFIVGSSFLQSRNLLAMVHPMLRRLMDESG
ETVNLAVLDHSDYQAIIIDQVQCTALMRMSAPIGGKLPMHASGAGKAFLSTLPDDQLVQLLHKKGLHAYTQHTRTNPTSLKENLALIRKQGYSFDDEEHALGLRCIAACLFDEHHEAFAAISIS
GPISRITDDRVTELGALVIHAAKEITQSYGGGTGVK

Strain: Y. pseudotuberculosis PB1/+ Classification: transcriptional repressor IcIR
Gene: YPTS_3840 Boundaries of gene: 4290734..4291576
Fame+1 | [ I 1] |
Oligo evidence:
Frame +2 || | ||[I:mﬂ>|||||
acataaaaaggggttgcacgcttacacccagcacacccgtaccaatccaaccagectgaaagaaaatcta CDS 3 € CDS DS
Frame+3 | [l [TLI0 1 |l
Peptide evidence:
i strand 1 T
AATQNTPAATGQVQSLTR YPTS_38 exon
GLHAYTQHTR |azs0a00 |azs1z00
ITDDRVTELGALVIHAAK
MSAPIGGKLPMHASGAGK

TNPTSLKENLALIR

Current sequence (peptide evidence in red): 280aa
MALPIPIKRGKKPKAATQNTPAATGQVQSLTRGLKLLEYISESDGNVALTDLAQQAGLPNSTTHRLLTTMQQQGFVRQVGDLGLWTMGAHAFIVGSSFLQSRNLLAMVHPMLRRLMDESG
ETVNLAVLDHSDYQAIIIDQVQCTALMRMSAPIGGKLPMHASGAGKAFLSTLPDDQLVQLLHKKGLHAYTQHTRTNPTSLKENLALIRKQGYSFDDEEHALGLRCIAACLFDEHHEAFAAISIS
GPISRITDDRVTELGALVIHAAKEITQSYGGGTGVK



Error 34

Strain: Y. pestis CO92 Classification: expressed pseudogene with 2 insertions
Gene: YPO3775 Boundaries of gene: Frame-2, region 1: complement (4238744..4239223)

Oligo evidence: Frame-2, region 2: complement (4236482..4236784)

aattagctctggetgeegaactttegetgeeggtatttttgeattgtegtgatgeccatgagegttttat 1 | 4236300 | 4237600 | 4235400 | P
tattcctgttcagcagctattgttggaaactgatgctecctatttattgccaagggatttgaatectaaa (strand LTI AITIILR |ﬂ T T 1] K]

id id . L EXO) X0 M eXOn eXOn ENONL ( BXC EXOn
Peptide evidence: Frame-1 | | | {|<ESHNEEREERRENT | (11 00 O D 0D I

CDS ChS 3
PYQQLLLETDAPYLLPR Frame-2 | @ [| [HIIHN I T |
CDS

Frame-3 Q| ([0 [ [LI (11 (Mg g ] I

Proposed sequence (peptide evidence in red):

Regionl: 162aa
MFDIGVNLTSVQFAKDYHQVVNRAKEAGVLGILITGTDADESLAAQTLAAEYPGYCWSTTGVHPHHASSWQDSVEQKIRTLAATASVVGIGECGLDFNRNFSTPAQQEVAFTAQLALAAELS
LPVFLHCRDAHERFIDLLVPWLDKIPAAVVHCFTGNSD

Region2: 100aa
ELDACLALGLSIGITGWVCDERRGLDLRALLPRIPVQQLLLETDAPYLLPRDLNPKPASRRNEPCFLPHIVQQVAAWRQEDPNWLGQKTDENARRVFRLV

Strain: Y. pestis pestoides F Classification: DNase TatD
Gene: YPDSF_3392 Boundaries of gene: complement (3894442..3895224)

Oligo evidence: 2894400 3
tattcctgttcagcagctattgttggaaactgatgctcecctatttattgccaagggatttgaatcctaaa () strand

aattagctctggcetgecgaactttcgetgecggtatttttgeattgtegtgatgeccatgagegttttat T exon won

Frame -1
TPDEF 3392
Frame -2 QI I K
Peptide evidence: H
" Frame-3 | | 111 |l

Current sequence (peptide evidence in red): 260aa
MFDIGVNLTSVQFAKDYHQVVNRAKEAGVLGILITGTDADESLAAQTLAAEYPGYCWSTTGVHPHHASSWQDSVEQKIRTLAATASVVGIGECGLDFNRNFSTPAQQEVAFTAQLALAAELS
LPVFLHCRDAHERFIDLLVPWLDKIPAAVVHCFTGNSDELDACLALGLSIGITGWVCDERRGLDLRALLPRIPVQQLLLETDAPYLLPRDLNPKPASRRNEPCFLPHIVQQVAAWRQEDPNWL
GQKTDENARRVFRLV

Strain: Y. pseudotuberculosis PB1/+ Classification: DNase TatD
Gene: YPTS_0277 Boundaries of gene: 301522..302304

Oligo evidence:

aattagctctggcetgecgaactttcgetgecggtatttttgeattgtcgtgatgeccatgagegttttat Frame +1 || l:l
tattcctgttcagcagctattgttggaaactgatgetecctatttattgccaagggatttgaatectaaa YPTS 0277
Frame +2 [[ Il TI1Il | |

Frame +3 B Il [ ITAIII

L 3 srond {—TITI]
Peptide evidence: (+)
won TS exc exol
NA |301500

Current sequence (peptide evidence in red): 260aa
MFDIGVNLTSVQFAKDYHQVVNRAKEAGVLGILITGTDADESLAAQTLAAEYPGYCWSTTGVHPHHASSWQDSVEQKIRTLAATASVVAIGECGLDFNRNFSTPAQQEVAFTAQLALAAELS
LPVFLHCRDAHERFIDLLVPWLDKIPAAVVHCFTGNSGELDACLALGLSIGITGWVCDERRGLDLRALLPRIPVQQLLLETDAPYLLPRDLNPKPASRRNEPCFLPHIVQQVAAWRQEDPNWL
GQKTDENARRVFRLV



Error 35

Strain: Y. pestis CO92
Gene: YPO3870

Classification: expressed pseudogene
Boundaries of gene: Frame+1: 4345237..4345503

Frame+3: 4345506..4345661
Oligo evidence: Frame2+: 4345661..4346731 | Frame +1 P THE T
taagttccacctcactttatgetgecatcgatcttggetccaatagttttcatatgttggtagtacgtga b3
tcaaacaaagagcgattcagtgtggcaaattagaagagttggaaatccctggtttaaccttggaacgage Frame +2 || | | l> |”|
Cha
Peptide evidence: Frame+3 ||l ®1 I [T [
IYHGVAHTTGGPEQR [l
LIYHGVAHTTGGPEQR
AELAAHEMIKPVAQR (+) strand : [if: [ [ | 3
IoeXon exon ex
Proposed sequence (peptide evidence in red): 10 |434560E' |43464DD

Frame+1: 90aa
MMLSSTSLYAAIDLGSNSFHMLVVREVAGSIQTLARIKRKVRLAAGLDNQNHLSQEAMERGWQCLKLFSERLQDIPLDQIRVVATATLR

Frame+3: 52aa
ASNADEFLRTATEILGCPIQVISGEEEARLIYHGVAHTTGGPEQRLVVDIGG

Frame+2: 356aa
GSTELVTGNGAQANILVSLSMGCVTWLERYFGDRHLAKENFERAELAAHEMIKPVAQRFREHGWQVCVGASGTVQALQEIMVAQGMDELITLAKLQQLKQRAIQCGKLEELEIPGLTLERA
LVFPSGLSILIAIFQELSIESMTLAGGALREGLVYGMLHLPVEQDIRRRTLRNLQRRYLLDTEQAKRVSCLADNFFLQVEKEWHLDGRCREFLONACLIHEIGLSVDFKHAPQHAAYLIRNLDLPG
FTPAQKLLLSALLONQSDTIDLSLLNQQNALPADMAQHLCRLLRLAIIFSSRRRDDTLPAVRLRADNNALYVLVPQGWLEQHPYRAEALEQESHWQSYVQWPLLLEELS

Strain: Y. pestis pestoides F
Gene: YPDSF_3488

Classification: guanosine pentaphosphate phosphohydrolase
Boundaries of gene: 4001302..4002798
Oligo evidence:

taagttccacctcactttatgctgccatcgatcttggetccaatagttttcatatgttggtagtacgtga

tcaaacaaagagcgattcagtgtggcaaattagaagagttggaaatcectggtttaaccttggaacgage
Frame +1 Ef T I MG |
DS ‘DS CDS DS g
trames2 111 111 111 T
Peptide evidence:
Frame+3 |[lI | [l [ I0NELI0 |
AELAAHEMIKPVAQR
LIYHGVAHTTGGPEQR (+)strand T Lk | ]
LRADNNALYVLVPQGWLEQHPYR on om 3488 exom x
RRDDTLPAVR -
] |ann1s00 |anoz400

Current sequence (peptide evidence in red): 498aa
MMLSSTSLYAAIDLGSNSFHMLVVREVAGSIQTLARIKRKVRLAAGLDNQNHLSQEAMERGWQCLKLFSERLQDIPLDQIRVVATATLRLASNADEFLRTATEILGCPIQVISGEEEARLIYHGV
AHTTGGPEQRLVVDIGGGSTELVTGNGAQANILVSLSMGCVTWLERYFGDRHLAKENFERAELAAHEMIKPVAQRFREHGWQVCVGASGTVQALQEIMVAQGMDELITLAKLQQLKQRA
IQCGKLEELEIPGLTLERALVFPSGLSILIAIFQELSIESMTLAGGALREGLVYGMLHLPVEQDIRRRTLRNLQRRYLLDTEQAKRVSCLADNFFLQVEKEWHLDGRCREFLONACLIHEIGLSVDFK
HAPQHAAYLIRNLDLPGFTPAQKLLLSALLQNQSDTIDLSLLNQQNALPADMAQHLCRLLRLAIIFSSRRRDDTLPAVRLRADNNALYVLVPQGWLEQHPYRAEALEQESHWQSYVQWPLLL
EELS

Strain: Y. pseudotuberculosis PB1/+
Gene: YPTS_0176

Classification: guanosine pentaphosphate phosphohydrolase
Boundaries of gene: complement (190347..191843)

Oligo evidence:

taagttccacctcactttatgetgecategatcttggetccaatagttttcatatgttggtagtacgtga
tcaaacaaagagcgattcagtgtggcaaattagaagagttggaaatcectggtttaaccttggaacgage

130400 151200

(-) strand | AR E

=xon §_0176  exon Xl

Peptide evidence: Frame-1 [l BIE)| Iz

¥ CDS 176 Ch CDS  °

LVHOVAHTTGOPEG Frame-2 | {[ [lILIFT 1T
LIYHGVAHTTGGPEQR

RRDDTLPAVR
Frame-3 [[| [ |1 QI [L0 |I]

Current sequence (peptide evidence in red): 498aa
MMLSSTSLYAAIDLGSNSFHMLVVREVAGSIQTLARIKRKVRLAAGLDNQNHLSQEAMERGWQCLKLFSERLQDIPLDQIRVVATATLRLASNADEFLRTATEILGCPIQVISGEEEARLIYHGV
AHTTGGPEQRLVVDIGGGSTELVTGNGAQANILVSLSMGCVTWLERYFGDRHLAKENFERAELAAHEMIKPVAQRFREHGWQVCVGASGTVQALQEIMVAQGMDELITLAKLQQLKQRA
IQCGKLEELEIPGLTLERALVFPSGLSILIAIFQELSIESMTLAGGALREGLVYGMLHLPVEQDIRRRTLRNLQRRYLLDTEQAKRVSCLADNFFLQVEKEWHLDGRCREFLONACLIHEIGLSVDFK
HAPQHAAYLIRNLDLPGFTPAQKLLLSALLQNQSDTIDLSLLNQQNALPADMAQHLCRLLRLAIIFSSRRRDDTLPAVRLRADNNALYVLVPQGWLEQHPYRAEALEQESHWQSYVQWPLLL
EELS



Error 36

Strain: Y. pestis CO92

Classification: expressed pseudogene
Gene: YPO4052

Boundaries of gene: Frame-3: complement (4571292..4571510)

Frame-2: complement (4569557..4571290)

Oligo evidence:

cgtgatcgactcggtattggtcgcaaactggegatccaaattcttgaattctttgaccgeagtggtttca
actgctaggtcaccagcagttaattgacgaccaacaaccgttaattgaccatcaacaaatcataaataat

=TIV

4569600 |as70400 las71z:
Peptide evidence: (-) strand | q1
exXon exon £
GIHAQNQPAQQAQAGQR Frame-1 | |LIITE [IEIETIE WA
Proposed sequence (peptide evidence in red): Frame-2 ||| 0| 4
Frame-3: 74aa Cchg :
MIIVTAGHVDHGKTTLLQAITGVNADRLPEEKQRGMTIDLGYAYWPLPDGRIMGFIDVPGHEKFLANMLAGGG | Frame-3 [JII M1 WLE I T T LI

Frame-2: 578aa
GIDHALLVVACDDGVMAQTREHLAILRLSGRPALTVALTKADRVDDERIAQVHQQILQELVAQGWSAEQISLFVTAAVTERGIGELREHLAQCHQQRDPKGRLQRRFRLAIDRVFSVKGAGL
VVTGTALAGQVAVGDTLWLTGGDCPVRVRGIHAQNQPAQQAQAGQRIALNISGDISKQQINRGDWLLAQPPLPPVDRVLVTVDADTPLQHWQPLHLYHGARHITGRFSLLGHQQLIDD
QQPLIDHQQIINNQSTSGGHSSQILAELLLDSPLWLVENDRVILRDIGAKKTLGGARVIHLAVPSRGKRQPAYLAWLTALAQATSDREVLDLHLAQGPVSVRTFSWARQLTDNEMAALLAAT
DTVVAGDIALSHPHAQQAQQTLLHVLALYHQQHGDQLGLGRARLRRMALPTLDEGVVFRLIDNLLAEGALHNTRGWLHLPEHGLAFTEQEQIGWQQAAPYFVDDPWWVRDLAAELQA
AEGEMRSLLRKAAQLGYITAVVTDRYYLSQRIEQLADLVRELDSRQGSVSAADFRDRLGIGRKLAIQILEFFDRSGFTRRRGNGHILRDSGLFSATGS

Strain: Y. pestis pestoides F

Classification: selenocysteinyl-tRNA-specific translation factor
Gene: YPDSF_0040

Boundaries of gene: 48255..50207
Oligo evidence:
actgctaggtcaccagcagttaattgacgaccaacaaccgttaattgaccatcaacaaatcataaataat

cgtgatcgactcggtattggtcgcaaactggegatecaaattcttgaattctttgaccgcagtggtttca Frame +1 :D| ||| |||| | | ||| ||| ||||| |||
]
Frame +2 | (Il IIF T 00 TEEE OO HEH
Peptide evidence: Frame +3 ||> I m
MIIVTAGHVDHGK CDE F 0040 CDS chs CI

DLAAELQAAEGEMR (+) strand

DSGLFSATGS L Ll LLp

GIHAQNQPAQQAQAGQR TEDSF_0040 exon exa:
100 |asson |assoo

Current sequence (peptide evidence in red): 650aa
MIIVTAGHVDHGKTTLLQAITGVNADRLPEEKQRGMTIDLGYAYWPLPDGRIMGFIDVPGHEKFLANMLAGGGGIDHALLVVACDDGVMAQTREHLAILRLSGRPALTVALTKADRVDDE
RIAQVHQQILQELVAQGWSAEQISLFVTAAVTERGIGELREHLAQCHQQRDPKGRLQRRFRLAIDRVFSVKGAGLVVTGTALAGQVAVGDTLWLTGGDCPVRVRGIHAONQPAQQAQAG
QRIALNISGDISKQQINRGDWLLAQPPLPPVDRVLVTVDADTPLQHWQPLHLYHGARHITGRFSLLGHQQLIDDQQPLIDHQQIINNQSTSGGHSSQILAELLLDSPLWLVENDRVILRDIGAK
KTLGGARVIHLAVPSRGKRQPAYLAWLTALAQATSDREVLDLHLAQGPVSVRTFSWARQLTDNEMAALLAATDTVVAGDIALSHPHAQQAQQTLLHVLALYHQQHGDQLGLGRARLRRM
ALPTLDEGVVFRLIDNLLAEGALHNTRGWLHLPEHGLAFTEQEQIGWQQAAPYFVDDPWWVRDLAAELOAAEGEMRSLLRKAAQLGYITAVVTDRYYLSQRIEQLADLVRELDSRQGSVSA
ADFRDRLGIGRKLAIQILEFFDRSGFTRRRGNGHILRDSGLFSATGS

Strain: Y. pseudotuberculosis PB1/+
Gene: YPTS_4155

Classification: selenocysteinyl-tRNA-specific translation factor
Boundaries of gene: 4640810..4642783

Oligo evidence:
acattgcgctatcacattctcacgcacagcaagegcaacagaccctcttacatgtactegeectctatea Frame +1 | ||||||| |I|| | ”l ”l ||||| ||||| I|I|||
cgtgatcgactcggtattggtcgcaaactggegatccaaattcttgaattctttgaccgcagtggtttea
Frame +2 ||| AN B
YPTS 4155 DS )5 CDg
Peptide evidence: Frame+3 D) [1 WTTMNE TTRTD
b
DLAAELQAAEGEMR (+)strand ¢ T R
GIHAQNQPAQQAQAGQR
VLVTVDADTPLQHWQPLHLYHGAR TPTA_4155 exon - ext
640800 |asa1500 |62z a0r

Current sequence (peptide evidence in red): 657aa
MIIVTAGHVDHGKTTLLQAITGVNADRLPEEKQRGMTIDLGYAYWPLPDGRIMGFIDVPGHEKFLANMLAGVGGIDHALLVVACDDGVMAQTREHLAILRLSGRPALTVALTKADRVDDER
IAQVHQQILQELVAQGWSAEQISLFVTAAVTERGIGELREHLAQCHQQRDPKGRLQRRFRLAIDRVFSVKGAGLVVTGTALAGQVAVGDTLWLTGGDCPVRVRGIHAQNQPAQQAQAGQ
RIALNISGDISKQQINRGDWLLAQPPLPPVDRVLVTVDADTPLQHWQPLHLYHGARHITGRFSLLGHQQLIDDQQPLIDDQQPLIGHQQIINNQSTSGGHSSQILAELLLDSPLWLVENDRVIL
RDIGAKKTLGGARVIHLAVPSRGKRQPAYLAWLTALAQATSDREVLDLHLAQGPVSVRTFSWARQLTDNEMAALLAATDTVVAGDIALSHSHAQQAQQTLLHVLALYHQQHGDQLGLGR
ARLRRMALPTLDEGVVFRLIDNLLAEGALHNTRGWLHLPEHGLAFTEQEQIGWQQAAPYFVDDPWWVRDLAAELOQAAEGEMRSLLRKAAQLGYITAVVTDRYYLSQRIEQLADLVRELDSS
QGSVSAADFRDRLGIGRKLAIQILEFFDRSGFTRRRGNGHILRDSGLFSATGS



Error 37

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO2267 Boundaries of gene: Frame+1: 2549308.. 2549508
Frame+3: 2549517.. 2550239

Oligo evidence:

gaagaacagattggggcccgcttattggcacgaaggcacgaaataagcgtaatatcagtctcacccaagc Frame +1 || || | | "|||I | .} || ||I | | | | |||
) ) [

Peptide evidence: Frame +2 || | [[[Il 11 (0TI W0
LHISQPPLSQQIQILEEQIGAR Frame +3 | | "|| "| || | |
RHEISVISVSPK

(+) strand [

Proposed sequence (peptide evidence in red): current sequence underlined i oexon '

Frame+1: 84aa 2548300 2545800

LSNILIIANNTFKISMSIELRHLRYFIAVAEELHFGRAAERLHISQPPLSQQIQILEEQIGARLLARRHEISVISVSPKRESSF

Frame+3: 240aa
NKRNISLTQAGKLFLKESYQILAQVNSATEKAACLHRGESGVLTIGFTSSAPLINVVSKNLRTFRQIYPQVHIKMQEVSTKQQIEALLDGRLDLGIMRNTRLPEALQYRLLLREPLVAVVHEDHPL
ASLPNGSVKFSSLDKQPFVFFSREVGTALYDEFFTLLTRAGITPYITQEVGEAMTIIGLVSSGLGVSILPASFRRVNVDGVKYLSLDEADATTEMWLVYNHKHRPMPPLQKHCSV

Strain: Y. pestis pestoides F Classification: annotated as transcriptional regulator LYSR-type
Gene: YPDSF_0866 Boundaries of gene: complement(986074..986952)

Oligo evidence:

ttattggcacgaaataagcgtaatatcagtctcacccaagegggaaagctctttttaaaagagtcctace

986400 |87200
(-) strand
YTPDEF 0861 exon
Peptide evidence: Frame -1 ‘1:':””” | | |
YPI CDS 366
EVGTALYDEFFTLLTR Frame -2 | ”" ”l”” | | ||| ||| ||||| | | " ||
Frame-3 [l [I1 | TTEL LT NEREIIN

Current sequence (peptide evidence in red): 292aa
MSIELRHLRYFIAVAEELHFGRAAERLHISQPPLSQQIQILEEQIGARLLARNKRNISLTQAGKLFLKESYQILAQVNSATEKAACLHRGESGVLTIGFTSSAPLINVVSKNLRTFRQIYPQVHIKMQ
EVSTKQQIEALLDGRLDLGIMRNTRLPEALQYRLLLREPLVAVVHEDHPLASLPNGSVKFSSLDKQPFVFFSREVGTALYDEFFTLLTRAGITPYITQEVGEAMTIIGLVSSGLGVSILPASFRRVNV
DGVKYLSLDEADATTEMWLVNHKHRPMPPLQKHCSV

Strain: Y. pseudotuberculosis PB1/+
Gene: no ortholog



Error 38

Strain: Y. pestis C092 Classification: expressed pseudogene
Gene: YPO3436 Boundaries of gene: complement (3838850..3839971)
Oligo evidence: 3538400 |zg39200 |:
tgatgttgaacaagactggaccgctttttgtcccactgattctgtaaatgaattatatcaggctacaget (-) strand (K B d
EX0 EXOm Tl
Frame -1 {1 IFOENE IO 1 DT
Peptide evidence: Frame -2 |||| |||| || | 4 143 ||
CDE CDE 25
EKYQGFNVEFPTGR
ELGQVAHVPQVALTELVANAWDAGASR Frame-3 | | [ 1 [l [HH [N EE

KLPDADEILTVLSAR
LPDADEILTVLSAR

Proposed sequence (peptide evidence in red): 373aa
MRPPMSEQPLQNSLFEDDYLLRELGQVAHVPQVALTELVANAWDAGASRVDLVLPTDIGGILTVTDDGHGMTPEQFKKRWMTLRYTREKYQGFNVEFPTGRTARPRKAYGRNGIGRHGL
LCFADEYEVKTWRDGILATFVVGTGAGSSPFVCRSETEEKHIGSGTRLQVQVTRKLPDADEILTVLSARFIHDPEFEVRVNGKLRPFTEIDGRISEETLCLSAGRHAKVIVIDSTRLNHSSLHQGIAF
WVQHRLVGTPSWAVGQIANFDGRTRFARRYKVIVDTEGFESDVEQDWTAFCPTDSVNELYQATAEHIRDVAQRLAVEFTEITSEDALMQNRSELATLGQGARLGVAEFTTAVAQEHPTVS
PDVNDG

Strain: Y. pestis pestoides F Classification: hypothetical protein
Gene: YPDSF_3246 Boundaries of gene: complement (3697940..3699049)

Oligo evidence:

tgatgttgaacaagactggaccgctttttgtcccactgattctgtaaatgaattatatcaggctacagct ESQ?SDD |36984DD
(-) strand 4l i |
exon :xon 46 TP
Frame -1 I D EPD 0T DI
Peptide evidence: Frame -2 ||||| || 4:]:2]"
TPDEF 32 CD3 ChE
PLQNSLFEDDYLLR Frame -3 || | | |||||| ||||| ||| | Hl:

KLPDADEILTVLSAR

Current sequence (peptide evidence in red): 369aa
MSEQPLQNSLFEDDYLLRELGQVAHVPQVALTELVANAWDAGASRVDLVLPTDIGGILTVTDDGHGMTPEQFKKRWMTLRYTREKYQGFNVEFPTGRTARPRKAYGRNGIGRHGLLCFAD
EYEVKTWRDGILATFVVGTGAGSSPFVCRSETEEKHIGSGTRLQVQVTRKLPDADEILTVLSARFIHDPEFEVRVNGKLRPFTEIDGRISEETLCLSAGRHAKVIVIDSTRLNHSSLHQGIAFWVQ
HRLVGTPSWAVGQIANFDGRTRFARRYKVIVDTEGFESDVEQDWTAFCPTDSVNELYQATAEHIRDVAQRLAVEFTEITSEDALMQNRSELATLGQGARLGVAEFTTAVAQEHPTVSPDVN
DG

Strain: Y. pseudotuberculosis PB1/+
Gene: no ortholog



Error 39

Strain: Y. pestis C092 Classification: expressed pseudogene (tcaB)

Gene: YPO3679 Boundaries of gene: Frame -3: complement (4112526..4113893)
Frame-1: complement (4110301..4112526)

Oligo evidence:

ctcatagataaatttgaaattagaatatttccatataatgaattggtagccageactattgtattcaata

Peptide evidence: |a110400 2111200 |a112000 112800 |a1136

(-) strand {]

oS, o

IASAALNGESLVPLGLSAVLDTAPNVFGLADGGSR Frame -1 HI | aaa |||||||||||||| || ||| ||| ||||| ||||"||”"|<

LT_IIQS/:\I_SS%I]h_GF'FI’SPNLNSSHQWENlK CDS CDS CDS 2DS DS

QDNEAMTLLFOQOQQK Frame -2 L[ AL0DOE P T CETOEEOCEONE AT (07

cos

Frame-3 | [ [0 L BCL TOQUE L LTI 0l

Proposed sequence (peptide evidence in red):

Frame-3: 458aa
MPTSTVLNKINESRRDALVNYYLAKNVSGDEKIKTAEQLYQYLLLDTKIGHEVKTSPIAEAISSLQIYINRCVDGEENDLHEKNISTHFSSDNFLHGWNSYNKRYARWAGKEKLMYYAADYIDPT
LRYNKTELFNTFEQSINNSRLTEKSVKSALQSYLISYEKLAQIDTIKELYVENIKTHFFLGKTRESPCQYYWRSGEQLSNDSHHLRWSEWKKVNCNINGTEEKFFINLSWHRSSLYIDWINKFSIRT
DKDETTEKYHYNRVYKNDDNTWSELIINMDIGFKLSTSTEVITLPPFFVYNQGDPNAKEEVENLFLTNGTSIKRIESRLHGYINGHIKILCNDDGISFEIAEKLINGDNGTIGEVKIIENEKISTINNEK
GENKKINLIDKFEIRIFPYNELVASTIVFNRIKPEEKIIDELDDKISLLSPNSLPLKEKFQTSVDELLSYNTQK

Frame-1: 741aa
NNVKLNAFNGSYGIYLWELFFHIPLLASMRFLNEQRFDLAQHWLKYLFNSAGYRDGNGNLLKEGDNILYWNILPLQQDTAWDKNTLIQATDDPDVIAMQDPMQYKLAIFMRTLDLIISQGD
QAYRQLERDTLAEAKIHYIQASQLLGPRPNLNSSHOQWENIKLAEESRQLENSHFLPPYNELLLSYWDKLEIRLYNLRHNLNLDGQPLHLPLFATPVDPKALQRQHGAGNGINSSEQIATAQTSL
YRFPLLIERAKSAVSAVIQFGNSLQSVLERQDNEAMTLLFQQQQQKVLQHTKDIQNNNIQVLQASLEATDSLKSAAEQRRKHYKELLDNGISSDEQLAINIRIASAALNGESLVPLGLSAVLDTA
PNVFGLADGGSRWGAISQAVGWGMQSMAMALETTAGVRDAKANYSRRAQEWTLQKDQADKDIEQLAHQYTSVQEQLNMAQKQLNLAELEQGHADALYQMQSTRFTGKELYNWM
AGRLSGLYFQLFDATQPLCLMAKAALEKEVDKAKTDGLFIRSGWNDLYQGLLAGEDLQLNLQKLENVWLMEEQRALEVERTVSLAQHYQQLSDHKFNLAEIVTGYMAQDKDQKTGNEQDF

VELKNGTLITSLSIKGLNLVEDYPETMHLGDIRRIKQISVSLPALLGPYQDVQATLDYAGENTHLAKGCTALAISRGMNDSGQFLLDFNDGKYLPFEGIDISDKGTLVLRFPNATSKQKLLLQSLSD
IILHIRYTIRS

Strain: Y. pestis pestoides F Classification: annotated as toxin subunit
Gene: YPDSF_0286 Boundaries of gene: 326124..329717

Oligo evidence:

ctcatagataaatttgaaattagaatatttccatataatgaattggtagccagcactattgtattcaata
agcctgccattaaaagaaaaatttcaaacatcagttgatgagttactcagttataacacccaaaaaaata

325400 327200 |328000 328800 323
Peptide evidence: (-) strand H 4K
TPDSF 0286 2 EXOn T
YIOASQLLGPRPNLNSSHOWENIK erame-1 O IO CO0 00 CO0 00 D0 CORR 00O 0 O O |||||||||||||<1;f
LLLQSLSDIILHIR
SAVSAVIQFGNSLQSVLER Y S Y A A1 e 11
Frame-3 Ml oA | I

Current sequence (peptide evidence in red): 1197aa
MPTSTVLNKINESRRDALVNYYLAKNVSGDEKIKTAEQLYQYLLLDTKIGHEVKTSPIAEAISSLQIYINRCVDGEENDLHEKNISTHFSSDNFLHGWNSYNKRYARWAGKEKLMYYAADYIDPT
LRYNKTELFNTFEQSINNSRLTEKSVKSALQSYLISYEKLAQIDTIKELYVENIKTHFFLGKTRESPCQYYWRSGEQLSNDSHHLRWSEWKKVNCNINGTEEKFFINLSWHRSSLYIDWINKFSIRT
DKDETTEKYHYNRVYKNDDNTWSELIINMDIGFKLSTSTEVITLPPFFVYNQGDPNAKEEVENLFLTNGTSIKRIESRLHGYINGHIKILCNDDGISFEIAEKLINGDNGTIGEVKIIENEKISTINNEK
GENKKINLIDKFEIRIFPYNELVASTIVFNRIKPEEKIIDELDDKISLLSPNSLPLKEKFQTSVDELLSYNTQKNNVKLNAFNGSYGIYLWELFFHIPLLASMRFLNEQRFDLAQHWLKYLFNSAGYRD
GNGNLLKEGDNILYWNILPLQQDTAWDKNTLIQATDDPDVIAMQDPMQYKLAIFMRTLDLISQGDQAYRQLERDTLAEAKIHYIQASQLLGPRPNLNSSHQWENIKLAEESRQLENSHFLP
PYNELLLSYWDKLEIRLYNLRHNLNLDGQPLHLPLFATPVDPKALQRQHGAGNGINSSEQIATAQTSLYRFPLLIERAKSAVSAVIQFGNSLQSVLERQDNEAMTLLFQQQQQKVLQHTKDIQ
NNNIQVLQASLEATDSLKSAAEQRRKHYKELLDNGISSDEQLAINIRIASAALNGESLVPLGLSAVLDTAPNVFGLADGGSRWGAISQAVGWGMQSMAMALETTAGVRDAKANYSRRAQE
WTLQKDQADKDIEQLAHQYTSVQEQLNMAQKQLNLAELEQGHADALYQMQSTRFTGKELYNWMAGRLSGLYFQLFDATQPLCLMAKAALEKEVDKAKTDGLFIRSGWNDLYQGLLAGE
DLQLNLQKLENVWLMEEQRALEVERTVSLAQHYQQLSDHKFNLAEIVTGYMAQDKDQKTGNEQDFVELKNGTLITSLSIKGLNLVEDYPETMHLGDIRRIKQISVSLPALLGPYQDVQATLDY
AGENTHLAKGCTALAISRGMNDSGQFLLDFNDGKYLPFEGIDISDKGTLVLRFPNATSKQKLLLQSLSDIILHIRYTIRS

Strain: Y. pseudotuberculosis PB1/+
Gene: no ortholog



Error 40

Strain: Y. pestis CO92 Classification: expressed pseudo gene annotated as similar to DNA polymerase Il subunit alpha
Gene: YPMT1.89 Boundaries of gene: 93170..96208

Oligo evidence:

gegtcttactaccaaagagtttggcetacacaccaccggettetgageaccgegtgtatgttgategtetg Frame +1 | | | H || | || | " | ” " | | | ||| | | I || ” |||I ””H ||
Peptide evidence: Frame +2 | l}
CD3

e I 1T O 1 1 e A A A

DQAELMGNLVIDAVK
(+) strand | L[+ | 5
TPMT1.89 exon

[az600 [24400 |asz00 |ze0o:

Proposed sequence (peptide evidence in red): 1013aa
MKALMVRTDFSLGESALKAENAVKIARDAGYTAVISADSMNIASVIPLQRAAGDDMAVICGVKLNVVDDPTYEHRARLAKESERCMESLVRDRSYCFTALIKNEQGYRDVCELMTLANKREQ
FYFVPRLALDQLAAAYAKGNIILLTSDIGSVFQRRDFAKIGTLVTAGGRDNFYSVVYPHPTPFYDQINVRAMKVASALKIEPVAFYPAYYEAVDDADIKDIAHMVTNNIKIDQPHRLRIPHQRD
NAVNGRRHLLEALKAFSVRMDVPVTAAMASTTQDTIIEACTWRWHELPPALPKMADDEPATLMKLAVAGLRKRLTTKEFGYTPPASEHRVYVDRLKYEMDTLTRLGFCGYFLMVRDLMN
HSRETGIPVGPGRGSSAGSLVAWCIGITNVDPIRHGLLFERFINPERLDLPDADLDFSQARRHEVIEYLNERYGEDYVAGIPNFTYLGAASALRDTARIYGVDAADMAVSKEFKNLEDDSLSLEEL
REQLASLDKYATKYPEAFKAACKLQSLMRGFGRHAAGMIVAGVPLVERTPVELRGNARCIAFDKRYCEAMGLIKLDVLGLATLDLLDSAKRYIKESTGEDINLDAIPLDDRKVLDGFAAGYTQG
VFQLESGPMRKLLKDLGGGIEPMSFKTVVATTALFRPGPIQSGMLDDYVSVAKGFMAPQSLHPVLDELTAETNGVILYQEQTMNATRLLAGFTMAEADGVRKAIGKKDMEKMKSMGEKFV
VQAQAGWIDVEMEDGTTQRIHRAEHFKCEDGALRTVEEALEAGVKLPMAAVRVTGSQPGLSETKAKEIWDAFEKNGAYQFNKSHPVAYSLISYQSMWLKTHYPAEFFAAALTILGEDKHQ,
GLVKDALTYGIHVLPPDVNVSSNRIEIRTLEDGSQVLYAPFSAVKGCSENGCQAIMRAREKVGGKFESLEQFEEAVEKRACACNSRVRESLOQKVGAFASIEPGSLPATDPERLRDQAELMGNLYV
IDAVKASRPFEMNPKRSAEVNVLMTRMAAEMGL

Strain: Y. pestis pestoides F plasmid

Gene: YPDSF_4091 Classification: annotated as DNA polymerase |l|

Boundaries of gene: complement (62215..65739))
Oligo evidence:

gegtcttactaccaaagagtttggctacacaccaccggettctgagcaccgegtgtatgttgategtctg |624EID |632IJU |64DDD |648EIU |656[
Tactgatgacacgcatggcggctgaaatgggtctgggagacgacctgatacgeccaageattggceattaa () strand i | T
ggctacttcatggagaacggctacgacgactttaaggcgaagttgcettactgcaggegatttgegeatgg TIDS & exon eon
e S R O T A O AT AR R AR A
) ) 1020
Peptide evidence: Frame -2 || [[[[ W0 0000 000 T 0eE i H
NA Frame -3 | |
FTPDLSE 40971

Current sequence (peptide evidence in red): 1174aa
MKALMVRTDFSLGESALKAENAVKIARDAGYTAVISADSMNIASVIPLORAAGDDMAVICGVKLNVVDDPTYEHRARLAKESERCMESLVRDRSYCFTALIKNEQGYRDVCELMTLANKREQ
FYFVPRLALDQLAAAYAKGNIILLTSDIGSVFQRRDFAKIGTLVTAGGRDNFYSVVYPHPTPFYDQINVRAMKVASALKIEPVAFYPAYYEAVDDADIKDIAHMVTNNIKIDQPHRLRIPHQRD
NAVNGRRHLLEALKAFSVRMDVPVTAAMASTTQDTIIEACTWRWHELPPALPKMADDEPATLMKLAVAGLRKRLTTKEFGYTPPASEHRVYVDRLKYEMDTLTRLGFCGYFLMVRDLMN
HSRETGIPVGPGRGSSAGSLVAWCIGITNVDPIRHGLLFERFINPERLDLPDADLDFSQARRHEVIEYLNERYGEDYVAGIPNFTYLGAASALRDTARIYGVDAADMAVSKEFKNLEDDSLSLEEL
REQLASLDKYATKYPEAFKAACKLQSLMRGFGRHAAGMIVAGVPLVERTPVELRGNARCIAFDKRYCEAMGLIKLDVLGLATLDLLDSAKRYIKESTGEDINLDAIPLDDRKVLDGFAAGYTQG
VFQLESGPMRKLLKDLGGGIEPMSFKTVVATTALFRPGPIQSGMLDDYVSVAKGFMAPQSLHPVLDELTAETNGVILYQEQTMNATRLLAGFTMAEADGVRKAIGKKDMEKMKSMGEKFV
VQAQAGWIDVEMEDGTTQRIHRAEHFKCEDGALRTVEEALEAGVKLPMAAVRVTGSQPGLSETKAKEIWDAFEKNGAYQFNKSHPVAYSLISYQSMWLKTHYPAEFFAAALTILGEDKHQ,
GLVKDALTYGIHVLPPDVNVSSNRIEIRTLEDGSQVLYAPFSAVKGCSENGCQAIMRAREKVGGKFESLEQFEEAVEKRACACNSRVRESLQKVGAFASIEPGSLPATDPERLRDQAELMGNLV
IDAVKASRPFEMNPKRSAEVNVLMTRMAAEMGLGDDLIRPSIGIKPKIMVILDNANGNDGRTGYFMENGYDDFKAKLLTAGDLRMGDLYVTGVCKKVKDKEKDYTKDEIGQFTDFMREEI
NLVRPTYVLTCGSRATSLFNNKSKPSDLVGRKEYLPELDVTVFYGFNPNILYFRPEEGEKLEAILAEVAETISK

Strain: Y. pseudotuberculosis PB1/+
Gene: no ortholog



Error 41

Strain: Y. pestis CO92
Gene: YPCO_2638.5

Classification: novel gene
Boundaries of gene: 2967439..2967690

Oligo evidence:

acaccaaatcagacaagtggggaaatggagcataaagcatctgctgcactcgataatccacgttccagtg

Peptide evidence: Frame +1 I [ ‘I
CDh3 CDa CDS
LNDPNSSAIQR Frame +2 1 111
QLAASVLAQANK
SLAGSALSGR famess [ 11011l | I
TLNDPNSSAIQR
(+) strand —
ExX0on
) |za57400 2967500 |za67500
Proposed sequence (peptide evidence in red): 83aa
MSKNTKQTSGKVASIAAKTLNDPNSSAIQRSLAGSALSQRGTPNQTSGEMEHKASAALDNPRSSALTKQLAASVLAQANKDRK
Strain: Y. pestis pestoides F Classification: novel gene
Gene: YPDSF_2615.5 Boundaries of gene: complement(2961352..2961603)
Oligo evidence:
acaccaaatcagacaagtggggaaatggagcataaagcatctgetgeactcgataatccacgttccagtg
Peptide evidence:
QLAASVLAQANK
TLNDPNSSAIQR ) |zs61400 |zs61500 2961600
SLAGSALSQR
(-) strand
exon
Frame-1 | QI | I
Cha CDS CL3
Frame-2 || 11 I Il
Frame -3 | || | | |

Proposed sequence (peptide evidence in red): 83aa
MSKNTKQTSGKVASIAAKTLNDPNSSAIQRSLAGSALSQRGTPNQTSGEMEHKASAALDNPRSSALTKQLAASVLAQANKDRK

Strain: Y. pseudotuberculosis PB1/+
Gene: YPTS_1189

Classification: annotated as hypothetical protein
Boundaries of gene: 1338362..1338613

Oligo evidence:

acaccaaatcagacaagtggggaaatggagcataaagcatctgcetgcactcgataatccacgttccagtg

Peptide evidence:
Frame+1 | || | | i | I
Frame 42 | [ s 5 O 1
QLAASVLAQANK ¥PT$ 11 CDE CD3 cns
SLAGSALSQR Frame +3 (N |
TLNDPNSSAIQR
(+) strand | [ 3 I+
TPT3_11a9 exon
[1238300 |1338400 [1338500 |133:

Current sequence (peptide evidence in red): 83aa

MSKNTKQTSGKVASIAAKTLNDPNSSAIQRSLAGSALSQRGTPNQTSGEMEHKASAALDNPRSSALTKQLAASVLAQANKDRK




Error 42

Strain: Y. pestis CO92 Classification: novel gene
Gene: YPO1506.5 Boundaries of gene: 1710711..1710884

Oligo evidence:

atatttctattgctcgctatagecgecttaatctcaatttagtctgttatcattttgtttttacaacaac

Peptide evidence:

SLVGFDDISIAR
Frame +1 |
Proposed sequence (peptide evidence in red): 57aa Frame +2 | l | | | |
LODNTVSTLRSLVGFDDISIARYSRLNLNLVCYHFVFTTTIPAIRVLKATHHPTAPP
Frame +3 I -} I
Cos
(+) strand 7
EXOn
[1710700 |1710800
Error lacking threshold of evidence
Strain: Y. pestis pestoides F Classification: novel gene
Gene: YPDSF_1470.5 Boundaries of gene: complement (1655404..1655577)
Oligo evidence:
atatttctattgctcgctatageegecttaatctcaatttagtctgttateattttgtttttacaacaac 0 . |i555400 ﬁsun |£55’
-) stran
Peptide evidence: exon
Frame -1 | |
NA Frame -2 I I I I I I
Frame -3 I |

Proposed sequence (peptide evidence in red): 57aa
LODNTVSTLRSLVGFDDISIARYSRLNLNLVCYHFVFTTTIPAIRVLKATHHPTAPP

Error lacking threshold of evidence

Strain: Y. pseudotuberculosis PB1/+ Classification: novel gene
Gene: YPTS_1631.5 Boundaries of gene: 1828938..1829111

Oligo evidence:

atatttctattgctcgctatagecgecttaatctcaatttagtctgttatcattttgtttttacaacaac

Peptide evidence:

Frame +1 |

NA

Frame +2 | 11l | |

Frame +3 I I
Proposed sequence (peptide evidence in red): 57aa

+) strand
LQDNTVSTLRSLVGFDDISIARYSRLNLNLVCYHFVFTTTIPAIRVLKATHHPTAPP *) :b

2X0I
|1528900 1825000 182810




Error 43

Strain: Y. pestis CO92 Classification: novel gene

Gene: YP0O2180.5 Boundaries of gene:2455494..2455703

Oligo evidence:

ggttctatgttttatcacggcetctgagettaactattcttaggtatgattttcgtgatttaaatcacaaa

Frame +1

Peptide evidence: Frame+2 | || 1] nilin
MIVIIAIWVVFNDVKITLSLLLINK Frame +3 | D |
Cha
(+) strand —
Proposed sequence (peptide evidence in red): 69aa r—
VVLCFITALSLTILRYDFRDLNHKNIKLTPFSIHFLRMIVIIAIWVVFNDVKITLSLLLINKKHFNGIG 455400 |zass500 |zass600 245,
Error lacking threshold of evidence
Strain: Y. pestis pestoides F Classification: novel gene
Gene: YPDSF_0955.5 Boundaries of gene: complement(1081169..1081375)
Oligo evidence:
ggttctatgttttatcacggctctgagcettaactattcttaggtatgattttcgtgatttaaatcacaaa EDSlZUD 1081300 EDSUIU
(-) strand b

Peptide evidence:
NA

Proposed sequence (peptide evidence in red): 69aa
VVLCFITALSLTILRYDFRDLNHKNIKLTPFSIHFLRMIVIIAIWVVENDVKITLSLLLINKKHFNGIG

Frame-1 |
Frame -2 |

Frame-3 || | |

exXan

Error lacking threshold of evidence

Strain: Y. pseudotuberculosis PB1/+ Classification: novel gene

Gene: YPTS_2171.5 Boundaries of gene: 2397290..2397496

Oligo evidence:

ggttctatgttttatcacggctctgagcettaactattcttaggtatgattttcgtgatttaaatcacaaa
Peptide evidence:

NA

Proposed sequence (peptide evidence in red): 69aa
VVLCFITALSLTILRYDFRDLNHKNIKLTPFSIHFLRMIVIIAIWVVFENDVKITLSLLLINKKHFNEIG

Frame +1
Frame +2
Frame +3

(+) strand

97200

EX0n
2397300 |zz97200




Error 44

Strain: Y. pestis CO92 Classification: novel gene
Gene: YPO199.5 Boundaries of gene: complement(215050..215436)

Oligo evidence:

attattaaaaaagctcctggttttttgcttcgtaaacacgtgataaatccecectegtttgeactactgge
0 215100 215200 |z15300 |2
. ) (-) strand [|
Peptide evidence: exon
Frame -1 I {- [|
(M1

KAPGFLLRKHVINPPR Frame -2 " I I I I

Frame-3 | | I | (. I

Proposed sequence (peptide evidence in red): 128aa
VTSKPLVKRTRQTLRSAELGFFGVVVYTRVHTPRFCGHASNAGTLLLATFMLRGLRTSWLIVAIIKKAPGFLLRKHVINPPRLHYWQRTRTQNFMADYLRCQEIYSITRITMPVAADVLGSNPR
SEYS

Error lacking threshold of evidence

Strain: Y. pestis pestoides F Classification: novel gene

Gene: YPDSF_124.5 Boundaries of gene: complement(141564..141947)
Oligo evidence: 141600 141700 |1a1800 141000
attattaaaaaagctcctggttttttgcttcgtaaacacgtgataaatccccctcgtttgcactactggc (_) Strand
exon
Peptide evidence: Frame-1 || | | I
Frame -2 | I | I I I I I I
NA
Frame -3 I I

Proposed sequence (peptide evidence in red): 128aa
VTSKPLVKRTRQTLRSAELGFFGVVVYTRVHTPRFCGHASNAGTLLLATFMLRGLRTSWLIVAIIKKAPGFLLRKHVINPPRLHYWQRTRTQNFMADYLRCQEIYSITRITMPVAADVLGSNPR
SEYS

Error lacking threshold of evidence

Strain: Y. pseudotuberculosis PB1/+ Classification: novel gene
Gene: YPTS_3897.5 Boundaries of gene: 4334109..4334492

Oligo evidence:
attattaaaaaagctcctggttttttgcttcgtaaacacgtgataaatccccctegtttgeactactgge

Peptide evidence:
Frame +1 (. | 1 I I
" frome 12| L
Frame +3 | | |
(+) strand 7
EXol
4334100 4334200 |a334300 4334400 4

Proposed sequence (peptide evidence in red): 128aa
VTSKPLVKRTRQTLRSAELGFFGVVVYTRVHTPRFCGHASNAGTLLLATFMLRGLRTSWLIVAIIKKAPGFLLRKHVINPPRLHYWQRTRTQNFMADYLRCQEIYSITRITMPVAADVLGSNPR
SEYS




Error 45

Strain: Y. pestis CO92
Gene: YPO1651.5

Oligo evidence:

ggtcagtacgctttgtaccgecaggetecttaactcttctcageatgttatatcecctactgattaccte

Peptide evidence:

RIQTLSLAVILAIVNALIFNMPMFNMPMDNMPMDNA

Proposed sequence (peptide evidence in red): 72a

Classification: novel gene

Boundaries of gene: complement (1877589..1877807)

(-) strand
Frame -1
Frame -2

Frame -3

1877600

eXon

l1a77700

s
¢

LGHKRIQTLSLAVILAIVNALIFNMPMFNMPMDNMPMDNAPMRQWSVRFVPPGSLTLLSMLYPLLITSFDGM

Error lacking threshold of evidence

Strain: Y. pestis pestoides F
Gene: YPDSF_1795

Oligo evidence:

ggtcagtacgctttgtaccgecaggetecttaactcttctcageatgttatatcecctactgattaccte

Peptide evidence:

NA

Classification: annotated as hypothetical protein/upstream start site

Boundaries of gene: 2032150..2032383

Frame +1 .53'
Frame +2 I
Frame +3 |

(+) strand

TPDSF_1795

TIDEF_179 exon

|2DSZZDD

|2032300

Proposed sequence (peptide evidence in red): 77aa 10 I
Current sequence underlined
LGHKRIQTLSLAVILAIVNALIFNIPMENMPMDNMPMDNMPMDNAPMRQWSVRFVPPGSLTLLSMLYPLLITSFDGM
Error lacking threshold of evidence
Strain: Y. pseudotuberculosis PB1/+ Classification: novel gene
Gene: YPTS_2499.5 Boundaries of gene: 2776866..2777084
Oligo evidence:
ggtcagtacgctttgtaccgecaggetecttaactcttctcageatgttatatcecctactgattaccte Frame +1 I 11 .
Frame +2
Peptide evidence: I I I
Frame +3 :“
NA (+)strand  _Jr L b
EXOn
0 lz775300 lz777000
Proposed sequence (peptide evidence in red): 72aa

LGHKRIQTLSLAVILAIVNALIFNIPMFNMPMDNMPMDNAPMRQWSVRFVPPGSLTLLSMLYPLLITSFDGM




Error 47

Strain: Y. pestis CO92
Gene: YPO2654.5

Classification: novel gene

Oligo evidence:

Boundaries of gene: complement(2982147..2982344)

2982000 2982300
NA (-) strand
Peptide evidence: Frame -1 | | 1] ]
DAAAFNLHLNSQHK Frame -2 | | | | | |
o Frame-3 | |||]] || @@ I
Proposed sequence (peptide evidence in red): 65aa
LPVSVVGVKISKTGNYTILFTVSSLVRQMKMLGAHLDALAKDAAAFNLHLNSQHKNTDNFSGDNT
Strain: Y. pestis pestoides F Classification: annotated as hypothetical protein
Gene: YPDSF_1618 Boundaries of gene: 1812608..1812946
Oligo evidence:
cagtcaacttttgagaaacagcataagacatggcaatcaagctataatgcgttgcaatatgagetggaac
aaactcaatacggcgaatacactaccggaacagcattcactggtcaggcaaatgaaaatgetgggggcac
Frame +1
Peptide evidence: | " ||| ” | | ||”
Frame+2 | [ INMEEDT} |||
DAAAFNLHLNSQHK -
MLGAHLDALAK YPDSF_1 CI CDS 3
KLNTANTLPEQHSLVR Frame +3 | | | | | | | | |
(stand TP
T exon exon
|1a12600 |151290

Current sequence (peptide evidence in red): 112aa

MTMRELEVQFLKAMSELQSTFEKQHKTWQSSYNALQYELEQSKARESALRVKNEMLLRKLNTANTLPEQHSLVRQMKMLGAHLDALAKDAAAFNLHLNSQHKNTDNFSGDNT

Strain: Y. pseudotuberculosis

Classification: annotated as hypothetical protein

Gene: YPTS_3068 Boundaries of gene: 3397910..3398248
Oligo evidence: Frame +1 | || ||| || | | ” ”
cagtcaacttttgagaaacagcataagacatggcaatcaagctataatgegttgcaatatgagetggaac Frame +2 | m | ”
aaactcaatacggcgaatacactaccggaacagcattcactggtcaggcaaatgaaaatgetgggggcac
Y CDS CDS
Frame +3 | | | | | |
Peptide evidence:
() strand 1+ )
KLNTANTLPEQHSLVR T exon  exon
TWQSSYNALQYELEQSK 3397500 |3398100

Current sequence (peptide evidence in red): 112aa

MTMRELEVQFLKAMSELQSTFEKQHKTWQSSYNALQYELEQSKARESALRVKNEMLLRKLNTANTLPEQHSLVRQMKMLGAHLDALAKDAAAFNLHLNSQHKNTDNFSGDNT




Error 88

Strain: Y. pestis pestoides F plasmid MT
Gene: YPDSF_4088.5

Oligo evidence:
NA

Peptide evidence:

Classification: novel gene
Boundaries of gene: 60858..61109

Frame +1 | | || | ||
HIQEAIEYALSK
SVWSTPDVPEHHATQIR Erame +2 ||| | ” | | | |
Fame+3 || I I | [T
Ch3 CD3 ¥PDEF £
(+) strand
TPDSF_&
lsosoo l61200
Proposed sequence (peptide evidence in red): 83aa
MKSHPNKHIQEAIEYALSKGWVWVPAGKSAHCFCKLRCGDKSGEHTSHHRSVWSTPDVPEHHATQIRQAVDQCGRIKNQMSKK
Error 48
Strain: Y. pestis CO92 plasmid MT Classification: novel gene
Gene: YPMTL.53¢.5 Boundaries of gene: 55421..55672 Frame+1 || || ||| ] | |
Oligo evidence: Frame +2 ||| [ [y | |[
NA CD3 CDS ’
Frame+3 ||| | | Il
Peptide evidence: (+) strand [
15200 55500

HIQEAIEYALSK
SVWSTPDVPEHHATQIR

Proposed sequence (peptide evidence in red): 83aa

MKSHPNKHIQEAIEYALSKGWVWVPAGKSAHCFCKLRCGDKSGEHTSHHRSVWSTPDVPEHHATQIRQAVDQCGRIKNQMSKK

Strain: Y. pseudotuberculosis PB1/+
Gene: no ortholog




Error 49

Strain: Y. pestis CO92 Classification: upstream start site
Gene: YPO0099 Boundaries of gene: complement (108358..109674)

Oligo evidence:

atattagaacaaaatggttggggaaggcgctgttaacttcgggttattccacaacgttcatagetgettt
aagtcaatatacgctatgacgctttccectttgaaaagtttggtcaatttcctgggegtataatctctat (-) strand 'D{;SDD %086'00 105200 102200 |1395|D|D
Peptide evidence: TPOO029 exon exon
Frame-1 |{ Ci
TPOOOS9 (5]
DAVEYIR | O 11
Frame-3 |l [ [[ | [I1 [ 11l I FEEEE TN

Proposed sequence (peptide evidence in red): 438aa
MMGITERGMSSNQIFRRDAVEYIRTKWLGKALLTSGYSTTFIAALCAIFLVLLITLHYGTYTRRINVNGEVISQPHPINIFSPQQGFITKKWVEVGDIVRKGQHLYQIDVSRTTFSGNVSLNSLEAI
NNQLSQIDSIHNNTQKNKELTLLNLRQQLAQYQKAHKKSQELVDNAGKGMDDMRRTMASYGTYQRQGLITKDQLTNQRSLFYQQQNAFQSLNTQLIQESLQIAKLESEISTRASDFDNDISQ
YLFQKGDLKRQLAEVDASGMLLINSPSDGKIENMSVTQGQMVNVNDSLVQLTPSDNPYYCLVLWVPNNSVPYINTGDKVNIRYDAFPFEKFGQFPGRIISISNVPVSQQEIASYNIAPRLPNG
GLIEPYYKVIVALDDIHFRYQSKPLMLSNGLKANVTLFLEKRPLYQWMLSPFYDIKKSVTGPVNE

Strain: Y. pestis pestoides F Classification: annotated as hypothetical protein
Gene: YPDSF_3807 Boundaries of gene: 4375437..4376750
Oligo evidence:
atattagaacaaaatggttggggaaggcgctgttaacttcgggttattccacaacgttcatagetgettt Frame +1 |||| | ‘ | | | | || || ||| | || H | | | | | ||:
aagtcaatatacgctatgacgctttccectttgaaaagtttggtcaatttcctgggegtataatctctat ki3
L | A R T O R TR
Peptide evidence: Frame +3 | [ It
YELSF 3507
(+)strand © LL_L LD |3
¥ exon 807 EXOmN TP
NA |az75500 4375800 4376100 |az7ea00 |az7e

Current sequence (peptide evidence in red): 430aa
MSSNQIFRRDAVEYIRTKWLGKALLTSGYSTTFIAALCAIFLVLLITLIYGTYTRRINVNGEVISQPHPINIFSPQQGFITKKWVEVGDIVRKGQHLYQIDVSRTTFSGNVSLNSLEAINNQLSQIDSI
INNTQKNKELTLLNLRQQLAQYQKAHKKSQELVDNAGKGMDDMRRTMASYGTYQRQGLITKDQLTNQRSLFYQQQNAFQSLNTQLIQESLQIAKLESEISTRASDFDNDISQYLFQKGDLK
RQLAEVDASGMLLINSPSDGKIENMSVTQGQMVNVNDSLVQLTPSDNPYYCLVLWVPNNSVPYINTGDKVNIRYDAFPFEKFGQFPGRIISISNVPVSQQEIASYNIAPRLPNGGLIEPYYKVI
VALDDIHFRYQSKPLMLSNGLKANVTLFLEKRPLYQWMLSPFYDIKKSVTGPVNE

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as secretion protein HlyD family protein
Gene: YPTS_0094 Boundaries of gene: 98853..100169

Oligo evidence:

aagtcaatatacgctatgacgctttccectttgaaaagtttggtcaatttectgggegtataatctctat |ggggg |gg3gg |99500 |99900
tattagaacaaaatggttggggaaggcgctgttaacttcgggttattccacaacgttcatagetgettt (_) strand 1 7] | (-) strand £ | ]
TPTS 0094 EX0ON EX0n
Peptide evidence: Frame-1 | |
TPT3_ 0094
e O T
NA
frame-3 O || [0 [ 11 1 (R

Current sequence (peptide evidence in red): 430aa
MSSNQIFRRDAVEYIRTKWLGKALLTSGYSTTFIAALCAIFLVLLITLIYGTYTRRINVNGEVISQPHPINIFSPQQGFITKKWVEVGDIVRKGQHLYQIDVSRTTFSGNVSLNSLEAINNQLSQIDSI
INNTQKNKELTLLNLRQQLAQYQKAHKKSQELVDNAGKGMDDMRRTMASYGTYQRQGLITKDQLTNQRSLFYQQQNAFQSLNTQLIQESLQIAKLESEISTRASDFDNDISQYLFQKGDLK
RQLAEVDASGMLLINSPSDGKIENMSVTQGQMVNVNDSLVQLTPSDNPYYCLVLWVPNNSVPYINTGDKVNIRYDAFPFEKFGQFPGRIISISNVPVSQQEIASYNIAPRLPNGGLIEPYYKVI
VALDDIHFRYQSKPLMLSNGLKANVTLFLEKRPLYQWMLSPFYDIKKSVTGPVNE



Error 50

Strain:Y. pestis CO92 Classification: upstream start site
Gene: YPO0453 Boundaries of gene: 478173..478562

Oligo evidence:

ttatcatgacaaaacaatttttgactgacgaaaaacaagtgtcggattcacttaataggcagacggetgg
agcactggttgagctttgtcgegetgttgcaaaacgegattacacaagatcttcatctgectttactgea Frame+1 | ||| L0 0T

Peptide evidence:
Frame+2 | [ | [[ | ||| |

SQLGAGIATITR Frame +3 || | ml

SWLEAQLLANKR CD5 2 CD: CDS
TKQFLTDEKQVSDSLNR (+) strand [T BT [ [r

EXONn exon

Proposed sequence (peptide evidence in red): 130aa la75200 |a7850

Current annotation is underlined

MTKQFLTDEKQVSDSLNRQTAGNPYSAADPALSAEDNQHWLSFVALLQNAITQDLHLPLLQLMLTPDERTALGTRVRIIEELMRGELSQRELKSQLGAGIATITRGSNSLKTAPPQLKSWLEA
QLLANKR

Strain: Y. pestis pestoides F Classification: annotated as Trp operon repressor
Gene: YPDSF_3181 Boundaries of gene: complement (3620475..3620873)

Oligo evidence:

ttatcatgacaaaacaatttttgactgacgaaaaacaagtgtcggattcacttaataggcagacggetgg
agcactggttgagctttgtcgegetgttgcaaaacgegattacacaagatcttcatctgectttactgea

Peptide evidence: @520400 3620700
(-) strand q g 14 1
TPDEF_318 exon exon
SQLGAGIATITR Frame -1 LT 1T
SWLEAQLLANKR
Frame-2 — [[[[ (I 11 Il

Frame -3 I |{.E.:| |

Current sequence (peptide evidence in red): 130aa
MTKQFLTDEKQVSDSLNRQTAGNPYSAADPALSAEDNQHWLSFVALLONAITQDLHLPLLOQLMLTPDERTALGTRVRIEELMRGELSQRELKSQLGAGIATITRGSNSLKTAPPQLKSWLEA
QLLANKR

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as Trp operon repressor
Gene: YPTS_0618 Boundaries of gene: 687936..688334
Oligo evidence:
ttatcatgacaaaacaatttttgactgacgaaaaacaagtgtcggattcacttaataggcagacggetgg
agcactggttgagctttgtcgegetgttgeaaaacgegattacacaagatcttcatctgectttactgea Frame+1 | ||| [T
Peptide evidence:
Frame+2 | || [[ [|l| |
SQLGAGIATITR Frame+3 | | G p|
SWLEAQLLANKR TPTS 0615 CDh3 CD3
(+) strand | I b
EX0n exon
l6s7900 l6ssz00
Current sequence (peptide evidence in red): 130aa

MTKQFLTDEKQVSDSLNRQTAGNPYSAADPALSAEDNQHWLSFVALLQNAITQDLHLPLLQLMLTPDERTALGTRVRIIEELMRGELSQRELKSQLGAGIATITRGSNSLKTAPPQLKSWLEA
QLLANKR



Error 51

Strain: Y. pestis pestoides F Classification: expressed pseudogene
Gene: YPDSF_0112 /YPDSF_0111 Boundaries of gene: Frame-2: complement (130808..131353)
Frame -1: complement (130372..130806)

Oligo evidence:

acatgcgctgaaacaacgttggecagcageagaaatccacgtattagcgaataaatataatcaatecgtg
aaactcaatgcgcaggctgaattgctcatttttcatgatccagcagaacaaccatccgagcagcaattag () strand g ESDSDDQ K |i30|800 |i3110<T ] |
Peptide evidence: TPDSF_O111 exon  YPDGF 0112 EX0n
P ' Frame-1 | I NI
HEALSGFALMPELGR Frame-2 [ | [ [ | [IIl @& o Il
NPDVSAVHTYVYSK cos cos
frame-3 || (Il | e e

Proposed sequence (peptide evidence in red):

Frame-2: 182aa
MQRILVIRIDFLGDMVCTTALLHALKQRWPAAEIHVLANKYNQSVLARNPDVSAVHTYVYSKQCERNQRPGRLMALFDRLALIWRLRRLGFDLLLIPNGGMNKNSIQFAKQLNVADRRWH
TAETEFDDRNPEHVATRPIRHEALSGFALMPELGRVDIETLKLHVYPEPQLOAKWQADLGGK

Frame-1: 145aa
DRPRVGLFISNKSAQRRWSWDKWRQLALKLNAQAELLIFHDPAEQPSEQQLAGLTARCLSTPSTDDLMAAMSQLDLVISADSAPVHIGSALQIPVVALFESRPEKYLRWYPLGVRHVLVHAG
PQVEDIHVDAVESAARSLLTTD

Strain: Y. pestis C092 Classification: annotated as putative sugar transferase
Gene: YPO0186 Boundaries of gene: 203866..204846

Oligo evidence:

acatgcgctgaaacaacgttggccagcageagaaatccacgtattagcgaataaatataatcaatecgtg
aaactcaatgcacaggctgaattgctcatttttcatgatccagcagaacaaccatccgagcagcaattag

100 |z0an00 |z04300 |z04s00 |
(-) strand q T |

TPOOLG6 EXan

eXan
HEALSGFALMPELGR F -1 (-:|
HVLVHAGPQVEDIHVDAVESAAR rame | qg a6 g m DS S |||
LHVYPEPQLQAK
LNAQAEL LFHDPAEQPSEQQLAGLTAR Frame-2 [ [ [ [ LEE T T T
NPDVSAVHTYVYSK
WHTAETEFDDRNPEHVATRPIR Frame -3 | | | ||| ” | || | ||| | | | |
WPAAEIHVLANKYNQSVLAR

Peptide evidence:

Current sequence (peptide evidence in red): 326aa
MQRILVIRIDFLGDMVCTTALLHALKQRWPAAEIHVLANKYNQSVLARNPDVSAVHTYVYSKQCERNQRPGRLMALFDRLALIWRLRRLGFDLLLIPNGGMNKNSIQFAKQLNVADRRWH
TAETEFDDRNPEHVATRPIRHEALSGFALMPELGRVDIETLKLHVYPEPQLOAKWQADLGGKDRPRVGLFISNKSAQRRWSWDKWRQLALKLNAQAELLIFHDPAEQPSEQQLAGLTARCL
STPSTDDLMAAMSQLDLVISADSAPVHIGSALQIPVVALFESRPEKYLRWYPLGVRHVLVHAGPQVEDIHVDAVESAARSLLTTD

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as glycosyl transferase family protein
Gene: YPTS_3910 Boundaries of gene: 4344683..4345663

Oligo evidence:
acatgcgctgaaacaacgttggccagcagcagaaatccacgtattagegaataaatataatcaateegtg Frame +1 || | || || | | ||||| | | I | || | | || |
aaactcaatgcacaggctgaattgctcatttttcatgatccagcagaacaaccatccgagcagcaattag
Frame +2 | [N -ﬁb
Peptide evidence: |” e — g; D DS DS
framesa> | 1 111 ML 1 1l
HVLVHAGPQVEDIHVDAVESAAR
LHVYPEPQLQAK (+)strand » |1 [ | |}
NPDVSAVHTYVYSK YP exon O exOn
4344600 |4344900 |a345200 |azass00

Current sequence (peptide evidence in red): 326aa
MQRILVIRIDFLGDMVCTTALLHALKQRWPAAEIHVLANKYNQSVLTRNPDVSAVHTYVYSKQCERNPRPGRLMALFDRLALIWRLRRLGFDLLLIPNGGMNKNSIQFAKQLNVADRRWHT
AETEFDDRNPEHVATRPIRHEALSGFALMPELGRVDIETLKLHVYPEPQLOAKWRADLGEKDRPRVGLFISNKSAQRRWSWDKWRQLALKLNAQAELLIFHDPAEQPSEQQLAGLTARCLST
PSTDDLMAAMSQLDLVISADSAPVHIGSALQIPVVALFESRPEKYLRWYPLGVRHVLVHAGPQVEDIHVDAVESAARSLLTTD



Error 52

Strain: Y. pestis pestoides F
Gene: YPDSF_0343 /YPDSF_0344

Classification: expressed pseudogene/frameshift
Boundaries of gene: Frame+3: 386646..387149

. . Frame+2: 387149.. 387298
Oligo evidence:

atataagttaattcaattaatgcataagtccggtaaaccaattggattgatgtgtatttctccggtgatg
attgaaattatgggggggagcatgttatttgcectgetgatgacgttgtcattgatttggaaaataaagt
aaagtggtgacgacaccggcttacatgttggetggttccatttcagaageggctaaaggtattgataaat Frame +1 | || | | | ” ” | | | ”| |I [
ttggctggttccatttcagaageggctaaaggtattgataaattggtgacgaaagtcttggatttaactg 1
Frame+2 | || [l [ [0 [ B
Peptide evidence: CDE
Frame+3 || [ |
AGAEVLFFAPDKPQLHVINHITGEIVAEER DS CDs
Tl e srana ] -
TPDEF_0343 eXOn  eXon :¥oh
|358700 |ss7000

Proposed sequence (peptide evidence in red):

Frame+3: 168aa
MKTVGVVLSGCGVLDGAEIHESVLTMLALDRAGAEVLFFAPDKPQLHVINHITGEIVAEERNVLVESARIARGLITPLSAADPEVLDALIVLGGFGAAKNLCDFAIKGGECSVEPDLYKLIQLMH
KSGKPIGLMCISPVMLPKLLGKPIRLTIGNDPDTIDAIEIMGG

Frame+2: 49aa
EHVICPADDVVIDLENKVVTTPAYMLAGSISEAAKGIDKLVTKVLDLTE

Strain: Y. pestis CO92
Gene: YPO3553

Classification: annotated as isoprenoid biosynthesis protein with
amidotransferase-like domain

. . Boundaries of gene: 3961893..3962546
Oligo evidence:

tggcctgatcacccecctttetgeggetgatccagaggtattagatgcactaatcgtaccgggaggtttt

aataagttaattcaattaatgcataagtccggtaaaccaattggattgatgtgtatttctccggtgatg

aaagtggtgacgacaccggcttacatgttggetggttccatttcagaageggctaaaggtattgataaat 200 |3962100 |3%24DD
ttggctggttccatttcagaageggctaaaggtattgataaattggtgacgaaagtcttggatttaactg (-) strand | L g | | M
EXON eXon  exon
Peptide evidence: Frame -1 :] || |” ” | ” || | | || | ” |
AGAEVLFFAPDKPQLHVINHITGEIVAEER frame-2 || | I I | 114

GLITPLSAADPEVLDALIVPGGFGAAK
NVLVESAR
VVTTPAYMLAGSISEAAK

Current sequence (peptide evidence in red): 217aa

e CD3

Frame -3 m|

CDS CDa

MKTVGVVLSGCGVLDGAEIHESVLTMLALDRAGAEVLFFAPDKPQLHVINHITGEIVAEERNVLVESARIARGLITPLSAADPEVLDALIVPGGFGAAKNLCDFAIKGGECSVEPDLYKLIQLMH
KSGKPIGLMCISPVMLPKLLGKPIRLTIGNDPDTIDAIEIMGGEHVICPADDVVIDLENKVVTTPAYMLAGSISEAAKGIDKLVTKVLDLTE

Strain: Y. pseudotuberculosis PB1/+
Gene: YPTS_3683

Oligo evidence:
tggcctgatcacccecctttetgeggetgatccagaggtattagatgcactaatcgtaccgggaggtttt
atataagttaattcaattaatgcataagtccggtaaaccaattggattgatgtgtatttctecggtgatg
aaagtggtgacgacaccggcttacatgttggetggttccatttcagaageggctaaaggtattgataaat

Peptide evidence:

AGAEVLFFAPDKPQLHVINHITGEIVAEER
GIDKLVTK
GLITPLSAADPEVLDALIVPGGFGAAK
NVLVESAR

VVTTPAYMLAGSISEAAK

Current sequence (peptide evidence in red): 217aa

Classification: annotated as isoprenoid biosynthesis protein with amidotransferase-like domain
Boundaries of gene: 4103437..4104090

103400

laroz700

4104000

(-)strand FT ] g ] 4

toexon 383
Frame -1 || | |

Frame -2 I || |

CDS 1 683 CDS CD3
Frame-3 11 IIEIT 00T 1100 1

(= duiek EX0n

MKTVGVVLSGCGVLDGAEIHESVLTMLALDRAGAEVLFFAPDKPQLHVINHITGEIVAEERNVLVESARIARGLITPLSAADPEVLDALIVPGGFGAAKNLCDFAIKGGECSVEPDLYKLIQLMH
KSGKPIGLMCISPVMLPKLLGKPIRLTIGNDPDTIDAIEIMGGEHVICPADDVVIDLENKVVTTPAYMLAGSISEAAKGIDKLVTKVLDLTE



Error 53

Strain: Y. pestis pestoides F
Gene: YPDSF_0661/YPDSF_0662
Oligo evidence:

Classification: expressed pseudogene
Boundaries of gene: Frame+1:743029..743982
Frame+3: 743994..745100

actaactttatggagtacttctacgattacgactactggaagttggcgcaggtgattgattttatctect
ctcaccgtcgtaccgatggtgagagtgaatttatcgtggtagaaaactacagtaatgacagcaaateget
agcagccggtacaaggtagectgacgcttgecccatggggaagecgagtgctaactegetatctegaata

Peptide evidence: Frame +1 | | [ 1] | . [
Frame+2 | | ||l Il 1 e (O O
FHGAVVDHVGHIDTR
DMVDQQPVQGSLTLAPWGSR frame+3 | LU0 L00 00 TEIEIE T T w |
cDs cDs
+) strand || [T It [T I
TPDSF_0661 exon TPDSF_D662 exon exon
[7a2100 743400 |7a3700 |7aa000 724300 724500 724000

Proposed sequence (peptide evidence in red):

Frame+1: 318aa
MSKFPPLSAKVSALLHGADYNPEQWENYPDIIDKDIAMMKQAKCNVMSVGIFSWVKLEPSEGEYNFSWLDELIEKLYAAGIHIFLATPSGARPAWMSQKYPEVLRVGRDRVPALHGGRHNHCMTSPVYRQKVRQINQ
KLAERYAHHPAVIGWHISNEYGGECHCHSCQQKFRLWLQDRYQTLDNLNEAWWSAFWSHTYSDWSQIESPAPQGEVSIHGLNLDWRRFNTAQVTEFCSEEAKPLKAANPELPVTTNFMEYFYDYDYWKLAQVIDFIS
WDSYPMWHREKDETQLACYTAMYHDLMRTLKQGRPFVLMESTPS

Frame+3:368aa
ATNWQPTSKLKKPGMHILSSLQAVAHGADAVQYFQWRKSRGSVEKFHGAVVDHVGHIDTRVGREVSELGRILEAMSPVMGSKVDADVAIIFDWESRWAMDDAEGPRNCGLEYEKTVAEHYRPFWERGIAVDIINAD
CDLSGYKLVIAPMLYMVREGFAERATRFVEQGGQFVATYWSGIVNESDLCHLGGFPGPLRPLLGIWSEEIDCLADGESNQVQGLAGNKAGLQGPYQAIHLCDLIHLEGATAVARYRDDFYADRAAVTVNFVGEGKAWY
VASRNDAAFQRDFFMNIAEELNLARALDTQFPYGVTAHRRTDGESEFIVVENYSNDSKSLVLPAVYRDMVDQQPVQGSLTLAPWGSRVLTRYLE

Strain: Y. pestis CO92
Gene: YPO0852

Classification: annotated as puative beta-galactosidase
Boundaries of gene: 936164..938224

Oligo evidence:
actaactttatggagtacttctacgattacgactactggaagttggcgcaggtgattgattttatctect
ctcaccgtcgtaccgatggtgagagtgaatttatcgtggtagaaaactacagtaatgacagcaaatcget
agcagccggtacaaggtagectgacgcettgecccatggggaagecgagtgetaactcgetatctecgaata

) ) o laz6300 |s36600 |a36900 |a37200 |a37500 |s37800 |s3s100
Peptide evidence: (-)strand ~ —TT 7 T ]«
exXon exon exon
DEFMNIAEELNLAR Frame-1 [ | | ||| | | | Il [ I I II'l [ T A
DMVDQQPVQGSLTLAPWGSR
FHGAVVDHVGHIDTR Frame -2 (U f(m| I
s cps cD3
111 T 1 {1

Current sequence (peptide evidence in red): 686aa
MSKFPPLSAKVSALLHGADYNPEQWENYPDIIDKDIAMMKQAKCNVMSVGIFSWVKLEPSEGEYNFSWLDELIEKLYAAGIHIFLATPSGARPAWMSQKYPEVLRVGRDRVPALHGGRHNHCMTSPVYRQKVRQINQ
KLAERYAHHPAVIGWHISNEYGGECHCHSCQQKFRLWLQDRYQTLDNLNEAWWSAFWSHTYSDWSQIESPAPQGEVSIHGLNLDWRRFNTAQVTEFCSEEAKPLKAANPELPVTTNFMEYFYDYDYWKLAQVIDFIS
WDSYPMWHREKDETQLACYTAMYHDLMRTLKQGRPFVLMESTPSATNWQPTSKLKKPGMHILSSLQAVAHGADAVQYFQWRKSRGSVEKFHGAVVDHVGHIDTRVGREVSELGRILEAMSPVMGSKVDADVAII
FDWESRWAMDDAEGPRNCGLEYEKTVAEHYRPFWERGIAVDIINADCDLSGYKLVIAPMLYMVREGFAERATRFVEQGGQFVATYWSGIVNESDLCHLGGFPGPLRPLLGIWSEEIDCLADGESNQVQGLAGNKAGL
QGPYQAIHLCDLIHLEGATAVARYRDDFYADRAAVTVNFVGEGKAWYVASRNDAAFQRDFFMNIAEELNLARALDTQFPYGVTAHRRTDGESEFIVVENYSNDSKSLVLPAVYRDMVDQQPVQGSLTLAPWGSRVLT
RYLE

Classification: annotated as glycoside hydrolase family 42 protein
Boundaries of gene: 3568067..3570127

Strain: Y. pseudotuberculosis PB1/+
Gene: YPTS_3219
Oligo evidence:

actaactttatggagtacttctacgattacgactactggaagttggcgcaggtgattgattttatctect
ctcaccgtcgtaccgatggtgagagtgaatttatcgtggtagaaaactacagtaatgacagcaaategcet
agcagccggtacaaggtagectgacgcettgecccatggggaagecgagtgcetaactegetatctcgaata

Peptide evidence: 300 |3s6az200 3568500 |3568800 |3s65100 |3s69400 |3s5a700 |a570000
(-)strand | T T
eXon exon exon
YDOOPYOGSLTLAPIGSR Frame-1 1T T0 0w e o e o T e e
FHGAVVDHVGHIDTR
CAWDHVG Fame2  HL 1011 (N TR I TR N
Frame -3 | [l |
p§ 3219 g

Current sequence (peptide evidence in red): 686aa
MSKFPPLSAKVSALLHGADYNPEQWENYPDIIDKDIAMMKQAKCNVMSVGIFSWVKLEPSEGEYNFSWLDELIEKLYAAGIHIFLATPSGARPAWMSQKYPEVLRVGRDRVPALHGGRHNHCMTSPVYRQKVRQINQ
KLAERYAHHPAVIGWHISNEYGGECHCHSCQQKFRLWLQDRYQTLDNLNEAWWSAFWSHTYSDWSQIESPAPQGEVSIHGLNLDWRRFNTAQVTEFCSEEAKPLKAANPELPVTTNFMEYFYDYDYWKLAQVIDFIS
WDSYPMWHREKDETQLACYTAMYHDLMRTLKQGRPFVLMESTPSATNWQPTSKLKKPGMHILSSLQAVAHGADAVQYFQWRKSRGSVEKFHGAVVDHVGHIDTRVGREVSELGRILEAMSPVMGSKVDADVAII
FDWESRWAMDDAEGPRNCGLEYEKTVAEHYRPFWERGIAVDIINADCDLSGYKLVIAPMLYMVREGFAERATRFVEQGGQFVATYWSGIVNESDLCHLGGFPGPLRPLLGIWSEEIDCLADGESNQVQGLAGNKAGL
QGPYQAIHLCDLIHLEGATAVARYRDDFYADRAAVTVNFVGEGKAWYVASRNDAAFQRDFFMNIAEELNLARALDTQFPYGVTAHRRTDGESEFIVVENYSNDSKSLVLPAVYRDMVDQQPVQGSLTLAPWGSRVLT
RYLE



Error 54

Strain: Y. pestis pestoides F Classification: expressed pseudogene
Gene: YPDSF_0663 Boundaries of gene: 745212..745523

Oligo evidence:
ggtaaacgatctctccaaggttaattctgaagegctacaacaagegggggeattaggegttattattett

Peptide evidence:

VNSEALQQAGALGVIILGQEVHAIFGK

Proposed sequence (peptide evidence in red): 103aa

Frame+1 [ || |11

Frame +2 I

Frame+3 | ]
CD3
(+) strand I '
TPDEF_[ exon
745200 745500

MISLKSFMHYFSHPKPTPSFTDEEKQQAEMLLHYLGGKENIKNIDACITRLRVTVNDLSKVNSEALQQAGALGVIILGQEVHAIFGKQSDNLRKILDEHFSQS

Strain: Y. pestis C092 Classification: annotated as PTS transport protein (partial)

Gene: YPOO0851 Boundaries of gene: 935741..936052

Oligo evidence:
ggtaaacgatctctccaaggttaattctgaagegcetacaacaagegggggcattaggegttattattett

Peptide evidence:

VNSEALQQAGALGVIILGQEVHAIFGK

Current sequence (peptide evidence in red): 103aa

|335700 93600
(-) strand

TPL exon
Frame-1 | | N
Frame 2 || | |
T CDE 1
Frame-3 [[ | | | [

MISLKSFMHYFSHPKPTPSFTDEEKQQAEMLLHYLGGKENIKNIDACITRLRVTVNDLSKVNSEALQQAGALGVIILGQEVHAIFGKQSDNLRKILDEHFSQS

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as PTS system transporter subunit EIIB

Gene: YPTS_3218 Boundaries of gene: 3567644..3567955
Oligo evidence:

ggtaaacgatctctccaaggttaattctgaagegcetacaacaagegggggcattaggegttattattctt

Peptide evidence:

VNSEALQQAGALGVIILGQEVHAIFGK

Current sequence (peptide evidence in red): 103aa

2567600 356790
(-) strand
YPT exon !
Frame-1 [| [l |l
Frame -2 | || L
Frame-3 | || |
¥ cps 218

MISLKSFMHYFSHPKPTPSFTDEEKQQAEMLLHYLGGKENIKNIDACITRLRVTVNDLSKVNSEALQQAGALGVIILGQEVHAIFGKQSDNLRKILDEHFSQS




Error 55

Strain: Y. pestis pestoides F
Gene: YPDSF_0859

Oligo evidence:
tacagtgggttaaaacagtaggagactccggcaaatatgttgaactggttggtgegecgtcagataacaa Frame +1 ” | | | | || I | ” | ||
tttttgactgtatgttgatcacaaaagcgaatgtcgacaaatatacatcaccgtttgtgatgtcagagta
Frame+2 | I B [
Peptide evidence: JE— .
Frame+3 | | | 1
AQLVSNNAQGAALGAIQWVK
VGAFDGSPDAVDAVK +) strand
YVELVGAPSDNNAATR ( ) D | I D
exan  YPDSEF_0559 EXon
la7a900 79200

Proposed sequence (peptide evidence in red): 208aa

Classification: expressed pseudogene/upstream start site
Boundaries of gene: 978809..979435

LPVFIINAELNQSGLAKAQLVSNNAQGAALGAIQWVKTVGDSGKYVELVGAPSDNNAATRANGYSSVLSQYPDLKRVGKEVANWDRTQGYNKMQSMLQANPDIKGVISGNDEMALGAI
AALKEAGKIDQVKVGAFDGSPDAVDAVKAGTLAYTVLQPVAVFSAKAIEQADNFLKTGKTGARGEKQLFDCMLITKANVDKYTSPFVMSE

Strain: Y. pestis CO92
Gene: YPO2285

Classification: annotated as putative ribose-binding periplasmic protein (partial)

Boundaries of gene: 2565022..2565645

Oligo evidence: lz565000 2565300 _"|é_5_ssr
tacagtgggttaaaacagtaggagactccggcaaatatgttgaactggttggtgegecgtcagataacaa (_) strand (] | I
tttttgactgtatgttgatcacaaaagcgaatgtcgacaaatatacatcaccgtttgtgatgtcagagta exon 85 eXOR

Frame -1 |{] |

Peptide evidence: TPOZZ85

Frame-2 | |||l [ 1 LTI |
NA
Frame-3 || | | LI |

Current sequence (peptide evidence in red): 208aa

LPVFIINAELNQSGLAKAQLVSNNAQGAALGAIQWVKTVGDSGKYVELVGAPSDNNAATRANGYSSVLSQYPDLKRVGKEVANWDRTQGYNKMQSMLQANPDIKGVISGNDEMALGAI
AALKEAGKIDQVKVGAFDGSPDAVDAVKAGTLAYTVLQPVAVFSAKAIEQADNFLKTGKTGARGEKQLFDCMLITKANVDKYTSPFVMSE

Strain: Y. pseudotuberculosis PB1/+
Gene: YPTS_2281

Oligo evidence:

tacagtgggttaaaacagtaggagactccggcaaatatgttgaactggttggtgegecgtcagataacaa
tttttgactgtatgttgatcacaaaagcgaatgtcgacaaatatacatcaccgtttgtgatgtcagagta 0 |25164DD |2515700 |251?DDD |§
Peptide evidence: (-) strand 21 L !
exon exon

Frame-1 || | | LI [N I O B A
AIAANIPVFIINAELNQSGLAK
AQLVSNNAQGAALGAIQWVK Frame-2  |{ E( 0 Y R |
YVELVGARSONNAATR ¥PTS 228 0 D3 15 D3

Frame-3 | ITIE 1 WLIEE 00 T

Current sequence (peptide evidence in red): 316aa

Classification: annotated as periplasmic binding protein/Lacl transcriptional regulator
Boundaries of gene: 2516314..2517264

MFNSKHFLLLVAMTFATVFSTASWANNGLMTIIINDPSNPYWFTEGLVAKATAEKMGYSATVSAHKGDTNTESQLIDTAITNKSKAIILDPANADGSIGSVKKAIAANIPVFIINAELNQSGLAK
AQLVSNNAQGAALGAIQWVKTVGDSGKYVELVGAPSDNNAATRANGYSSVLSQYPDLKRVGKEVANWDRTQGYNKMQSMLQANPDIKGVISGNDEMALGAIAALKEAGKIDQVKVGA
FDGSPDAVDAVKAGTLAYTVLQPVAVFSAKAIEQADNFLKTGKTGARGEKQLFDCMLITKANVDKYTSPFVMSE



Error 56

Strain: Y. pestis pestoides F Classification: expressed pseudogene
Gene: YPDSF_1048/1049 Boundaries of gene: frame-2: complement (1180811..1180966)

. . frame-1: complement (1180366..1180815)
Oligo evidence:

tacgtcaatgactcagtctaagaaatttagaaatcataaatggatgtatggttggctaggtttgggggct
caccgttgcaagatcttaatcagatcagctccaaagctatttattggtcaggaagegegcetttggeggta
tctggaaccggttgatttccgtggacatttagtgacagttgttgggecgattgteggggttgaageegge

Peptide evidence: 0o 1180500 1150800
(-) strand ¢ g ] 3 I I |
FGGTVVNVK YPLEF_10 exon EX0ON  EXOn
GHLVTVVGPIVGVEAGK Frame -1 | <l | [N
oS CoS
Proposed sequence (peptide evidence in red): Frame-2 || | NI | ]
frame-2: 52aa
MAMNTSMTQSKKFRNHKWMYGWLGLGALLLSGCVTIPPAIQGTTATPLQDLN Frame -3 | I ||| | || | ||| I

frame-1: 149aa
LIRSAPKLFIGQEARFGGTVVNVKNEPNRTRLEIASVPLDSGARPILGEPSQGRVIAYVDGFLEPVDFRGHLVTVVGPIVGVEAGKIGMTPYNFVVIKATGYKRWHIAQQVIIPPTF
GPWGYRPADMWGPGWPGWYNPGPAEIQTIVTD

Strain: Y. pestis C092 Classification: annotated as putative lipoprotein
Gene: YPO2073 Boundaries of gene: 2353262..2353849

Oligo evidence:
tacgtcaatgactcagtctaagaaatttagaaatcataaatggatgtatggttggctaggtttgggggct Frame +1 | | ”l | " | || | | | ”
acgataccgectgecattcagggaacgacggegacaccgttgcaagatcttaatctgatcagatcagete
tctggaaccggttgatttccgtggacatttagtgacagttgttgggeegattgteggggttgaageegge Erame +2 | | m

YPO2073 CD3» CDS CDS

Peptide evidence: Frame+3 [ | [ | e

FGGTVVNVK ) strand
GHLVTVVGPIVGVEAGK (+) I T L T }:

IGMTPYNFWVIK X0 exon exon
LEIASVPLDSGARPILGEPSQGR 2353200 |zz52500 23525
TRLEIASVPLDSGARPILGEPSQGR

VIAYVDGFLEPVDFR

Current sequence (peptide evidence in red): 195aa
MTQSKKFRNHKWMYGWLGLGALLLSGCVTIPPAIQGTTATPLQDLNLIRSAPKLFIGQEARFGGTVVNVKNEPNRTRLEIASVPLDSGARPILGEPSQGRVIAYVDGFLEPVDFRGHLVTVVG
PIVGVEAGKIGMTPYNFVVIKATGYKRWHIAQQVIIPPTFGPWGYRPADMWGPGWPGWYNPGPAEIQTIVTD

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as Slp family outer membrane lipoprotein
Gene: YPTS_2117 Boundaries of gene: 2339996..2340601

Oligo evidence:

tacgtcaatgactcagtctaagaaatttagaaatcataaatggatgtatggttggctaggtttgggggcet
acgataccgcctgecattcagggaacgacggcegacaccgttgeaagatcttaatctgatcagatcagetc

tctggaaccggttgatttccgtggacatttagtgacagttgttgggecgattgtcggggttgaageegge Frame +1 I ||| | || | || | | | ”

Peptide evidence: Frame +2 | “:l_:|>

TPTS 211" CDS ¢ CDS CDS
FGGTVVNVK frame+3 I [T | IR .
GHLVTVVGPIVGVEAGK
IGMTPYNFWVIK (+) strand LDl D [ Db | 5
TRLEIASVPLDSGARPILGEPSQGR
VIAYVDGFLEPVDFR Bxol exan Bxon

|z340000 |z340300 |23

Current sequence (peptide evidence in red): 201aa
MAMNTSMTQSKKFRNHKWMYGWLGLGALLLSGCVTIPPAIQGTTATPLQDLNLIRSAPKLFIGQEARFGGTVVNVKNEPNRTRLEIASVPLDSGARPILGEPSQGRVIAYVDGFLEPVDFRG
HLVTVVGPIVGVEAGKIGMTPYNFVVIKATGYKRWHIAQQVIIPPTFGPWGYRPADMWGPGWPGWYNPGPAEIQTIVTD



Error 57

Strain: Y. pestis pestoides F Classification: expressed pseudogene
Gene: YPDSF_1279 / YPDSF_12780 Boundaries of gene: Frame-3: complement (1444935..1445204)

. . Frame-2: complement (1444409..1444939)
Oligo evidence:

aataaacatgacagtcggagtctttatgagcttttcaattgtacgtcgecgeattgttctgggeatggtg
gccaacgcattggetgaacacatgggggtcaaagctaaaatcacgccaaccaaatgggatgetggecteg
tattcaagtactgaccaaaaaaggtaacgaaggccagtttactaagccagaagatttacagggtaagaag

|1244500 |1244800 |1a4510¢
Peptide evidence:  KGNEGQFTKPEDLQGK (-)strand ] 4 [ 1] 4 1
KGNEGQFTKPEDLQGKK TPLSF_1279 exon exon 12380 exon

KNNPELLAAVNNAIAEMQK Frame -1 | | | || | | | |||
KTNDALAVAGPAFAR

KVGVGLGSNYE
KYDFSTPYTVSGCI)SI\II_EI'K Frame-2 | (I | 11
NNPELLAAVNNAIAEMQK

Che CDo 303
VGVGLGSNYEQWLR frame-3 D10 11 I I |
YDFSTPYTVSGIQVLTK

Proposed sequence (peptide evidence in red):
Frame-3: 90aa
MSFSIVRRRIVLGMVAVALATGLNVKSYAAGDLLEQVKQRGTLIVGLEGTYPPFSFQGEDGKLTGFEVDFANALAEHMGVKAKITPTKWD

Frame-2: 176aa
GMLASLESKRIDVAINQVTISDERKKKYDFSTPYTVSGIQVLTKKGNEGQFTKPEDLOGKKVGVGLGSNYEQWLRENLKDVDIRTYDDDPTKYQDLRVGRTDAILVDRLAALDLVKKTNDALA
VAGPAFARQESGVAMRKNNPELLAAVNNAIAEMQKDGTLAKISEKYFGADVTQ

Strain: Y. pestis CO92 Classification: annotated as fliY
Gene: YPO1846 Boundaries of gene: 2090975..2091775

Oligo evidence:

aataaacatgacagtcggagtctttatgagcttttcaattgtacgtcgccgeattgttctgggeatggtg
tattcaagtactgaccaaaaaaggtaacgaaggccagtttactaagccagaagatttacagggtaagaag Frame +1 | | | | | ||| ||| | | | || | |I | | || || | |:
b

Peptide evidence: Frame +2 | [ D I )

Chi CD3 Cl CD CD3 CDS D3

£13i
KGNEGQFTKPEDLQGK Frame+3 |[|[| | ||
KGNEGQFTKPEDLQGKK
KNNPELLAAVNNAIAEMQK (+) strand [T [T i
KTNDALAVAGPAFAR
KYDFSTPYTVSGIQVLTK exon exon
LTGFEVDFANALAEHMGVK 2091000 |za91300 |z091600
NNPELLAAVNNAIAEMQK
RIDVAINQVTISDER
TYDDDPTK
VGVGLGSNYEQWLR
YDFSTPYTVSGIQVLTK

Current sequence (peptide evidence in red): 266aa
MSFSIVRRRIVLGMVAVALATGLNVKSYAAGDLLEQVKQRGTLIVGLEGTYPPFSFQGEDGKLTGFEVDFANALAEHMGVKAKITPTKWDGMLASLESKRIDVAINQVTISDERKKKYD
FSTPYTVSGIQVLTKKGNEGQFTKPEDLQGKKVGVGLGSNYEQWLRENLKDVDIRTYDDDPTKYQDLRVGRTDAILVDRLAALDLVKKTNDALAVAGPAFARQESGVAMRKNNPELL
AAVNNAIAEMQKDGTLAKISEKYFGADVTQ

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as cystine transporter subunit
Gene: YPTS_1847 Boundaries of gene: 2076110..2076910

Oligo evidence:

aataaacatgacagtcggagtctttatgagcttttcaattgtacgtcgecgeattgttctgggcatggtg
tattcaagtactgaccaaaaaaggtaacgaaggccagtttactaagccagaagatttacagggtaagaag

Frame +1 0 (A 1Y O A R
3
Frame+2 | [ GGG DTG

" || |YPTS 1547 CI . CDr CDS CDS D3

Peptide evidence:

KGNEGQFTKPEDLQGK —
KGNEGQFTKPEDLQGKK Frame +3 I 1l N I | A
KNNPELLAAVNNAIAEMQK

KTNDALAVAGPAFAR (+)strand | [TB T [
KVGVGLGSNYEQWLR -
KYDFSTPYTVSGIQVLTK exon i_1847 eXan

TNDALAVAGPAFAR 176000 |z076300 |z076600 |z
TYDDDPTK
VGVGLGSNYEQWLR

Current sequence (peptide evidence in red): 266aa
MSFSIVRRRIVLGMVAVALATGLNVKSYAAGDLLEQVKQRGTLIVGLEGTYPPFSFQGEDGKLTGFEVDFANALAEHMGVKAKITPTKWDGMLASLESKRIDVAINQVTISDERKKKYD
FSTPYTVSGIQVLTKKGNEGQFTKPEDLQGKKVGVGLGSNYEQWLRENLKDVDIRTYDDDPTKYQDLRVGRTDAILVDRLAALDLVKKTNDALAVAGPAFARQESGVAMRKNNPELL
AAVNNAIAEMQKDGTLAKISEKYFGADVTQ



Error 58

Strain: Y. pestis pestoides F Classification: expressed pseudogene
Gene: YPDSF_1364 / YPDSF_1365 Boundaries of gene: Frame-3: complement (1530987..1531292)
- - Frame-1: complement (1529950..1530987)

Frame-2:complement (1529726..1529950
Oligo evidence: p ( )

tatttattgccattttggcagataaactgccgectaaacaaagggataaageccgeattateggtttate
aaattcgcgagcagttgttagataccccacacagtttgttecctgtttgecgegactctttggatcaaat

Peptide evidence:
1529700 1530000 1530300 1530600 1530900 1531200
() strand { g | 4T T 1 1]
TPDSF_1364 EXOm TPDEF_1 exon

AKDLLVAIER Frame-1 | | | El | et 11l
DSLDQIIGVWR ey

Frame -2 | T 1 O B 1 e+ 1

Frame-3 ||l I | ||| T 1 (A I

Proposed sequence (peptide evidence in red):
Frame-3: 102aa
MFLFSESDMELLMDPSIWAGLLTLVVLEIVLGIDNLVFIAILADKLPPKQRDKARIIGLSLALIMRLGLLSVISWMVTLTTPLFSVGAFNFAGRDLILLVGG

Frame-1: 347aa
MFLLFKATTELHERLEGNQHNDGANRGYASFWAVVVQIVILDAVFSLDAVITAVGMVNDLPIMMTAVVIAMGVMLLASKSLTRFVNEHPTVVVLCLSFLLMIGLSLIAEGFGFHIPKGYLYAA
IGFSILIELFNQIARRNFIKHESRLPRRQRTAEAIIRLMGGRQQQEQQSGDPQQAVPTEAFAEEERYMISGVLTLASRSLRSVMTPRTEISWVDCNRSQAEIREQLLDTPHSLFPVCRDSLDQIIG
VVRAKDLLVAIERGESICDFAATTPPIVVPDTMDVINLLGVLRKAKGRLVVVNDEFGVVQGLVTPLDVLEAIAGEFPDEDETPDIIADGDGWLVKGG

Frame-2: 74aa
ADLHSLEQALDCQTLVSPTADYASLAGLLLSHSGHMPTAGDVIELHNLRFQIMDVSDYRIELVRITKLSNELEE

Strain: Y. pestis C092 Classification: annotated as putative membrane protein yoaE
Gene: YPO1759 Boundaries of gene: 2004523..2005917
Oligo evidence:
ggtggtattagagattgttctgggceattgatcatgegtttggggcetgttgtcggtcatttcatggatggt
aaattcgcgagcagttgttagataccccacacagtttgtteectgtttgecgegactctttggatcaaat

Peptide evidence: Frame +1 | I I ||
yoak
NA Frame+2 | [ | [ [LILICM0 1 T N I I I
Frame +3 |1 1 o |
(+) strand [F [ T I
X0 EXOn
2 |zo04s00 |z004s00 |z005200 |zooss00 |z005800

Current sequence (peptide evidence in red): 464aa
LFWALIMRLGLLSVISWMVTLTTPLFSVGAFNFAGRDLILLVGGLFLLFKATTELHERLEGNQHNDGANRGYASFWAVVVQIVILDAVFSLDAVITAVGMVNDLPIMMTAVVIAMGVMLLAS
KSLTRFVNEHPTVVVLCLSFLLMIGLSLIAEGFGFHIPKGYLYAAIGFSILIELFNQIARRNFIKHESRLPRRQRTAEAIIRLMGGRQQQEQQSGDPQQAVPTEAFAEEERYMISGVLTLASRSLRSV
MTPRTEISWVDCNRSQAEIREQLLDTPHSLFPVCRDSLDQIIGVVRAKDLLVAIERGESICDFAATTPPIVVPDTMDVINLLGVLRKAKGRLVVVNDEFGVVQGLVTPLDVLEAIAGEFPDEDET
PDIIADGDGWLVKGGADLHSLEQALDCQTLVSPTADYASLAGLLLSHSGHMPTAGDVIELHNLRFQIMDVSDYRIELVRITKLSNELEE

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as integral membrane protein TerC
Gene: YPTS_1759 Boundaries of gene: 1986376..1987920
Oligo evidence:

tatttattgccattttggcagataaactgccgectaaacaaagggataaageccgeattateggtttate
aaattcgcgagcagttgttagataccccacacagtttgttcecctgtttgecgegactctttggatcaaat

Peptide evidence: Frame +1 " | G I
¥PTS_L750 CDg
Frame +2 I e | e e N I O
DSLDQIIGVVR
° Frame+3 |1 | [ LIl 11 [ T N | A T
(+) strand I ) LI b
FPT exon 54043
|1586300 1586500 1386200 |1587200 1587500 1387800

Current sequence (peptide evidence in red): 514aa
MELLMDPSIWAGLLTLVVLEIVLGIDNLVFIAILADKLPPKQRDKARIIGLSLALIMRLGLLSVISWMVTLTTPLFSVGAFNFAGRDLILLVGGLFLLFKATTELHERLEGNQHNDGANRGYASFW
AVVVQIVILDAVFSLDAVITAVGMVNDLPIMMTAVVIAMGVMLLASKSLTRFVNEHPTVVVLCLSFLLMIGLSLIAEGFGFHIPKGYLYAAIGFSILIELFNQIARRNFIKHESRLPRRQRTAEAIIR
LMGGRQQQEQQSGDPQQAVPTEAFAEEERYMISGVLTLASRSLRSVMTPRTEISWVDCNRSQAEIREQLLDTPHSLFPVCRDSLDQIIGVVRAKDLLVAIERGESICDFAATTPPIVVPDTMD
VINLLGVLRKAKGRLVVVNDEFGVVQGLVTPLDVLEAIAGEFPDEDETPDIIADGDGWLVKGGADLHSLEQALDCQTLVSPTADYASLAGLLLSHSGHMPTAGDVIELHNLRFQIMDVSDYRI
ELVRITKLSNELEE



Error 59

Strain: Y. pestis pestoides F Classification: expressed pseudogene
Gene: YPDSF_1421 / YPDSF_1422/ YPDSF_1423 Boundaries of gene: Frame+1: 1596334..1597083

. . Frame+3: 1597083..1597907
Oligo evidence:

atatttctatctctttctctgggtttcatgecttgcaagaagttgattttactctagaagggggttcaac
cgegtegtgegtegettgcaatctgagggeateggeattgtctttatttcgeaccgtattcatgaactge
aactggcccacctctetggggggaatcagcaaaaagtggeccacctetetggggggaatcageaaaaagt
atcaggtgaattttcagaattagtcggtttatgtgatcgtatctgegtattgtgggatggecgaattgtt

Peptide evidence:
Frame +1 | [ | -t 1 (R
CD3
STLMAILSGAHNHYR Frame +2 T | | [ {1 O A
¥
Frame+3 | | [ [ 1[I | | I | b
YPDSF_1423

(+) strand LT T P T T [ b [T [
Proposed sequence (peptide evidence in red): 3 exon .42l TPD! exon 2 YPDSF_1423 exon exon Y
1595300 [1596500 |1596900 1597200 1597500 153780

Frame+1: 250aa
MSSIPPSRLEMRNISISFSGFHALQEVDFTLEGGSTHALIGANGAGKSTLMAILSGAHNHYRGEIFIDGQPIDIHSPRQARQHGIHVVQQEVDVALIPTLSVAENIMLDELADRGHLFNWPQLY
RQAEALLEQLELKLNVRQRLESCTLA+KQQVLLARALSHQCRFLILDEPTAPLDQEESARLFRVVRRLQSEGIGIVFISHRIHELREVCDQLTVLRDGRRVSHDTMEGMSGEQIVEKMLGHTLED
|

Frame+3:274aa
FPPRRAAVSSKTRLSKTLLPKTLLSVSGLHDQYKLRDISLTLHQGEILGIAGLAGAGKTELCKALFGDTPSTLERGELSGKAWRPRSPDRSVAQGLALVPEERRKEGIFIDEGIPMNLSVAADDSFS
RWSLFSRRQELSWAKELIERLGIRTSSPQQKLAHLSGGNQQKVAHLSGGNQQKVAIGKWLRGDAQVLIFDEPTKGVDIKAKQDLFSLIDQLAQQGKGIIYASGEFSELVGLCDRICVLWDGRI
VAELNAAEVDEETLLLFSTGGTPQ

Strain: Y. pestis CO92 Classification: pseudo gene
Gene: YPO1554 Boundaries of gene: Frame-2: complement (1769183.. 1769932)
Oligo evidence: Frame-2: complement (1768392.. 1769183)

atatttctatctctttctctgggtttcatgecttgcaagaagttgattttactctagaagggggttcaac
cgegtegtgegtegettgeaatctgagggeateggceattgtctttatttcgcaccgtattcatgaactge
tcatccccacaacaaaaactggeccacctctctggggggaatcagcaaaaagtggecattggtaaatgge

17685500 1765800 |1769100 1769400 |1769700
atcaggtgaattttcagaattagtcggtttatgtgatcgtatctgegtattgtgggatggecgaattgtt (_) strand T 1 T il T il T il 1
i i TP exon EXOon EX0n EXOmn
Peptide evidence: Frame-1 1| [0 [0 10000 100 Il L LI
NA Frame-2 | | | [ [ I | |l
Frame -3 | N1 e R O N O

Current sequence (peptide evidence in red):
Frame-2: 250aa
MSSIPPSRLEMRNISISFSGFHALQEVDFTLEGGSTHALIGANGAGKSTLMAILSGAHNHYRGEIFIDGQPIDIHSPRQARQHGIHVVQQEVDVALIPTLSVAENIMLDELADRGHLFNWPQLY
RQAEALLEQLELKLNVRQRLESCTLAEKQQVLLARALSHQCRFLILDEPTAPLDQEESARLFRVVRRLQSEGIGIVFISHRIHELREVCDQLTVLRDGRRVSHDTMEGMSGEQIVEKMLGHTLED
|

Frame-3: 264aa
FPPRRAAVSSKTRLSKTLLPKTLLSVSGLHDQYKLRDISLTLHQGEILGIAGLAGAGKTELCKALFGDTPSTLERGELSGKAWRPRSPDRSVAQGLALVPEERRKEGIFIDEGIPMNLSVAADDSFS
RWSLFSRRQELSWAKELIERLGIRTSSPQQKLAHLSGGNQQKVAIGKWLRGDAQVLIFDEPTKGVDIKAKQDLFSLIDQLAQQGKGIIYASGEFSELVGLCDRICVLWDGRIVAELNAAEVDEE
TLLLFSTGGTPQ

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as ABC transporter-like protein
Gene: YPTS_1677 Boundaries of gene: 1885230..1886786

Oligo evidence:

cgegtegtgegtegettgeaatctgagggeateggcattgtctttatttcgeaccgtattcatgaactge
atcaggtgaattttcagaattagtcggtttatgtgatcgtatctgegtattgtgggatggecgaattgtt

. ) 885200 1555500 1585800 1856100 1596400 1556700
Peptide evidence: | ‘ |
(-) strand L1 g 1 ]
TP exon 7 exon
NA Frame -1 | | I
YPTS_1677

Frame-2 11 T L HE 00 TEE 10T (R0 o e e R U
Frame-3 | [ [ [ I I | [l I I

Current sequence (peptide evidence in red): 518aa
MSSIPPSRLEMRNISISFSGFHALQEVDFTLEGGSTHALIGANGAGKSTLMAILSGAHNHYRGEIFIDGQPIDIHSPRQARQHGIHVVQQEVDVALIPTLSVAENIMLDELADRGHLFNWPQLY
RQAEALLEQLELKLNVRQRLESCTLAEKQQVLLARALSHQCRFLILDEPTAPLDQEESARLFRVVRRLQSEGIGIVFISHRIHELREVCDQLTVLRDGRRVSHDTMEGMSGEQIVEKMLGHTLED
IFPPRRAAVSSKTLLSKTRLSKTLLPKTLLSVSGLHDQYKLRDISLTLHQGEILGIADLAGAGKTELCKALFGDTPSTLERGELSGKAWRPRSPDRSVAQGLALVPEERRKEGIFIDEGIPMNLSVAA
DDSFSRWSLFSRRQELSWAKELIERLGIRTSSPQQKLARLSGGNQQKVAIGKWLRGDAQVLIFDEPTKGVDIKAKQDLFSLIDQLAQQGKGIIYASGEFSELVGLCDRICVLWDGRIVAELNAAE
VDEETLLLFSTGGTPQ



Error 60

Strain: Y. pestis pestoides F
Gene: YPDSF_1980 /YPDSF_1981

Oligo evidence:

Classification: expressed pseudogene
Boundaries of gene:Frame-1: complement(2238436..2238726)
Frame-3: complement(2238138..2238434)

cagtgaagtcgatcaaatgctacttcaattcccccatcatggegggttggcageagattattatgectga g000 |§2333UU |§238500
ggacaagggtgttttgcaggttcttaccctacaaggtgatgaaattgtcgeccgattggeactaaaaaat (-) strand q [ 411 |
exon _1980 exon ' 1981
Peptide evidence: Frame-1 | | §|| | Wl |
CDS
Frame-2 ||| [ | LIl
LMFASDLHGSLPATER
Frame -3 | ||
Proposed sequence (peptide evidence in red):
Frame-1: 97aa
MKLMFASDLHGSLPATERVLAIFDHSGAQWLVLLGDLLNHGPRNALPEGYQPAAVAESLNAYKPAAVAESLNAYKDSIIAVRGNCDSEVDQMLLQFP
Frame-3: 98aa
IMAGWQQIIMPETRLFLTHGHLYHLGALPPLRHGDVLAYGHTHLPQAQWQGDIICFNPGSVSIPKGEYPASYGMLDKGVLQVLTLQGDEIVARLALKN
Strain: Y. pestis C092 Classification: annotated as phosphodiesterase
Gene: YPO2780 Boundaries of gene: 3114471..3115046
Oligo evidence: Frame+1 | | | | | 1l
ggacaagggtgttttgcaggttcttaccctacaaggtgatgaaattgtegeccgattggeactaaaaaat
Frame+2 [ | LI 1 10|l
Peptide evidence:
Frame+3 | || b
TPO2780
NA (+) strand I [
TROZ750 exan
300 |s114800 3114500

Current sequence (peptide evidence in red): 191aa

LLLTCMVRYRPRNVFWRSFDHSGAQWLVLLGDLLNHGPRNALPEGYQPAAVAESLNAYKPAAVAESLNAYKDSIIAVRGNCDSEVDQMLLQFPIMAGWQQIIMPETRLFLTHGHLYHPGA

LPPLRHGDVLAYGHTHLPQAQWQGDIICFNPGSVSIPKGEYPASYGMLDKGVLQVLTLQGDEIVARLALKN

Strain: Y. pseudotuberculosis PB1/+
Gene: YPTS_2698

Classification: annotated as phosphodiesterase
Boundaries of gene: 2997788..2998339

Oligo evidence:
ggacaagggtgttttgcaggttcttaccctacaaggtgatgaaattgtcgeccgattggcactaaaaaat 1500 |299?QDD |29982E|D
(-) strand q | |
Peptide evidence: exon 2698
Frame-1 |||l [ LI T
GVLQVLTLQGDEIVAR
I ez 1 '
NALPEGYQPAAVAESLNAYK
Frame-3 | I OEIT N ||
CDS 2659¢ CD3 CD5 ChS

Current sequence (peptide evidence in red): 183aa

MKLMFASDLHGSLPATERVLAIFDHSGAQWLVLLGDLLNHGPRNALPEGYQPAAVAESLNAYKDSIIAVRGNCDSEVDQMLLQFPIMAGWQQIIMPETRLFLTHGHLYHPGALPPLRHGD

VLAYGHTHLPQAQWQGDIICFNPGSVSIPKGEYPASYGMLDKGVLQVLTLQGDEIVARLALKN




Error 61

Strain: Y. pestis pestoides F Classification: expressed pseudogene
Gene: YPDSF_2565 Boundaries of gene:Frame-1: complement(2913694..2914515)
Frame-3: complement(2913453..2913683)
Oligo evidence:
tttcaaaagcagatggaagtgggaacggatgtttgccaacaaattgcgcaaggtgaaaaatctatcatag o EQBGDD |§913900 |§914ZDD |§91
aaggtagccaaaacctggaaagtggtgaaccactaacctatggecagagtattaccgatgectgtattgg (-) strand {1 4] [ |
TP exor exon
Frame-1 | | || | o |
Peptide evidence: cos
prame-2 | 1 LI L IIEE 0L E P LI T
Proposed sequence (peptide evidence in red): Frame -3 | | || | | I | | | | |
Frame-1: 274aa

MNYQNDDLRIKEIKELLPPVALLEKFPSTVNAAETVAKTRNAIHNILRAQDDRLLVVIGPCSIHDTQAAKEYAARLLALREELQGELEVVMRVYFEKPRTTVGWKGLINDPHMDNSYDINEGLR
LARELLVEINDSGLPAAGEFLDMITPQYLADLMSWGAIGARTTESQVHRELASGLSCPVGFKNGTDGTIKVAIDAINAASAPHCFLSVTKWGHSAIVNTAGNGDCHIILRGGKEPNYSSKHVN
AVKEGLIKAGLEPQIMIDFSHANSCKQ

Frame-3: 76aa
FQKQMEVGTDVCQQIAQGEKSIIGVMIESHLVEGSQNLESGEPLTYGQSITDACIGWKDTEALLRQLAGAVRARRQ

Strain: Y. pestis CO92 Classification: pseudogene
Gene: YPO1130 Boundaries of gene: Frame+3: 1277103..1280114

Oligo evidence:

ctggaaccccagattatgatcgatttcagecacgctaacagttgcaaacagtttcaaaagcagatggaag
tttcaaaagcagatggaagtgggaacggatgtttgccaacaaattgecgcaaggtgaaaaatctatcatag
agccaaaacctggaaagtggtgaaccactaacctattgtcaacgacggatgaaaagtgatccacttatat
tccacttatatctccaccaacggeccaatattgatccaccgttttactcaggattagettctgetataac

Peptide evidence:

NA
Frame+1 | | | | [ 1] T O [ [l [ [l |l
YT L | O e A A A [ I | | | | 1
Frame +3 | [0 1 [l | Y 1/ | |
(#)strand [TE T D T
arob el eX0n ex exon exon
|lZ??lUU 1277400 1277700 |lZTBUUU |12?83E|U 1278600 12758900 1279200 1279500 1279800 |128[

Current sequence (peptide evidence in red):

Frame+3: 338aa
MNYQNDDLRIKEIKELLPPVALLEKFPSTVNAAETVAKTRNAIHNILRAQDDRLLVVIGPCSIHDTQAAKEYAARLLALREELQGELEVVMRVYFEKPRTTVGWKGLINDPHMDNSYDINEGLR
LARELLVEINDSGLPAAGEFLDMITPQYLADLMSWGAIGARTTESQVHRELASGLSCPVGFKNGTDGTIKVAIDAINAASAPHCFLSVTKWGHSAIVNTAGNGDCHIILRGGKEPNYSSKHVN
AVKEGLIKAGLEPQIMIDFSHANSCKQFQKQMEVGTDVCQQIAQGEKSIIGVMIESHLVEGSQNLESGEPLTYCQRRMKSDPLISPPTAQY

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as phospho-2-dehydro-3-deoxyheptonate aldolase
Gene: YPTS_1243 Boundaries of gene: 1388767..1389819

Oligo evidence:
ctggaaccccagattatgatcgatttcagccacgctaacagttgcaaacagtttcaaaagcagatggaag

tttcaaaagcagatggaagtgggaacggatgtttgccaacaaattgcgcaaggtgaaaaatctatcatag Frame +1 | I:-} -> [
aaggtagccaaaacctggaaagtggtgaaccactaacctatggccagagtattaccgatgectgtattgg ¥ [ CDS 13 o3

Frame+2 | [ | | I A AN |

Peptide evidence:

T T 1 | I B
ELLPPVALLEKFPSTVNAAETVAK
FPSTVNAAETVAK (+)strand [ ] LI T F
GLINDPHMDNSYDINEGLR TPTS_1243 B! EXOn =MOon

385700 |1282000 [1285300 |1380800

Current sequence (peptide evidence in red): 350aa
MNYQNDDLRIKEIKELLPPVALLEKFPSTVNAAETVAKTRNAIHNILRAQDDRLLVVIGPCSIHDTQAAKEYAARLLALREELQGELEVVMRVYFEKPRTTVGWKGLINDPHMDNSYDINEGLR
LARELLVEINDSGLPAAGEFLDMITPQYLADLMSWGAIGARTTESQVHRELASGLSCPVGFKNGTDGTIKVAIDAINAASAPHCFLSVTKWGHSAIVNTAGNGDCHIILRGGKEPNYSSKHVN
AVKEGLIKAGLEPQIMIDFSHANSCKQFQKQMEVGTDVCQQIAQGEKSIIGVMIESHLVEGSQNLESGEPLTYGQSITDACIGWKDTEALLRQLAGAVRARRQ



Error 62

Strain: Y. pestis pestoides F Classification: expressed pseudogene
Gene: YPDSF_3023/ YPDSF_3024 Boundaries of gene: Frame-3: complement (3430740..3431348)
Frame-2: complement (3430565..3430735)

Oligo evidence:

aaagtgcttgaaatgataaaaccctatgttcttgetgggataacgaccgatgaaattgatcggetatgee .;30 sa0 b43 0s00 b43 1100
tgcegttaccgaatcgggatacgacctgetgacgecctggectgaaggeactggegaatacgaagecate (-) strand | [ q { [
Peptide evidence: exon 3023 5F_3024 exon ¥l
Frame-1 | [ || "] | RN
AVRPGATLGDIGASIQQLAEGAGFSVVR Frame -2 | | | | | | | | I {I:
Tl
Frame -3 | | | g |

Proposed sequence (peptide evidence in red):
Frame-3: 203aa
MTEVKIHSPAEIEMARAAGQAAAKVLEMIKPYVLAGITTDEIDRLCHDYIVNELKVIPANIGYHGYTRTVCTSVNHVVCHGIPSDKKLKNGDIVNIDVAIIKEGWYGDTSRMYFVGEPSVRAKRL
VDITYQSMVAGIKAVRPGATLGDIGASIQQLAEGAGFSVVREYCGHGVGQEYHTAPQVLHYGIAQTGMLLKPGMIFTI

Frame-2: 56aa
MINAGKAATSVLSDGWTVVTKDRSLSAQWEHTIAVTESGYDLLTPWPEGTGEYEAI

Strain: Y. pestis C092 Classification: annotated as methionine aminopeptidase
Gene: YPO3337 Boundaries of gene: 3723448..3724233
Frame +1 | I 0
wap CDE 3 Chs
Oligo evidence: Frame +2 ID | | | | | | | | | |

aaagtgcttgaaatgataaaaccctatgttcttgctgggataacgaccgatgaaattgatcggctatgec E +3 | | ||| | | | | | | |
tgccgttaccgaatcgggatacgacctgetgacgecctggectgaaggeactggegaatacgaagecate rame

(+)strand BT T [
Peptide evidence: na exon EXon
| |3723600 3723900 372

AATSVLSDGWTVVTK
AVRPGATLGDIGASIQQLAEGAGFSVVR
RLVDITYQSMVAGIK

Current sequence (peptide evidence in red): 261aa
MTEVKIHSPAEIEMARAAGQAAAKVLEMIKPYVLAGITTDEIDRLCHDYIVNELKVIPANIGYHGYTRTVCTSVNHVVCHGIPSDKKLKNGDIVNIDVAIIKEGWYGDTSRMYFVGEPSVRA
KRLVDITYQSMVAGIKAVRPGATLGDIGASIQQLAEGAGFSVVREYCGHGVGQEYHTAPQVLHYGIAQTGMLLKPGMIFTIEPMINAGKAATSVLSDGWTVVTKDRSLSAQWEHTIAVT
ESGYDLLTPWPEGTGEYEAI

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as methionine aminopeptidase, type |
Gene: YPTS_0829 Boundaries of gene: 933532:..34317

Oligo evidence:

aaagtgcttgaaatgataaaaccctatgttcttgctgggataacgaccgatgaaattgatcggctatgec
tgcegttaccgaatcgggatacgacctgetgacgeectggectgaaggeactggegaatacgaagecatce |9 33600 |93 3900 |93 4200
()strand | 4| N K
Peptide evidence: exon 0829 exon 3
Frame-1 | | |[] | I IR
)]
AATSVLSDGWTVVTK
AVRPGATLGDIGASIQQLAEGAGFSVVR Frame-2 || {50 T G| |
VIPANIGYHGYTR YETS CDS cos Cos
Frame -3 | | | | | | | | || | |

Current sequence (peptide evidence in red): 261aa
MTEVKIHSPAEIEMARAAGQAAAKVLEMIKPYVLAGITTDEIDRLCHDYIVNELKVIPANIGYHGYTRTVCTSVNHVVCHGIPSDKKLKNGDIVNIDVAIIKEGWYGDTSRMYFVGEPSVRA
KRLVDITYQSMVAGIKAVRPGATLGDIGASIQQLAEGAGFSVVREYCGHGVGQEYHTAPQVLHYGIAQTGMLLKPGMIFTIEPMINAGKAATSVLSDGWTVVTKDRSLSAQWEHTIAVT
ESGYDLLTPWPEGTGEYEAI



Error 63

Strain: Y. pestis pestoides F Classification: expressed pseudogene
Gene: YPDSF_3360 /YPDSF_3361 Boundaries of gene: Frame-1: complement(3848809..3849825)
Oligo evidence: Frame-2: complement(3848108..3848809)

cagtatgtcgataatgtactgaacaaagcatcagatacttatcacggtgataaacctagcccattgetgg
tttatcgaattacactctgecacgtgatggttattacggcaaaaaaggatcggtactcaagecttataag

Peptide evidence:

3848100 3848400 3848700 3843000 3849300 3843600
(-) strand [ [ | T 1]
HGEYGKPMGALWESTFEQQPPFFATK TPDEF_3360 exon TPDSF_3361 eXon
Frame-1| | [ | |
tos
Frame-2 | T A (o T A I | WY

Proposed sequence (peptide evidence in red): 572aa Frame-3 ||| |] (W (N ] [ [ ] Il LT

Frame-1: 339aa

MKKRALLLSMSVLAMLYIPAGQAAEIDRLTVVKQYVDNVLNKASDTYHGDKPSPLLADGVDPRTGQQMEWIFPDGRRAVLSNFSAQQNLMRVMSGLSELSGDPQYQKRAEDIVRYHFQN
YQDNSGLLYWGGHRFVDLKTLQPEGPSEKEKVHELKNAYPYYDLMFSVDSDATTRFIRGFWNAHVYDWRILETSRHGEYGKPMGALWESTFEQQPPFFATKGLSFLNAGNDLIYSASLLYKY
QQDQGALVWAKRLADQYVLPRDAKTGLGVYQFTQALKREEPTDDADTHSKFGDRAQRQFGPEFGPTALEGNMMLKGRTSTLYSENALMQLQLGKDLGG

Frame-2: 233aa

QGDDLLKWTVDGLKAFAKYGYNEQDNTFRPMIANGQDLSNYTLPRDGYYGKKGSVLKPYKAGNEFLISYARAYAVDNDPLLWKVARGIASDQGLGDIGSAPGKEMKVKLDTTNSDPYALFA
LLDLYNASQVAEYRSLAEKVADNIIKTRYIDGFFMASPDRQYADVDAIEPYALLALEASLRNKPQAVAPFLNGAGFTEGAYLMADGSARISTRDNELFLLNVGETLQPNGRK

Strain: Y. pestis CO92 Classification: annotated as periplasmic pectate lyase precursor
Gene: YPO3994 Boundaries of gene: 4500698..4502416
Oligo evidence:

cagtatgtcgataatgtactgaacaaagcatcagatacttatcacggtgataaacctagceccattgetgg
tttatcgaattacactctgecacgtgatggttattacggcaaaaaaggatcggtactcaagecttataag

Peptide evidence:

10600 |asooson |aso1z00 |aso1s00 |aso1s00 |asoz100 |as
(-) strand | { (| 4 1 1

pel¥ EXOn EXOn
DTTNSDPYALFALLDLYNASQVAEYR Frame-1 | | | I Lol [ Il 1]
Frame-2 T |

pel¥ Cha

v S I 1 1 T T I V

Current sequence (peptide evidence in red): 572aa
MKKRALLLSMSVLAMLYIPAGQAAEIDRLTVVKQYVDNVLNKASDTYHGDKPSPLLADGVDPRTGQQMEWIFPDGRRAVLSNFSAQQNLMRVMSGLSELSGDPQYQKRAEDIVRYHFQN
YQDNSGLLYWGGHRFVDLKTLQPEGPSEKEKVHELKNAYPYYDLMFSVDSDATTRFIRGFWNAHVYDWRILETSRHGEYGKPMGALWESTFEQQPPFFATKGLSFLNAGNDLIYSASLLYKY
QQDQGALVWAKRLADQYVLPRDAKTGLGVYQFTQALKREEPTDDADTHSKFGDRAQRQFGPEFGPTALEGNMMLKGRTSTLYSENALMQLQLGKDLGGQGDDLLKWTVDGLKAFAKY
GYNEQDNTFRPMIANGQDLSNYTLPRDGYYGKKGSVLKPYKAGNEFLISYARAYAVDNDPLLWKVARGIASDQGLGDIGSAPGKEMKVKLDTTNSDPYALFALLDLYNASQVAEYRSLAEKV
ADNIIKTRYIDGFFMASPDRQYADVDAIEPYALLALEASLRNKPQAVAPFLNGAGFTEGAYLMADGSARISTRDNELFLLNVGETLOQPNGRK

Strain: V. pseudotuberculosis PB1/+ Class?ca-tlon:fannofated as periplasmic pectate lyase
Gene: YPTS_4050 Boundaries of gene: 4523321..4525039

Oligo evidence:

cagtatgtcgataatgtactgaacaaagcatcagatacttatcacggtgataaacctagcccattgetgg
tttatcgaattacactctgccacgtgatggttattacggcaaaaaaggatcggtactcaagecttataag

Peptide evidence:
|a523400 lasz3700 4524000 lasza300 |aszas00 |asza900
(-) strand | { T 1 T T 1
TPTE_4050 EXOn EXOn
T Yo I T T e T e 1 T
NA
Frame -2 | \ L0 e [ FIET
q ]
Frame -3 TPTS_4050

Current sequence (peptide evidence in red): 572aa
MKKRALLLSMSVLAMLYIPAGQAAEIDRLTVVKQYVDNVLNKASDTYHGDKPSPLLADGVDPRTGQQMEWIFPDGRRAVLSNFSAQQNLMRVMSGLSELSGDPQYQKRAEDIVRYHFQN
YQDNSGLLYWGGHRFVDLKTLQPEGPSEKEKVHELKNAYPYYDLMFSVDSDATTRFIRGFWNAHVYDWRILETSRHGEYGKPMGALWESTFEQQPPFFATKGLSFLNAGNDLIYSASLLYKY
QQDQGALVWAKRLADQYVLPRDAKTGLGVYQFTQALKREEPTDDADTHSKFGDRAQRQFGPEFGPTALEGNMMLKGRTSTLYSENALMQLQLGKDLGGQGDDLLKWTVDGLKAFAKY
GYNEQDNTFRPMIANGQDLSNYTLPRDGYYGKKGSVLKPYKAGNEFLISYARAYAVDNDPLLWKVARGIASDQGLGDIGSAPGKEMKVKLDTTNSDPYALFALLDLYNASQVAEYRSLAEKV
ADNIIKTRYIDGFFMASPDRQYADVDAIEPYALLALEASLRNKPQAVAPFLNGAGFTEGAYLMADGSARISTRDNELFLLNVGETLOQPNGRK



Error 64

Strain: Y. pestis pestoides F Classification: expressed pseudogene/ frameshift
Gene: YPDSF_3740/ YPDSF_3741 Boundaries of gene Frame+3:4298835..4299173

. . Frame+2: 4299179..4299652
Oligo evidence:

aaaccgctgaggaagctatttttgccgeacgtetggeccgegaagecttgaatacccattgggtaaaact
ttgggtaaaactggaaattcatccagatgtgagatatttgetgectgaccecgatagaaacgctcaaggec

aagtgctggtgaaagaggggtttgttgttttaccgacceegtcttgtgtaaacgactggaagaagtgggt
tggctgggcttggegettcacegttcaatecttcacaacctgatacattacaactacgggecaccgecac Frame +1 | | | || | | | | | | | | | |
Peptide evidence: Frame +2 1’ | | | |- |
El CD3
FSSPELMLEALRASGSQLITMAMK Frame +3 B Il [ |
NAQGRRSAGERGVCCFTDPVLCKRLEEVGCAAVMPLGSP ons
(+)strand [ 2 [ T
| [PDSF_374 exon ¢ exon SF_3741 exan ¥
Proposed sequence (peptide evidence in red): ] |429900E| |42993E|D |429

Frame3: 109aa
MLKIADTTFTSRLFTGTGKFSSPELMLEALRASGSQLITMAMKRVDLQSGNDAILAPLRQLGVRLLPNTSGAKTAEEAIFAARLAREALNTHWVKLEIHPDVRYLLPD

Frame2: 156aa
NAQGRRSAGERGVCCFTDPVLCKRLEEVGCAAVMPLGSPIGSNLGLRTRDFLQIIIEQSKVPVVVDAGIGAPSHALEALELGADAVLVNTAIAVAHSPVQMAHAFRLAVESGERARLA
GLGASPFNPSQPDTLQLRATATSPLTGFLSQLEEQDHV

Strain: Y. pestis C092 Classification: annotated as thiazole synthase ThiG
Gene: YPO3742 Boundaries of gene: 4194309..4195124
Oligo evidence:
aaaccgctgaggaagctatttttgecgcacgtetggeccgegaagecttgaatacceattgggtaaaact Frame +1 | | | || | | | ||| || | l:
tggctgggcttggegcttcaccgttcaatecttcacaacctgatacattacaactacgggecaccgecac . ) t
rame +
| I
Peptide evidence: Frame+3 | G I
thil CL3
TRDFLQIIEQSK (+)strand T T I
thilz exon exon t
la1s4300 la1g4s00 la1s4an0

Current sequence (peptide evidence in red): 271aa
MLKIADTTFTSRLFTGTGKFSSPELMLEALRASGSQLITMAMKRVDLQSGNDAILAPLRQLGVRLLPNTSGAKTAEEAIFAARLAREALNTHWVKLEVHPDVRYLLPDPIETLKAAEVLVKEGFV
VLPYCGADPVLCKRLEEVGCAAVMPLGSPIGSNLGLRTRDFLQIIIEQSKVPVVVDAGIGAPSHALEALELGADAVLVNTAIAVAHSPVQMAHAFRLAVESGERARLAGLGASPFNPSQPDTL
QLRATATSPLTGFLSQLEEQDHV

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as thiazole synthase
Gene: YPTS_0307 Boundaries of gene: complement (340282..341097)

Oligo evidence:

aaaccgctgaggaagctatttttgecgeacgtetggeccgegaagecttgaatacccattgggtaaaact

ttgggtaaaactggaaattcatccagatgtgagatatttgetgectgacccgatagaaacgctcaaggec
tggctgggcttggegcttcaccgttcaatecttcacaacctgatacattacaactacgggecaccgecac 1200 br&DSDD E‘QUSDD
(-)strand L] AT
i i . tl exon ¥ EXOn ]
Peptde evidence: framet W |1 L
Frame -2
NA qth'G |
Frame -3 1
I S 1 S

Current sequence (peptide evidence in red): 271aa
MLKIADTTFTSRLFTGTGKFSSPELMLEALRASGSQLITMAMKRVDLQSGNDAILAPLRQLGVRLLPNTSGAKTAEEAIFAARLAREALNTHWVKLEIHPDVRYLLPDPIETLKAAEVLVKEGFV
VLPYCGADPVLCKRLEEVGCAAVMPLGSPIGSNLGLRTRDFLQIIEQSKVPVVVDAGIGAPSHALEALELGADAVLVNTAIAVAHSPVOMAHAFRLAVESGERARLAGLGASPFNPSQPDTL
QLRATATSPLTGFLSQLEEQDHV



Error 65

Strain: Y. pestis pestoides F Classification: expressed pseudogene
Gene: YPDSF_3742/YPDSF_3743 Boundaries of gene:Frame3: 4299630..4300193

. . Framel: 4300198..4300776
Oligo evidence:

ggcagaagatgaatatactgaattaaaggcgctgggattagatggegtgatggtttatcaggataaccta

Peptide evidence:
Frame+t | | [[ | | [ |l B |
DNVIPVAINNVSAGSKTQPGGYADDHPELEQF Frame+2 | || L I I Il e ||
Frame +3 | | | | | | | | | | "
(+)strand [ [ [ BIE [ T T
2 YPDAF_3742 exon YPDEF_3743 exon
4299500 |4za5500 [4z00200 |azoos00 |

Proposed sequence (peptide evidence in red):
Frame3: 188aa
LRSKTMSEDFNQRWQQLDWDDISLTINSKKPADVERALNAIKPTREDLMALISPAALAYLEPMAQKAQQLTRQRFGNTVSFYVPLYLSNLCANDCTYCGFSMSNRIKRKTLDEAEIRECEAIK
ALGFEHLLLVTGEHQTKVGMDYFRRHLPTIRSRFSSLMMEVQPLAEDEYTELKALGLDGVMVYQ

Framel: 192aa
TYHPATYQQHHLRGHKQDFHWRLATPDRLGRAGIDKIGLGALIGLSNSWRTDCYMLAEHLFYLQQTYWQTRYSISFPRLRPCAGGIEPASIMSEPQLLQLICAFRLFAPDVELSLSTRESPFFR
DNVIPVAINNVSAGSKTQPGGYADDHPELEQFAPHDNRSPEQVAQALTKAGLQPVWKDWDSHLGRSLR

Strain: Y. pestis CO92 Classification: annotated as thiH
Gene: YPO3743 Boundaries of gene: 4195117..4196247

Oligo evidence:

tgccgatgatcatcccgaactggaacaatttgegecccatgataaccgcetccccggaacaggtcegeacaa
Frame +1 | [ R
Peptide evidence: thil CD3
Frame+2 [ || [ [ [ Il | 1l
DNVIPVAINNVSAGSKTQPGGYADDHPELEQF Frame +3 j} H I | | | | | ” | | | | || | I | ” |
(+) strand [ | [ I
thiH eXon
o . |arasz00 |a1as500 |arssz00 |aras100
Current sequence (peptide evidence in red): 376aa

MSEDFNQRWQQLDWDDISLTINSKKPADVERALNAIKPTREDLMALISPAALAYLEPMAQKAQQLTRQRFGNTVSFYVPLYLSNLCANDCTYCGFSMSNRIKRKTLDEAEIIRECEAIKALGFE
HLLLVTGEHQTKVGMDYFRRHLPTIRSRFSSLMMEVQPLAEDEYTELKALGLDGVMVYQETYHPATYQQHHLRGHKQDFHWRLATPDRLGRAGIDKIGLGALIGLSNSWRTDCYMLAEHL

FYLQQTYWQTRYSISFPRLRPCAGGIEPASIMSEPQLLQLICAFRLFAPDVELSLSTRESPFFRDNVIPVAINNVSAGSKTQPGGYADDHPELEQFAPHDNRSPEQVAQALTKAGLQPVWKDW
DSHLGRSLR

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as thiamine biosynthesis protein ThiH
Gene: YPTS_0306 Boundaries of gene: complement (339159..340289)

Oligo evidence:
tgccgatgatcatcccgaactggaacaatttgegecccatgataaccgetccccggaacaggtegeacaa

s

peptide evidence: 0 strand ;unuq . lbagaun EEEEI |339300 |§4D§|n

rth exon ]

LRPCAGGIEPASIMSEPQLLQLICAF Frame-1 | { i |
thiH D3

Frame-2 [ | [ || [| | | [ AN Il 4

tl

frame-3 | | | | | 1 A B O A

Current sequence (peptide evidence in red): 376aa
MSEDFNQRWQQLDWDDISLTINSKKPADVERALNAIKPTREDLMALISPAALAYLEPMAQKAQQLTRQRFGNTVSFYVPLYLSNLCANDCTYCGFSMSNRIKRKTLDEAEIIRECEAIKALGFE
HLLLVTGEHQTKVGMDYFRRHLPTIRSRFSSLMMEVQPLAEDEYTELKALGLDGVMVYQETYHPATYQQHHLRGHKQDFHWRLATPDRLGRAGIDKIGLGALIGLSNSWRTDCYMLAEHL
FYLQQTYWQTRYSISFPRLRPCAGGIEPASIMSEPQLLQLICAFRLFAPDVELSLSTRESPFFRDNVIPVAINNVSAGSKTQPGGYADDHPELEQFAPHDNRSPEQVAQALTKAGLQPVWKDW
DSHLGRSLR



Errors 66/67

Strain: Y. pestis pestoides F Classification: expressed pseudogenes
Gene: YPDSF_3897/ YPDSF_3896 Boundaries of gene: complement (4474104..4475030)

Oligo evidence:

ttaagggggcaactaccggtgtggeattgatcttcgtgaatagegatggegaaaatgtgattggtattaa
aggcattgctaccgtgatcatcaccttaggtageegtggegtatggcetcagtgaacaaggtaaaggtaaa

o _ |aa74z00 |aa74500 |aa74g00
Peptide evidence: (-) strand { T T | T 4 1 |
+ TFDEF_382 exon TPD: exon 7
DK A frame-1 | D WEEI T 0 00 TR T
FAHAAAAIAVTRPGAQPSIPWR
Frame-2 | [ N AR N
5
Frame -3 |_ & | o |

Proposed sequence (peptide evidence in red): 308aa
METGKLVVLGSINADHILNIEQFPRPGETVIGQQYNVAFGGKGANQAVAAGRSGADIAFIACVGDDDIGERVRQQLTADKIDTQPIEAIKGATTGVALIFVNSDGENVIGINAGANSAVTPEYL
RRYQQQVIDADALLMQLE+PLDTVIAAAKLAKQHQTQVILNPAPARKLPDELLTLVDMITPNETEAERLTGIHIEQDDDAAKAAQILHDKGIATVITLGSRGVWLSEQGKGKLVAGFKVNAV
DTIAAGDTFNGALLTALLEGQSMDVAVRFAHAAAAIAVTRPGAQPSIPWRAEIDSFLQERV

Strain: Y. pestis CO92 Classification: annotated as rbsk
Gene: YPO0008 Boundaries of gene: 8366..9292

Oligo evidence:

ttaagggggcaactaccggtgtggcattgatcttcgtgaatagegatggegaaaatgtgattggtattaa
aggcattgctaccgtgatcatcaccttaggtageegtggegtatggctcagtgaacaaggtaaaggtaaa

Peptide evidence:

T, pramet I NIV T L 0ENETE D
GANQAVAAGR

KLPDELLTLVDMITPNETEAER Frame+2 | [ NN G ||
QHQTQVILNPAPAR

YQQQVIDADALLMQLESPLDTVIAAAK sk CD3 ||| | Cﬁs Lb3 3 £p3

rh
Frame+3 D[ || [ | |

(+)strand [ [ I | I I
rhsE exon exon
|za0a |a00 |=000 |2300

Current sequence (peptide evidence in red): 308aa
METGKLVVLGSINADHILNIEQFPRPGETVIGQQYNVAFGGKGANQAVAAGRSGADIAFIACVGDDDIGERVRQQLTADKIDTQPIEAIKGATTGVALIFVNSDGENVIGINAGANSAVTPEYL
RRYQQQVIDADALLMQLESPLDTVIAAAKLAKQHQTQVILNPAPARKLPDELLTLVDMITPNETEAERLTGIHIEQDDDAAKAAQILHDKGIATVIITLGSRGVWLSEQGKGKLVAGFKVNAV
DTIAAGDTFNGALLTALLEGQSMDVAVRFAHAAAAIAVTRPGAQPSIPWRAEIDSFLQERV

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as ribokinase
Gene: YPTS_4163 Boundaries of gene: 4652302..4653228

Oligo evidence:
ttaagggggcaactaccggtgtggcattgatcttcgtgaatagegatggcgaaaatgtgattggtattaa

Peptide evidence:

lagsz400 lassz7o0 |ass3000

(-)strand | 4 T ] 4
FAHAAAAIAVTRPGAQPSIPWR 2 TPTE_4163 Exon
KLPDELLTLVDMITPNETEAER Frame-1 | | | ] [ ]9
LTGIHIEQDDDAAK >
QaTouLIPAS Frame 2 (I R |
QQLTADKIDTQPIEAIK
RYQQQVIDADALLMQLESPLDTVIAAAK 3 CDE D3 CDE  CD3 o3 CD3
VNAVDTIAAGDTFNGALLTALLEGQSMDAAVR Frame -3 | TNt wernem i 1
YQQQVIDADALLMQLESPLDTVIAAAK

Current sequence (peptide evidence in red): 308aa
METGKLVVLGSINADHILNIEQFPRPGETVIGQQYNVAFGGKGANQAVAAGRSGADIAFIACVGDDDIGERVRQQLTADKIDTQPIEAIKGATTGVALIFVNSDGENVIGINAGANSAVTPEYL
RRYQQQVIDADALLMQLESPLDTVIAAAKLAKQHQTQVILNPAPARKLPDELLTLVDMITPNETEAERLTGIHIEQDDDAAKAAQILHDKGIATVIITLGSRGVWLSEQGKGKLVAGFKVNAV
DTIAAGDTFNGALLTALLEGQSMDAAVRFAHAAAAIAVTRPGAQPSIPWRAEIDSFLQERV



Error 68

Strain: Y. pestis pestoides F Classification: novel gene

Gene: YPDSF_0150.5 Boundaries of gene: 156733..156909

Oligo evidence:
tagagcgtgaggatactcctgctgtgegtggtatggtcaacttggtttcctacatggttaaagttgagga

Peptide evidence:

GMVNLVSYMVK
HKATLIGLGLR
IGHTVEREDTPAVR
RIGHTVER
RIGHTVEREDTPAVR
VTQTKSSIGR

Proposed sequence (peptide evidence in red): 59aa
MAKTIKVTQTKSSIGRLPKHKATLIGLGLRRIGHTVEREDTPAVRGMVNLVSYMVKVEE

Frame+1 | [ (D |
CLE  CD3 CD3E CL3
Frame +2

3
S

Frame +3 I I I I "
I b

eXon
5700 156800 |15

(+) strand

Strain: Y. pestis C092 Classification: annotated as rpmD
Gene: YPO0227 Boundaries of gene: 230222..230401

Oligo evidence:
tagagcgtgaggatactcctgetgtgegtggtatggtcaacttggtttectacatggttaaagttgagga

Peptide evidence:

GMVNLVSYMVK
GMVNLVSYMVKVEE
HKATLIGLG
HKATLIGLGLR
IGHTVER
IGHTVEREDTPAVR
MVNLVSYMVK
RIGHTVER
RIGHTVEREDTPAVR

Current sequence (peptide evidence in red): 59aa
MAKTIKVTQTKSSIGRLPKHKATLIGLGLRRIGHTVEREDTPAVRGMVNLVSYMVKVEE

Frame +1 I I I "

Frame +2 [ [Nt

rpml ChE  CDS CL&s
Frame +3 !) | “

(+)strand F I i

rpmh exan
0200 230300 |

Strain: Y. pseudotuberculosis PB1/+

Classification: annotated as 50S ribosomal protein L30

Gene: YPTS_3872 Boundaries of gene: complement (4319871..4320050)

Oligo evidence:
tagagcgtgaggatactcctgctgtgegtggtatggtcaacttggtttcctacatggttaaagttgagga

Peptide evidence:

GMVNLVSYMVK
GMVNLVSYMVKVEE
HKATLIGLGLR
IGHTVEREDTPAVR
RIGHTVER
RIGHTVEREDTPAVR

Current sequence (peptide evidence in red): 59aa
MAKTIKVTQTKSSIGRLPKHKATLIGLGLRRIGHTVEREDTPAVRGMVNLVSYMVKVEE

laz15500 l4zz0000
(-) strand i | L |

exon r

Frame -1 S

Chi CD CDE D3
Frame -2 " | | |

Frame -3 1 11 | 4

r




Error 70

Strain: Y. pestis pestoides F
Gene: YPDSF_1419.5

Classification: novel gene

Oligo evidence:

ttacaccgctcttatttccccacttacgtatcccaggecagatacgaagtttccecgtcacttttaaccge

Boundaries of gene: complement (1594488..1594703)

Peptide evidence: 1594500 |150-
(-)strand | ]
CETFANRVEGMGR exon
Frame-1 || [ ||
Proposed sequence (peptide evidence in red): 71aa Frame -2 l | |
MGQLFILAPVPTGMRCTCSDYGAAGMANTRYTALISPLTYPRQIRSFPVTFNRCETFANRVEGMGRLNHGA 3
Frame -3 {l | ||
Strain: Y. pestis C092 Classification: novel gene
Gene: YPO1556.5 Boundaries of gene: 1771564..1771779
Oligo evidence:
ttacaccgctcttatttccccacttacgtatcccaggceagatacgaagtttccecgteacttttaacege
Peptide evidence:
Frame +1 |
NA Frame +2 | ||
Proposed sequence (peptide evidence in red): 71aa Frame +3 | | | |
MGQLFILAPVPTGMRCTCSDYGAAGMANTRYTALISPLTYPRQIRSFPVTFNRCETFANRVEGMGRLNHGA
(+) strand L Bl
exon ¢
|1771500
Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as hypothetical protein
Gene: YPTS_1679 Boundaries of gene: 1888418..1888633
Oligo evidence:
ttacaccgctcttatttceccacttacgtatcccaggcagatacgaagtttcecegtcacttttaaccge
Frame +1 | | | | |
Peptide evidence:
Frame 2 | | )
NA TPTS_1e73
Frame +3 | ||
[
Current sequence (peptide evidence in red): 71aa (+} strand ::E[I
TPT exon ¥

MGQLFILAPVPTGMRCTCSDYGAAGMANTRYTALISPLTYPRQIRSFPVTFNRCETFANRVEGMGRLNHGA

38200 |l1z8as00




Error 71

Strain: Y. pestis pestoides F
Gene: YPDSF_1512.5

Classification: novel gene
Boundaries of gene: complement (1710507..1710755)

Oligo evidence:
gtactgagctaaaaaatattaaatctataaacggactgattgatctgtttgtaacgagcagttcagaatc

Peptide evidence:

HIVNSIDGAK
SINGLIDLFVTSSSES

Proposed sequence (peptide evidence in red): 82aa
MDRDHIASIVKKHIVNSIDGAKEHEIDLOQKSMADYGASSLDIVSVVSGVMRELKIKIPRTELKNIKSINGLIDLFVTSSSES

10 1710600
() strand 4 1 R
exon v
Frame-1 | | (| [ IHE
71

Frame -2 LA |

Frame-3 || ¢l & |

Strain: Y. pestis CO92
Gene: YPO1462

Classification: annotated as putative acyl carrier protein
Boundaries of gene: 1654210..1654458

Oligo evidence:
gtactgagctaaaaaatattaaatctataaacggactgattgatctgtttgtaacgagcagttcagaatc

Peptide evidence:

HIVNSIDGAKEHEIDLQK

Current sequence (peptide evidence in red): 82aa
MDRDHIASIVKKHIVNSIDGAKEHEIDLOKSMADYGASSLDIVSVVSGVMRELKIKIPRTELKNIKSINGLIDLFVTSSSES

Frame +1 | CIE) |
T CDE 2

Frame+2 | | [I{]l

Frame+3 BIIIT 111 |

() strand. TP

TPOl46Z exon
|1654z00 [

Strain: Y. pseudotuberculosis PB1/+
Gene: YPTS_1587

Classification: annotated as putative acyl carrier protein
Boundaries of gene: 1773856..1774104

Oligo evidence:
gtactgagctaaaaaatattaaatctataaacggactgattgatctgtttgtaacgagcagttcagaatc

Peptide evidence:

HIVNSIDGAKEHEIDLQK
MDRDHIASIVKK

Current sequence (peptide evidence in red): 82aa
MDRDHIASIVKKHIVNSIDGAKEHEIDLQKSMADYGASSLDIVSVVSGVMRELKIKIPRTELKNIKSINGLIDLFVTSSSES

Frame +1 |} |

D& § 587
Frame+2 | [ [|[]lll

Frame+3 W11 (I |

(#)strand P T P
YTPTS_15 exon
|1773800




Error 72

Strain: Y. pestis pestoides F Classification: novel gene
Gene: YPDSF_1707.5 Boundaries of gene: complement (1919272..1919697)

Oligo evidence:
tcaatttctgaacagggatataataatgaccaagagtctgtttaatacacttcaccgtttaacctcaact
ttcaccgtttaacctcaacttccacagcgaacgagttaacaaagcacactcctgageaattacttgtetg EQlQlDD 1919400 |£9-

atttctcataaatttaagatagccgctgattctgagtatcagaatttccaacctgeagatgacttatate

(-) strand
b td d : eXan eXon in
eptide evidence Frame-1 || | 4H ||
Cha
LTFSPDNASFSWQ Frame -2 I N R (A R
Frame-3 | || [ | [ [[ll[]

Proposed sequence (peptide evidence in red): 141aa

LLVKFKNRHAVAFNQFLNRDIIMTKSLFNTLHRLTSTSTANELTKHTPEQLLVWAQGCMLEGLPDQFYEAFIECIQCQTEDGKQRLDISHKFKIAADSEYQNFQPADDLYPAQCIEQALEGKQ
WSKARLTFSPDNASFSWQ

Strain: Y. pestis C092 Classification: annotated as hypothetical protein
Gene: YPO0791 Boundaries of gene: complement(867363..867788)

Oligo evidence:

tcaatttctgaacagggatataataatgaccaagagtctgtttaatacacttcaccgtttaacctcaact
ttcaccgtttaacctcaacttccacagegaacgagttaacaaageacactcctgagceaattacttgtctg |§57300 |85?‘SDD
atttctcataaatttaagatagccgctgattctgagtatcagaatttccaacctgcagatgacttatatc (-) strand q g 1 J40 11
YPO[ exon £ eXon
Peptide evidence: Frame -1 | | || | | ”” |||| | | || | | "
Frame-2 [| | [ || [l |I]
NA
Frame -3 | | q ||| |
YEON791

Current sequence (peptide evidence in red): 141aa

LLVKFKNRHAVAFNQFLNRDIMTKSLFNTLHRLTSTSTANELTKHTPEQLLVWAQGCMLEGLPDQFYEAFIECIQCQTEDGKQRLDISHKFKIAADSEYQNFQPADDLYPAQCIEQALEGKQ
WSKARLTFSPDNASFSWQ

Error 98

Strain: Y. pseudotuberculosis PB1/+ Classification: upstream start site
Gene: YPTS_3161 Boundaries of gene: complement (3501896..3502321)
Oligo evidence:
tcaatttctgaacagggatataataatgaccaagagtctgtttaatacacttcaccgtttaacctcaact 3501900 3502260
ttcaccgtttaacctcaacttccacagegaacgagttaacaaageacactcctgagceaattacttgtctg () strand
atttctcataaatttaagatagccgctgattctgagtatcagaatttccaacctgeagatgacttatatce —
» EXOIL Bl eXon
Frame-1 | [ L[ [IVEEET 1T
Peptide evidence:
Frame-2 | [ [ [| ||l |||
LTSTSTANELTK
Frame-3 | (I @ ||
FPTE 3161 Chg

Proposed sequence (peptide evidence in red): 141aa

LLVKFKNRHAVAFNQFLNRDIMTKSLFNTLHRLTSTSTANELTKHTPEQLLVWAQGCMLEGLPDQFYEAFIECIQCQTEDGKQRLDISHKFKIAADSEYQNFQPADDLYPAQCIEQALEGKQ
WSKARLTFSPDNASFSWQ




Error 74

Strain: Y. pestis pestoides F
Gene: YPDSF_2438.5

Oligo evidence:

Classification: novel gene
Boundaries of gene: 2779318..2779680

tttcttgcttcctgacacccatactgattacgecttcccagettacatcaacaaacatattgatcttatt

Peptide evidence:

DISLYLASQNIK
HIDLIWR

ITVGYHSFLLPDTHTDYAFPAYINK

Proposed sequence (peptide evidence in red): 120aa
MTSAIKITVGYHSFLLPDTHTDYAFPAYINKHIDLIWRYIENNDKIEELSSNPFSKGRTAVLVKAKFLSSELKEFKLKTGIIGYPFDMKDISLYLASQNIKITLCTEFKRNGTLVNSLPS

Frame +1 | I [ ||
CD: CDS CDs
Frame+2 || ||| [ [ [Tl
Frame+3 | I [LIFTE T AEIE T
(+) strand [T
eXon
E??gznu |§??9500

Strain: Y. pestis CO92
Gene: YPO1255

Oligo evidence:

Classification: annotated as hypothetical protein

Boundaries of gene: complement (1413073..1413522)

tttcttgcttcctgacacccatactgattacgecttcccagettacatcaacaaacatattgatcttatt

Peptide evidence:

AKFLSSELKEFK

ITVGYHSFLLPDTHTDYAFPAYINK

Current sequence (peptide evidence in red):120 aa
MTSAIKITVGYHSFLLPDTHTDYAFPAYINKHIDLIWRYIENNDKIEELSSNPFSKGRTAVLVKAKFLSSELKEFKLKTGIGYPFDMKDISLYLASQNIKITLCTEFKRNGTLVNSLPS

|1413000 1413300 |
(-) strand

TPOLZSS exaon
Fame1 (T QEoqmm] |

TPO1Z. CD3 CDE

Frame 2| L (HIEE FEAETEN
Frame 3 [[| [ [0 100 101

Strain: Y. pseudotuberculosis PB1/+

Gene: YPTS_1381

Oligo evidence:

Classification: annotated as hypothetical protein

Boundaries of gene: complement (1538397..1538801)

tttcttgcttcctgacacccatactgattacgecttcccagcttacatcaacaaacatattgatcttatt

Peptide evidence:

AKFLSSELKEFK

Current sequence (peptide evidence in red): 120aa
MTSAIKITVGYHSFLLPDTHTDYAFPAYINKHIDLIWRYIENNDKIEELSSNPFSKGRTAVLVKAKFLSSELKEFKLKTGIIGYPFDMKDISLYLASQNIKITLCTEFKRNGTLVNSLPS

1535400 |1538?DD

(-) strand 4 ]
YPT3_1361 EXon
Frame-1 (T |

TPTE_. CDE
Frame-2 | [ [ TLI T FEITE I

Frame-3 I [ L1010 1l




Error 75

Strain: Y. pestis pestoides F
Gene: YPDSF_2615.5

Classification: novel gene
Boundaries of gene: complement (2961352..2961603)
Oligo evidence:

acaccaaatcagacaagtggggaaatggagcataaagcatctgetgcactcgataatccacgttccagtg

2961300 2961600
Peptide evidence: (-) strand
EMXOn
Frame-1 || {ll @ ||
CDS I CD3
TLNDPNSSAIQR Frame-2 [ || ||| Il
SLAGSALSQR
Frame-3 || | || I
Proposed sequence (peptide evidence in red): 83aa
MSKNTKQTSGKVASIAAKTLNDPNSSAIQRSLAGSALSQRGTPNQTSGEMEHKASAALDNPRSSALTKQLAASVLAQANKDRK
Error 41
Strain: Y. pestis C092 Classification: novel gene
Gene: YP0O2638.5 Boundaries of gene: 2967439..2967690 Frame+1 || | M ||
Oligo evidence: b3 3 LD
g : Frame +2 || || | ||| | ||
acaccaaatcagacaagtggggaaatggagcataaagcatctgetgeactcgataatccacgttccagtg
frame+3 ([T 1 11 (I
Peptide evidence:
(+) strand [T
LNDPNSSAIQR exon
QLAASVLAQANK
SLAGSALSOR |ze67300 |ze67500
TLNDPNSSAIQR

Proposed sequence (peptide evidence in red): 83aa

MSKNTKQTSGKVASIAAKTLNDPNSSAIQRSLAGSALSQRGTPNQTSGEMEHKASAALDNPRSSALTKQLAASVLAQANKDRK

Strain: Y. pseudotuberculosis
Gene: YPTS_1189

Classification: annotated as hypothetical protein
Boundaries of gene: 1338362..1338613

Oligo evidence:

acaccaaatcagacaagtggggaaatggagcataaagcatctgetgcactcgataatccacgttccagtg
Peptide evidence:

QLAASVLAQANK
SLAGSALSQR
TLNDPNSSAIQR

Current sequence (peptide evidence in red): 83aa

Frame+1 [l |1 1] Il
Frame+2 || | D || |
¥1 0 CDE ¢ CDS
Frame+3 ||| [ (I ]I
(+) strand LT &%
YPTS_ exon
|13383E|D |1338600

MSKNTKQTSGKVASIAAKTLNDPNSSAIQRSLAGSALSQRGTPNQTSGEMEHKASAALDNPRSSALTKQLAASVLAQANKDRK




Error 76

Strain: Y. pestis pestoides F
Gene: YPDSF_2706.5

Classification: novel gene
Boundaries of gene: 3072771..3073109

Oligo evidence:
agaagcatgaagaatcgtaaagaacgtcccctcttgatggtcgttcgtaccggetgggaaaaagecgetg Frame +1 | | || " ” | |
cgtaccggctgggaaaaagecgcetgectatgaacaaattcgeccagtatctgaaatcgttattgagaaaa
Frame+2 | || [ I IO
Ey
Peptide evidence: Frame +3 || m |
chs
MITHSPHTIASR (+) strand ¥ J» 1B O
12706 e EeMOn Tl
12600 |30?2BDD

Proposed sequence (peptide evidence in red): 112aa
MITHSPHTIASRTECIGCFTVPGVLGGFEVRSMKNRKERPLLMVVRTGWEKAAAYEQIRPVSEIVIEKNGQSRPVNQAFFWNDLQDTSIDFSQKAVDLFFSKKGTLSACHPI

Strain: Y. pestis CO92 Classification: annotated as hypothetical protein

Gene: YPO2820 Boundaries of gene: 3149886..3150224
Oligo evidence:
agaagcatgaagaatcgtaaagaacgtcccctcttgatggtegttegtaccggetgggaaaaageegetg Frame +1 | || ” ” | ||
cgtaccggctgggaaaaagecgetgectatgaacaaattegeccagtatctgaaategttattgagaaaa
Frame+2 > | | || [|[[] |l
Peptide evidence: Erame +3 .:[H

CD3 820
MITHSPHTIASR (+#)strand 3 [T IBEDT M

TPO e exon 1
0o |3150000

Current sequence (peptide evidence in red): 112aa
MITHSPHTIASRTECIGCFTVPGVLGGFEVRSMKNRKERPLLMVVRTGWEKAAAYEQIRPVSEIVIEKNGQSRPVNQAFFWNDLQDTSIDFSQKAVDLFFSKKGTLSACHPI

Error 101

Strain: Y. pseudotuberculosis PB1/+ Classification: error: annotated as hypothetical protein; upstream start site

Gene: YPTS_1089 Boundaries of gene: complement (1229284..1229619)

Oligo evidence: 1229400 |12
agaagcatgaagaatcgtaaagaacgtcccctcttgatggtegttcgtaccggetgggaaaaageegetg () strand {I
cgtaccggctgggaaaaagcecgcetgectatgaacaaattcgeccagtatctgaaatcgttattgagaaaa eNOn M

Peptide evidence: Frame -1 | ” " || | |

Frame-2 [0 @ ||
MITHSPHTIASR TEPTI_10&9 Wik
Frame -3 :||| Tl ||| || | | |

Proposed sequence (peptide evidence in red): 112aa (existing sequence underlined)
MITHSPHTIASRTECIGCFTVPGVLGGFEVRSMKNRKERPLLMVVRTGWEKAAAYEQIRPVSEIVIEKNGQSRPVNQAFFWNDLQDTSIDFSQKAVDLFFSKKGTLSACHPI




Error 78

Strain: Y. pestis pestoides F Classification: novel gene
Gene: YPDSF_3634.5 Boundaries of gene:4178749..4179174

Oligo evidence:

attctcaacgtgtatctcggaaagttcgtgetttggecccggatagaaaaaaacataaatttaccgtgeat

Peptide evidence:

ALTANALVGFSTCISESSCFGPDR
ALTANALVGFSTCISESSCFGPDRK Frame+1 | [DEEDERUNE |
APDVWTNNSFVR .
DTSIWGASYNTLYDQAMYY tf D5 Cbe tDhd &
DTSIWGASYNTLYDQAMYYYTTGK Frame +2 Il ||
DTSIWGASYNTLYDQAMYYYTTGKR
EWTGDNVEGMHSGMIINK Frame 43 IR
FHSGQVDGK

FHSGQVDGKPYFCIEAFKPSTTITACSVK
VYYAPDVWTNN (+)strand ! | C B
VYYAPDVWTNNSFVR
YAPDVWTNNSFVR
VY APDYWTNNSEVR 4178700 4179000

exan

Proposed sequence (peptide evidence in red): 141aa
MRYLLSLSVFLIVSLNPAFAEWTGDNVEGMHSGMIINKFHSGQVDGKPYFCIEAFKPSTTITACSVKDTSIWGASYNTLYDQAMYYYTTGKRIRVYYAPDVWTNNSFVRALTANALVGFSTCIS
ESSCFGPDRKKHKFTVH

Strain: Y. pestis CO92 Classification: annotated as hypothetical protein
Gene: YPO0337 Boundaries of gene: complement (344915..345340)

Oligo evidence:
attctcaacgtgtatctcggaaagttcgtgetttggecccggatagaaaaaaacataaatttaccgtgeat

Peptide evidence: 0 |3a5000 3453
(-) strand 4 | ] ¢
ALTANALVGFSTCISESSCFGPDR exan 37
APDVWTNNSFVR

DTSIWGASYNTLYDQAMYYYTTGK Frame-1 | | I |

DTSIWGASYNTLYDQAMYYYTTGKR

EWTGDNVEGMHSGMIINK Frame-2 | JD | |

FHSGQVDGK "CD: CDS & CDS S
IRVYYAPDVWTNNSFVR

VYYAPDVWTNN Frame -3 | | ” I | || ||| |||
VYYAPDVWTNNSFVR
WTGDNVEGMHSGMIINK
YAPDVWTNNSFVR
YYAPDVWTNNSFVR

Current sequence (peptide evidence in red): 141aa
MRYLLSLSVFLIVSLNPAFAEWTGDNVEGMHSGMIINKFHSGQVDGKPYFCIEAFKPSTTITACSVKDTSIWGASYNTLYDQAMYYYTTGKRIRVYYAPDVWTNNSFVRALTANALVGFSTCIS
ESSCFGPDRKKHKFTVH

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as hypothetical protein
Gene: YPTS_0416 Boundaries of gene: complement (460869..461294)

Oligo evidence:

attctcaacgtgtatctcggaaagttcgtgctttggeccggatagaaaaaaacataaatttacegtgeat |illS 0RO |-46 1100
(-) strand I ] ¢
Peptide evidence: exon 0416
Frame-1 | I |
ALTANALVGFSTCISESSCFGPDR — .
APDVWTNNSFVR LD CD CD3 §
DTSIWGASYNTLYDQAMYYYTTGK Frame -2 | || | | || | || ”l

DTSIWGASYNTLYDQAMYYYTTGKR
EWTGDNVEGMHSGMIINK

FHSGQVDGK Frame-3 | | | I |
VYYAPDVWTNN
VYYAPDVWTNNSFVR

Current sequence (peptide evidence in red): 141aa
MRYLLSLSVFLIVSLNPAFAEWTGDNVEGMHSGMIINKFHSGQVDGKPYFCIEAFKPSTTITACSVKDTSIWGASYNTLYDQAMYYYTTGKRIRVYYAPDVWTNNSFVRALTANALVGFSTCIS
ESSCFGPDRKKHKFTVH



Error 96

Strain: Y. pseudotuberculosis PB1/+ Classification: novel gene
Gene: YPTS_0106.5 Boundaries of gene: 111739..111900

Oligo evidence:
tgataatatgcttttttatcgagatatacatggagggatggtatgtgagaatattcttatacaatatgtc

Peptide evidence:

Frame +1 I -)' I
Cos
Frame2 | | |1 |1 (I
KIIDNMLFYR

ramess | 1L I 1 1
Proposed sequence (peptide evidence in red): 53aa (+) strand LD
VISNHLKTGYIPIIRSSKIIIDNMLFYRDIHGGMVCENILIQYVDIAKTILEL Erom

111700 111800 |1

Error79
Strain: Y. pestis pestoides F Classification: novel gene
Gene: YPDSF_3794.5 Boundaries of gene: complement (4363721..4363882)

Oligo evidence:
tgataatatgcttttttatcgagatatacatggagggatggtatgtgagaatattcttatacaatatgtc

Peptide evidence:
|3363?DD 4363800
(-) strand
KIIDNMLFYR exomn
Frame-1 ||| 1111
Proposed sequence (peptide evidence in red): 53aa Frame -2 I g I
VISNHLKTGYIPIIRSSKIIIDNMLFYRDIHGGMVCENILIQYVDIAKTILEL th
Frame-3 | N | 1 |
Strain: Y. pestis C092 Classification: annotated as hypothetical protein
Gene: YPO0113 Boundaries of gene: 121254..121415
Oligo evidence:
tgataatatgcttttttatcgagatatacatggagggatggtatgtgagaatattcttatacaatatgtc
Peptide evidence: Frame +1 I I I I I "
Frame+2 | | |} | | I |
NA
Frame +3 | I
TPOO113
(+)strand | | | |

Current sequence (peptide evidence in red): 53aa
VISNHLKTGYIPHRSSKIIDNMLFYRDIHGGMVCENILIQYVDIAKTILEL

TPOOLLS exon
121300 |1z1200




Error 80

Strain: Y. pestis pestoides F
Gene: YPDSF_3804.5

Classification: novel gene
Boundaries of gene: 4374258..4374419

Oligo evidence:
ccgatagcgtcatggcaacgatcaaagccactccageggtagttgtactacggagaaaacagcagectct

Peptide evidence: Frame +1 | | ”| |I | | |
Frame +2 || | | | | |
KPHQDVNELSQ
Frame +3 || w | |||
Cos
(+) strand [T
Proposed sequence (peptide evidence in red): 53aa exaon
VACSDFACSEIAHADTDSVMATIKATPAVVVLRRKQQPLCIKKPHQDVNELSQ |43?4300 4
Error lacking threshold of evidence
Strain: Y. pestis C092 Classification: novel gene
Gene: YPO0101.5 Boundaries of gene: complement (110692..110853)
Oligo evidence:
ccgatagegtcatggcaacgatcaaagcecactccageggtagttgtactacggagaaaacageagectct
ide evi . 110700 L
Peptide evidence: () strand
exon
NA Frame -1 |
Fframe-2 || [[| ]|
o o Frame-3 [l [ [ |l
roposed sequence (peptide evidence in red): 53aa
VACSDFACSEIAHADTDSVMATIKATPAVVVLRRKQQPLCIKKPHQDVNELSQ
Error lacking threshold of evidence
Strain: Y. pseudotuberculosis PB1/+ Classification: novel gene
Gene: YPTS_0095.5 Boundaries of gene: complement (101187..101348)
Oligo evidence:
tataaatttatggatatatgctgttttctacagtgagttttttgggttcgaactgtcacattatctttec
Peptide evidence: Frame+1 | || | || [ |
Frame+2 || | I
NA
Frame+3 | [| | | | |
(+) strand I
ex0n
Proposed sequence (peptide evidence in red): 53aa |lDDSDE|

VACSDFACSEIAHADTDSVMATIKATPAVVVLRRKQQPLCIKKPHQDVNELSQ




Error 81

Strain: Y. pestis pestoides F Classification: novel gene
Gene: YPDSF_0215.5 Boundaries of gene:240335..240820

Oligo evidence:
cgatggttgttataatgaaatgattagaaaaaatgtaatcccctcaaacataataccgtttggaaatgat

Frame+1 B[ | [ 1IN TWITT |
Fomes2 |  HEED DI

Peptide evidence:

DDDSVVFYATDSFDPEVSMSK CD3 D3 CDS CD&
KLTSSFEEFINGLVEEDDLE Frame+3 || || 10N | |
LTSSFEEFINGLVEEDDLE
TLGYSFPEAFVSHYLSFNGGVPLR
AWWACDDGCEPLEIAAFKPFK (+)strand "y P
exon
240300 |za0s00

Proposed sequence (peptide evidence in red): 161aa
MKNPCQNCEKNIDLSDIKSVEKTLGYSFPEAFVSHYLSFNGGVPLRAWWACDDGCEPLEIAAFKPFKYHKMTNDNPNSLIDGCYNEMIRKNVIPSNIIPFGNDWGGNFFCLNKDDDSVVFYA
TDSFDPEVSMSKNHDVLQKKLTSSFEEFINGLVEEDDLE

Strain: Y. pestis C092 Classification: annotated as hypothetical protein
Gene: YPO3610 Boundaries of gene: 4024505..4024990
Oligo evidence:
cgatggttgttataatgaaatgattagaaaaaatgtaatcccctcaaacataataccgtttggaaatgat Frame +1 :N | | | " ”“l I| | || | | | |
Peptide evidence: Frame+2 | | I (RN
Y¥P CD3 CLS CD3
Frame+3 | [ [ [ IIHIT ]|

DDDSVVFYATDSFDPEVSMSK
LTSSFEEFINGLVEEDDLE
TLGYSFPEAFVSHYLSFNGGVPLR (+)strand - | L b

YPO3610 EX0IL
lanzas00 |anzason

Current sequence (peptide evidence in red): 161aa
MKNPCQNCEKNIDLSDIKSVEKTLGYSFPEAFVSHYLSFNGGVPLRAWWACDDGCEPLEIAAFKPFKYHKMTNDNPNSLIDGCYNEMIRKNVIPSNIIPFGNDWGGNFFCLNKDDDSVVFYA
TDSFDPEVSMSKNHDVLQKKLTSSFEEFINGLVEEDDLE

Strain: Y. pseudotuberculosis PB1/+
Gene: no ortholog



Error 82

Strain: Y. pestis pestoides F
Gene: YPDSF_0388.5

Oligo evidence:

Classification: novel gene
Boundaries of gene: 441966..442397

ggaatcagaagcgcgacatgaaattcaaaaaattctggetgaatcgecttacgacgatagtctttataca

Peptide evidence:

ILAESPYDDSLYT

Proposed sequence (peptide evidence in red): 143aa

VRFADMLLSIAEIQKKVDEMALRAGLPRHSVNLCTEPIGEGTPYITFENNMYNYIYSERGYEFSRRVTKSLDELLYWIMSELAHKAAFQYELDHRVEGRDGRRIAFPKFIELMANMNSAWESE

ARHEIQKILAESPYDDSLYT

Frame +1 ||

Frame+2[[[1[FIHEIT 111

Frame +3 |

(+)strand s
1
1500

|

CD3

LBl

exon °
la4z200

Strain: Y. pestis CO92
Gene: YPO0602

Oligo evidence:

Classification: annotated as hypothetical protein

Boundaries of gene: 660010..660441

ggaatcagaagcgcegacatgaaattcaaaaaattctggetgaategecttacgacgatagtctttataca

Peptide evidence:

ILAESPYDDSLYT

Current sequence (peptide evidence in red): 143aa

VRFADMLLSIAEIQKKVDEMALRAGLPRHSVNLCTEPIGEGTPYITFENNMYNYIYSERGYEFSRRVTKSLDELLYWIMSELAHKAAFQYELDHRVEGRDGRRIAFPKFIELMANMNSAWESE

ARHEIQKILAESPYDDSLYT

Frame +1 || .}l
TEOOEDZ CD%
Frame +2 || | ” |||
frame+3 (1 [TIFIEIT | L]
(+) strand Jf [
n POOEOZE EXOn
lesonon lesnzon

Strain: Y. pseudotuberculosis PB1/+
Gene: no ortholog




Error 83

Strain: Y. pestis pestoides F plasmid CD
Gene: YPDSF_4024

Oligo evidence:
atggtattcctcgtttgtcagcagttcaaataagcccaaatgttgatcctaaattgggtgtgggattata
agaaagaaatggctgaaacattggaaaatgcacgtaaagagactttggctcagtctaacgatgttttgga
ctaatcaatacacagatcataaattcagtcaacttgacaaccgtttagataaacttgacaaacgagttga

Classification: frameshift
Boundaries of gene: Frame+1: 68530..68769

Frame+3: 68769..69833

Peptide evidence:

LGVGLYPAKPILR
LPPRGPQGPEK
EMAETLENARK
ETLAQSNDVLDAAK
ETLAQSNDVLDAAKK
TDRENSVSIGHESLNR
KETLAQSNDVLDAAKK
SSQALAIGSGYR
TTLETAEEHANKK

Proposed sequence (peptide evidence in red):

Frame +1 | | W | [ [ T I I
€1 CD3
e 1 T T
Frame+3 | || [ [ T Pl [ |
YPDSF 4024 CDS CDS CDS D3
(+) strand b | [ [T B
exon TPDSF_4024 exon exon
0 ls5700 ls2000 62300 ls9600

Frame+1: 79aa

MTKDFKISVSAALISALFSSPYAFAEEPEDGSDGIPRLSAVQISPNVDPKLGVGLYPAKPILRQENPKLPPRGPQGPEK

Frame+3: 356aa

RARLAEAIQPQVLGAGGLNARAKDPYSIAIGATAEAAKPAAIAVGSGSMATGVDSVAIGPLSKALGDSAVTYGVSSTAQKDGVAIGAKASASDTGVAVGFNSKVDAQNSVAIGHSSHVAAD
HGYSIAIGDHSKTDRENSVSIGHESLNRQLTHLAAGTEDTDAVNVAQLKKEMAETLENARKETLAQSNDVLDAAKKHSNSVARTTLETAEEHANKKSAETLVSAKVYADSNSSQTLKTANSYT

DVTVSNSTKKATRESNQYTDHKFSQLDNRLDKLDKRVDKGLASSAALNSLFQPYGVGKVNFTAGVGGYRSSQALAIGSGYRVNESVAFKAGVAYAGSSNVMYNASFNIEW

Strain: Y. pestis CO92
Gene: YPCD1.87¢/ YPCD1.88c

. . Boundaries of gene
Oligo evidence:

agaaagaaatggctgaaacattggaaaatgcacgtaaagagactttggctcagtctaacgatgttttgga
ctaatcaatacacagatcataaattcagtcaacttgacaaccgtttagataaacttgacaaacgagttga

Peptide evidence:
NA

Current sequence (peptide evidence in red):
YPCD1.88c 79aa

Classification: YPCD1.88c
YPCD1.87c putative yadA yopA invasin pseudogene
: complement (60568..61632)

|gns0o [FEN |g1200 61500 |s1800
(-)strand [ 1 1 T 1 ]
YPCDL1.87c exon exon TP exon c
L S T 1 1 | O R O
Frame-2 || [ L1 00T I N [ —]
TPCDL. 88c
Frame-3 4 | Il
YPCD1.87c

MTKDFKISVSAALISALFSSPYAFAEEPEDGSDGIPRLSAVQISPNVDPKLGVGLYPAKPILRQENPKLPPRGPQGPEK

YPCD1.87c  355aa

KRARLAEAIQPQVLGAGGLNARAKDPYSIAIGATAEAAKPAAIAVGSGSMATGVDSVAIGPLSKALGDSAVTYGVSSTAQKDGVAIGAKASASDTGVAVGFNSKVDAQNSVAIGHSSHVAAD
HGYSIAIGDHSKTDRENSVSIGHESLNRQLTHLAAGTEDTDAVNVAQLKKEMAETLENARKETLAQSNDVLDAAKKHSNSVARTTLETAEEHANKKSAETLVSAKVYADSNSSQTLKTANSYT

DVTVSNSTKKATRESNQYTDHKFSQLDNRLDKLDKRVDKGLASSAALNSLFQPYGVGKVNFTAGVGGYRSSQALAIGSGYRVNESVAFKAGVAYAGSSNVMYNASFNIEW

Strain: Y. pseudotuberculosis PB1/+

Gene: YPTS_4238

Oligo evidence:
atggtattcctegtttgtcageagttcaaataageccaaatgttgatcctaaattgggtgtgggattata

Boundaries of gene

Classification: annotated as YadA domain-containing protein
: complement(23493..24791)

agaaagaaatggctgaaacattggaaaatgcacgtaaagagactttggctcagtctaacgatgttttgga

400 23700 |2a000 |2a300 |2as00

tatgcagacagcaattcttctcacacactaaaaactgcaaatagctataccgatgtgactgtaagtagtt (») Strand {] <| |<| | <| | <| KI I
ctaatcaatacacagatcataaattcagtcaacttgacaaccgtttagataaacttgacaaacgagttga TPTS 4238 exo1 exon p— —
T I 1 T
Frame-2 [ |[[ [l N1 1T I [ [l
Peptide evidence: Frame -3 I 1 6 O s |
AISESNQYTDHK
ALGDSAVTYGASSTAQK
ALGDSAVTYGASSTAQKDGVAIGAR QLTHLAAGTKDNDAVNVAQLKK
ASASDTGVAVGFNSK SSQALAIGSGYR
TANSYTDVTVSSSTK
DNDAVNVAQLKK
EMAETLENAR TANSYTDVTVSSSTKK
ENSVSIGHESLNR TDRENSVSIGHESLNR
ETLAQSNDVLDAAK TTLETAEEHANKK
GLASSAALNSLFOPYGVGK TTLETAEEHANKKSAEALVSAK
KAISESNQYTDHK VDAQNSVAIGHSSHVAADHGYSIAIGDLSK
KAISESNQYTDHKFSQLDNR VDKGLASSAALNSLFQPYGVGK
VNFTAGVGGYR
LAEAIQPQVLGGLDAR VNFTAGVGGYR
LGVGLYPAKPILR SNSS
LSAVQISPNVDPK
QENPKLPPRGPQGPEK

Current sequence (peptide evidence in red): 432aa

MTKDFKISVSAALISALFSSPYAFAEEPEDGNDGIPRLSAVQISPNVDPKLGVGLYPAKPILRQENPKLPPRGPQGPEKKRARLAEAIQPQVLGGLDARAKGIHSIAIGATAEAAKPAAVAVGAG
SIATGVNSVAIGPLSKALGDSAVTYGASSTAQKDGVAIGARASASDTGVAVGFNSKVDAQNSVAIGHSSHVAADHGYSIAIGDLSKTDRENSVSIGHESLNRQLTHLAAGTKDNDAVNVAQLK
KEMAETLENARKETLAQSNDVLDAAKKHSNSVARTTLETAEEHANKKSAEALVSAKVYADSNSSHTLKTANSYTDVTVSSSTKKAISESNQYTDHKFSQLDNRLDKLDKRVDKGLASSAALNSL

FQPYGVGKVNFTAGVGGYRSSQALAIGSGYRVNESVALKAGVAYAGSSNVMYNASFNIEW



Error 84

Strain: Y. pestis pestoides F plasmid CD Classification: novel gene
Gene: YPDSF_4001.5 Boundaries of gene: 50030..50578

Frame+1 (L ILIHEAEEF TR 1

OlIgO evidence:
tgttttctgtattagattgtgatatagagtatgtgttcatagggaaaaaagacagtgaagggaatataga

tgatcatctctaaatctgagtiggaggaattgagtcgegaatectgcgatcaagaatgtattatgggatg ED: LD
frame+3 [T L0 NEEIETE AT
Peptide evidence: (+) strand C I [ b
DSEGNIEFYDPK EXon  exon
SGSILSTLEELWQAVGIVYR |so100 |s0400

VGIEPLKSGSILSTLEELWQAVGIVYR

Proposed sequence (peptide evidence in red): 182aa
MFIKDTYNMRALCTALEQSAPDTIINTSKEENNSYYCATAHLLRTDVCSLVNRVGIEPLKSGSILSTLEELWQAVGIVYRLYEWQHVSDIDTNFKKLPNNSDFGLVFSVLDCDIEYVFIGKKDSEG
NIEFYDPKNSLLIENDDIKKYLYDEDFHRFCIMLIISKSELEELSRESCDQECIMG

Strain: Y. pestis C092 Classification: annotated as putative virulence determinant protein
Gene: YPCD1.19¢ Boundaries of gene: complement (11562..12110)

11700 |1z000
(Istrand [ 1 |

exon .J] exon

Oligo evidence:
tgttttctgtattagattgtgatatagagtatgtgttcatagggaaaaaagacagtgaagggaatataga
tgatcatctctaaatctgagttggaggaattgagtcgegaatcctgegatcaagaatgtattatgggatg

o Frame-1 || [ []Il [ 111 Ml
Peptide evidence:
Frame -2 gl
DSEGNIEFYDPK rame qYPCDl gs e | I
VOIEPLKSGSILSILEELWOAVGIVYR Frame =3 |~ (1111 I N

Current sequence (peptide evidence in red): 182aa
MFIKDTYNMRALCTALEQSAPDTIINTSKEENNSYYCATAHLLRTDVCSLVNRVGIEPLKSGSILSTLEELWQAVGIVYRLYEWQHVSDIDTNFKKLPNNSDFGLVFSVLDCDIEYVFIGKKDSEG
NIEFYDPKNSLLIENDDIKKYLYDEDFHRFCIMLIISKSELEELSRESCDQECIMG

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as yop targeting protein YopK, YopQ
Gene: YPTS_4264 Boundaries of gene: complement(42819..43367)

Oligo evidence:

Tgttttctgtattagattgtgatatagagtatgtgttcatagggaaaaaagacagtgaagggaatataga |‘129DD |‘132EID
tgatcatctctaaatctgagttggaggaattgagtcgegaatcctgegatcaagaatgtattatgggatg (-) strand q | i | ]
. . . exan 4 exon
Peptide evidence: Frame-1 | | LI L (NI
" Frame-2 || [ | |[ [/l [ [T [ 1
Frame -3 |<] | |
BT A2

Current sequence (peptide evidence in red): 182aa
MFIKDTYNMRALCTALEQSAPDTIINTSKEENNSYYCATAHLLRTDVCSLVNRVGIEPLKSGSILSTLEELWQAVGIVYRLYEWQHVSDIDTNFKKLPNNSDFGLVFSVLDCDIEYVFIGKKDSEG
NIEFYDPKNSLLIENDDIKKYLYDENFHRFCIMLIISKSELEELSRESCDQECIMG



Error 85

Strain: Y. pestis pestoides F plasmid CD Classification: novel gene

Gene: YPDSF_3943.5 Boundaries of gene: 4758..5186

Oligo evidence: Frame +1 || ||| |||| | | | || |
tgagaacgttagcaaggagatagcgaacttttacgactggttgagcettggtcagtttaccagcagaaact

Frame+2 || [ [[1 1 1T T

Peptide evidence: Frame +3 | ” m w | |
LTLLGPILGFSGPEAR LD LD
HLSLDELNVENVSK (+) strand CDbI

EX0n
|asoo |s100

Proposed sequence (peptide evidence in red): 142aa
VINTTFTELLPKIASHFGLDKLSQDEYGLCELILNDRVVIMLRADEILNRLTLLGPILGFSGPEARSAASQLFFCYSINALNKDGPCFAWSEELGLIAFKHLSLDELNVENVSKEIANFYDWLSLVSLP
AETAPSYSIYSIG

Strain: Y. pestis C092 Classification: annotated as hypothetical protein
Gene: YPCD1.73c Boundaries of gene: complement(53679..54128)

Oligo evidence:
tgagaacgttagcaaggagatagcgaacttttacgactggttgagettggtcagtttaccagcagaaact

53700 52000
(-)strand 4 1T |

¥l exon ic

Frame-1 | |1 L LTI
EIANFYDWLSLVSLPAETQQELPLHTQSTQSVK

LTLLGPILGFSGPE Frame -2 I g ||

LTLLGPILGFSGPEAR CDE 1.73c  CDS
Frame-3 || || [{[[ | 111

Peptide evidence:

Current sequence (peptide evidence in red): 149aa
VINTTFTELLPKIASHFGLDKLSQDEYGLCELILNDRVVIMLRADEILNRLTLLGPILGFSGPEARSAASQLFFCYSINALNKDGPCFAWSEELGLIAFKHLSLDELNVENVSKEIANFYDWLSLVSLP
AETQQELPLHTQSTQSVKWG

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as hypothetical protein
Gene: YPTS_4225 Boundaries of gene: complement(16608..17057)

Oligo evidence:
tgagaacgttagcaaggagatagcgaacttttacgactggttgagcttggtcagtttaccagcagaaact

1 16800 1
Peptide evidence: (ystrand AL !
Tl exan 25
Frame-1 ||l LHT DAL T
NA Frame-2 1 [[|[ | [l Il
Frame -3 ] |||
YPTS 4225

Current sequence (peptide evidence in red): 149aa
VINTTFTELLPKIASHFGLDKLSQDEYGLCELILNDRVVIMLRADEILNRLTLLGPILGFSGPEARSAASQLFFCYSINALNKDGPCFAWSEELGLIAFKHLSLDELNVENVSKEIANFYDWLSLVSLP
AETQQELPLHTQSTQSVKWG



Error 86

Strain: Y. pestis pestoides F plasmid CD Classification: novel gene

Gene: YPDSF_3969.5 Boundaries of gene: complement (24847..25242)

Oligo evidence:

agttcgagaggttcagcgcactcatttcgaaacaggtaacctacctttattcttttctataaaactgaat |§49IJ ] |§52 o0

(-) strand

Peptide evidence: [rqeal
Frame -1 | {. |

Chs
Frame-2 | ||| | | |l |
THFETGNLPLFFSIK

Frame-3 | | | | | [l

Proposed sequence (peptide evidence in red): 131aa
VSRIIALIISFLLVGCATPPMPAQRIVGEVRMSRPLSRIAHIDVSMFGLYEGKVREVQRTHFETGNLPLFFSIKLNPAQRGEGELYLRSTLSFPERGVQAVAQQKLTGKNKVVLQMIPKTCYPNC
QLPNTR

Strain: Y. pestis CO92 Classification: annotated as needle complex outer membrane lipoprotein precursor
Gene: YPCD1.48 Boundaries of gene: 35593..35988

Frame+1 | | TG WFT]

Oligo evidence: YPCDL. & CDE  CDS
agttcgagaggttcagcgcactcatttcgaaacaggtaacctacctttattcttttctataaaactgaat Frame +2 || | | || | | | | |
Frame+3 | I
(+) strand 1 | ) I
Peptide evidence: TPCDL.. exon
GVQAVAQQK ] ES'J‘DD EGDDI

THFETGNLPLFFSIK

Current sequence (peptide evidence in red): 131aa
VSRIIALIISFLLVGCATPPMPAQRIVGEVRMSRPLSRIAHIDVSMFGLYEGKVREVQRTHFETGNLPLFFSIKLNPAQRGEGELYLRSTLSFPERGVQAVAQQKLTGKNKVVLQMIPKTCYPNC
QLPNTR

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as type Il secretion system chaperone YscW
Gene: YPTS_4293 Boundaries of gene: 68527..68922
Oligo evidence:
Frame +1 | | I |
agttcgagaggttcagcegcactcatttcgaaacaggtaacctacctttattcttttctataaaactgaat TPTS 4293
R fame+2 I | [ Il
Peptide evidence:
HA Frame+3 | I AR
NA (+) strand | | |
TPTI_4 exon
100 |ea700 |es

Current sequence (peptide evidence in red): 131aa
VSRIIALIISFLLVGCATPPMPAQRIVGEVRMSRPLSRIAHIDVSMFGLYEGKVREVQRTHFETGNLPLFFSIKLNPAQRGEGELYLRSTLSFPERGVQAVAQQKLTGKNKVVLQMIPKTCYPNC
QLPNTR



Error 87

Strain: Y. pestis pestoides F plasmid CD Classification: novel gene
Gene: YPDSF_4020.5 Boundaries of gene: complement (64025..64498)

Oligo evidence:

atgaagtttcagtatataaagcaacaaattcctttaactcagtatgtctcggaattaaggcaagtttaaa |§SQDD £4200 %
(-) strand
. . . exomn Tk
Peptide evidence: Frame -1 ” |||| | | ” | | | |
EL}DSNI\IIIZSSF:NKELETSMGLLR Frame -2 | ||EEE i
MNLQNNLYSILEK CD5 3 CD3 F
MNLQNNLYSILEKVESLK Frame-3 [ (LTI THIEEIE T FII

Proposed sequence (peptide evidence in red): 154aa
MNLONNLYSILEKVESLKNIKMLDKNNGEFTYIEGDYYFSDLTTDSLNIYEIKYLFTFENFDFFSNGKPNEVSVYKATNSFNSVCLGIKASLNSLDVERKELTVQFTYSMVFDASKGIPNFSNELETS
MGLLRIAPKKLSNSFKDKGIEHNYVN

Error 100

Strain: Y. pestis C092 Classification: novel gene
Gene: YPCD1.91.5 Boundaries of gene: 65900..66361
o Frame+1 [ [N LT ITEE L A7

Oligo evidence:

atgaagtttcagtatataaagcaacaaattcctttaactcagtatgtctcggaattaaggcaagtttaaa Frame +2 [j‘ .} -} ||
CL& ChE CD3E

Peptide evidence: Frame+3 | [| | | | 111
ASLNSLDVERK (+) strand b
GIPNFSNELETSMGLLR -
MNLQNNLYSILEKVESLK |SEDDD |653E|[

Current sequence (peptide evidence in red): 154aa
MNLQNNLYSILEKVESLKNIKMLDKNNGEFTYIEGDYYFSDLTTDSLNIYEIKYLFTFENFDFFSNGKPNEVSVYKATNSFNSVCLGIKASLNSLDVERKELTVQFTYSMVFDASKGIPNFSNELETS
MGLLRIAPKKLSNSFKDKGIEHNYVN

Strain: Y. pseudotuberculosis PB1/+ Classification: annotated as hypothetical protein
Gene:YPTS_4242 Boundaries of gene: 28826..29290
Frame+1{[| [I [T HTEETIF I
Oligo evidence: Frame +2 [ I
atgaagtttcagtatataaagcaacaaattcctttaactcagtatgtctcggaattaaggcaagtttaaa TPTE_4242
Frame+3 ||| | (i
Peptide evidence: (#)strand M T )
ASLNSLDVERK TPTE_4247 exon
GIPNFSNELETSMGLLR 28800 |z9100

MNLQNNLYSILEKVESLK

Current sequence (peptide evidence in red): 154aa
MNLQNNLHSILEKVESLKNIKMLDKNNGEFTYIEGNYYFSDLTTDSLNIYEIKYLFTFENFDFFSNGKPNEVSVYKATNSFNSVCLGIKASLNSLDVERKELTVQFTYSMVFDASKGIPNFSNELETS
MGLLRIAPKKLSNSFKDKGIEHNYVN



Error 88

Strain: Y. pestis pestoides F plasmid MT

Gene: YPDSF_4088.5

Classification: novel gene
Boundaries of gene: 60858..61109

Frame +1 | | || |
Oligo evidence: Frame +2 | || | ” |
NA
. ) Frame+3 || I I |
Peptide evidence: DS CDS
(+) strand
HIQEAIEYALSK
SVWSTPDVPEHHATQIR |5|39E|D
Proposed sequence (peptide evidence in red): 83aa
MKSHPNKHIQEAIEYALSKGWVWVPAGKSAHCFCKLRCGDKSGEHTSHHRSVWSTPDVPEHHATQIRQAVDQCGRIKNQMSKK
Error 48
Strain: Y. pestis CO92 plasmid MT Classification: novel gene
Gene: YPMT1.53c.5 Boundaries of gene: 55421..55672 Frame +1 | | | ||| | ” |
Oligo evidence: Frame +2 || | 55 gs} I |
NA Frame+3 ||| | [l |
Peptide evidence: (+) strand
HIQEAIEYALSK 0 |555E|D

SVWSTPDVPEHHATQIR

Proposed sequence (peptide evidence in red): 83aa

MKSHPNKHIQEAIEYALSKGWVWVPAGKSAHCFCKLRCGDKSGEHTSHHRSVWSTPDVPEHHATQIRQAVDQCGRIKNQMSKK

Strain: Y. pseudotuberculosis PB1/+

Gene: no ortholog




Error 89

Strain: Y. pestis pestoides F plasmid MT
Gene: YPDSF_4138.5

Oligo evidence:

Classification: novel gene

Boundaries of gene: complement (125215..125541)

cctgacggctacagagtattgtactcagtggaggataatgtaataacagcacacgcaatactatcccaca

Peptide evidence:

EVISGIIEHFEKR
HIESEPK
HIESEPKEVISGIIEHFEK
HIESEPKEVISGIIEHFEKR

Proposed sequence (peptide evidence in red): 108aa
MAIVIQYTRTVKTCIDDIASHLRHIESEPKEVISGIIEHFEKRVSDFPLGCQVCPELLKIGCAKYRECNTPDGYRVLYSVEDNVITAHAILSHRQDIQNLLFKRLIRI

(-) strand
125100 125400
(-) strand
EXOn
Frame-1 | | || || [] |
Frame-2 ||| | | | 4
¥
Frame -3 | | {El

Strain: Y. pestis CO92 plasmid MT
Gene: YPMT1.69

Oligo evidence:

Classification: annotated as hypothetical protein

Boundaries of gene: 70690..71016

cctgacggctacagagtattgtactcagtggaggataatgtaataacagcacacgcaatactatcccaca

Peptide evidence:

EVISGIIEHFEK
HIESEPKEVISGIIEHFEK
HIESEPKEVISGIIEHFEKR
VLYSVEDNVITAHAILSHR

Current sequence (peptide evidence in red): 108aa
MAIVIQYTRTVKTCIDDIASHLRHIESEPKEVISGIIEHFEKRVSDFPLGCQVCPELLKIGCAKYRECNTPDGYRVLYSVEDNVITAHAILSHRQDIQNLLFKRLIRI

Frame +1 | EZID D |

TP CDS  CDS
Frame+2 I | | | ||
k]

Frame+3 | [| I |

()strand DT TP

TFMTLl.09 exon
| 70800 |

Strain: Y. pseudotuberculosis PB1/+
Gene: no ortholog




Error 90

Strain: Y. pestis pestoides F Classification: frameshift
Gene: YPDSF_1005 Boundaries of gene: Frame-2 1141715..1142086
Frame-3:1141443..1141703
Oligo evidence:
atgactaactgggatgatttttatgggacatgggctgatttttgttggggtgatgacagagattgecatt
ggctttccttgagcatatcgttcctacacgtaaaacatgtactcagattttagtctggegtactgttcaa
caggcgtgaaagaattctctttgectggatttgtaactcctcacgggtategtctacttgtttctgtaaa

1141500 1141500 E

Peptide evidence: (-) strand ]

EFSLPGFVTPHGYR ¥ exon 005 exon ! exaon SQYPOC

LAFLEHIVPTR Frame-1 | | I AL 11 THEIE N

NIEHTEAFMASGVK

LVTDAAIPETVYAVK Frame -2 | I I
Proposed sequence (peptide evidence in red): CD5 2 C D3
Current annotation is underlined Frame-3 [ [ [l |

FPDEF 1005

Frame-2: 124aa
MNKYIANEKMPLLIPAAGFDAKLSMTEKNIEHTEAFMASGVKEFSLPGFVTPHGYRLLVSVNGEHYRLVTDAAIPETVYAVKLAFLEHIVPTRKTCTQILVWRTVQPQHDSAVHGLPQEFFRH
F

Frame-3: 87aa
LTQYSIVVSDSEQTNEGRRFWERMIAWAIQAEGHYVYVSNGSEEDRPLTFMTNWDDFYGTWADFCWGDDRDCHCHRLFVISTEQLH

Strain: Y. pestis C092 Classification: annotated as hypothetical protein

Gene: YPO2124 Boundaries of gene: 2392729..2393361

Oligo evidence: TR —
caggcgtgaaagaattctctttgectggatttgtaactcctcacgggtategtctacttgtttctgtaaa © [DS C CDE CDS DS o
ggctttccttgageatatcgttcctacacgtaaaacatgtactcagattttagtctggegtactgttcaa F 2 ” ” "l | | | | | | | ” |
atgactaactgggatgatttttatgggacatgggctgatttttgtiggggteatgacagagattgecatt rame

Peptide evidence: Frame +3 || | | | | | ” | || || | |
EFSLPGFVTPHGYR (+) strand | | I T T [
LAFLEHIVPTR YPOZ. exon exon exan
LFVISTEQLH
T O R oo |zz92800 [z293100 |

LVTDAAIPETVYAVK

MPLLIPAAGFDAK

NIEHTEAFMASGVK
NIEHTEAFMASGVKEFSLPGFVTPHGYR
PAAGFDAK

PLLIPAAGFDAK
TCTQILVWRTVQPQHDSAVHGLPQEFFR
TVQPQHDSAVHGLPQEFFR

Current sequence (peptide evidence in red): 210aa
MNKYIANEKMPLLIPAAGFDAKLSMTEKNIEHTEAFMASGVKEFSLPGFVTPHGYRLLVSVNGEHYRLVTDAAIPETVYAVKLAFLEHIVPTRKTCTQILVWRTVQPQHDSAVHGLPQEFFRH
FLTQYSIVVSDSEQTNEGRRFWERMIAWAIQAEGHYVYVSNGSEEDRPLTFMTNWDDFYGTWADFCWGDDRDCHCHRLFVISTEQLH

Strain: Y. pseudotuberculosis PB1/+
Gene: no ortholog



Error 91

Strain: Y. pestis pestoides F
Gene: YPDSF_2750.5

Oligo evidence:
tgattaataatagtttctggcaaggtaaacgggtttttgtaacaggccatactgggtttaaaggtggetg

aatatgccgaaggttggaactttggtcctaacgatgetgatgetactccagtaaaaaacattgttgaaca

Peptide evidence:

MINNSFWQGK
AIRPWQHVLEPLSGYLLLAQK
LYTDGAEYAEGWNFGPNDADATPVK
RLLFAPPTVPSLFETAR
YWGEGASWQLDGNAHPHEAHYLK
EFQPEIVFHMAAQPLVR
ENEAMGGYDPYSNSK
ENEAMGGYDPYSNSK
LSYSEPVETYSTNVMGTVYLLEAIR
NPHAIRPWQHVLEPLSGYLLLAQK
NSFFNPANYGQHGTAVATVR

Proposed sequence (peptide evidence in red):
Frame-3: 41aa

Classification: frameshift
Boundaries of gene: frame-3: complement (3119589..3119711)
frame-1: complement (3118639..3119631)

00 3118800 |3119100 |3119400 [3115700
(-) strand

TPDSF_2750 exon exon PD3F_:
Frame -1

YPDSF_: CDS CDi CDS D3 €DS D3 D5 CDS s
Frame-2 ML 00 L0000 0 F0EWE 0 W HETEE I
frame-3 [ | 11l I | a |l

MINNSFWQGKRVFVTGHTGFKGGWLSLWLQTMGATVKGYSLPPPRCLAYLRPHELPTGCNRKSVIFVIKTNY

Frame-1: 331aa

MVANHGGNGKRLLFAPPTVPSLFETARVADGMAQSEIGDIRDQNKLLESIREFQPEIVFHMAAQPLVRLSYSEPVETYSTNVMGTVYLLEAIRHVGGVKAVVNITSDKCYDNKEWIWGYRENE
AMGGYDPYSNSKGCAELVTSSYRNSFFNPANYGQHGTAVATVRAGNVIGGGDWALDRIVPDILRAFEQSQPVIIRNPHAIRPWQHVLEPLSGYLLLAQKLYTDGAEYAEGWNFGPNDADA

TPVKNIVEQMVKYWGEGASWQLDGNAHPHEAHYLKLDCSKAKMQLGWHPRWNLNTTLEYIVGWHKNWLSGTDMHEYSITEINNYMNTK

Strain: Y. pestis CO92
Gene: YPO3114

Oligo evidence:

tgattaataatagtttctggcaaggtaaacgggtttttgtaacaggccatactgggtttaaaggtggetg
aatatgccgaaggttggaactttggtcctaacgatgetgatgetactccagtaaaaaacattgttgaaca

Peptide evidence:

NA

Current sequence (peptide evidence in red):
Frame-2: 41aa

Classification: annotated as pseudogene
Boundaries of gene: frame-2: complement (3471347..3471568)
frame-3: complement (3470493..3471437)

0400 |3a70700 |3a71000 |3471300
(-)strand Y [ L/ |
asch eXon exaor
Frame-1 I 0 0000 0 FHEWE T T
Frame-2 || | | []| I |
Frame -3 || | ”]

MINNSFWQGKRVFVTGHTGFKGGWLSLWLQTMGATVKGYSLPPPPRCLAYLRPHELPTGCNRKSVIFVIKTNY

Frame-3: 316aa

PTVPSLFETARVADGMOQSEIGDIRDQNKLLESIREFQPEIVFHMAAQPLVRLSYSEPVETYSTNVMGTVYLLEAIRHVGGVKAVVNITSDKCYDNKEWIWGYRENEAMGGYDPYSNSKGCAE
LVTSSYRNSFFNPANYGQHGTAVATVRAGNVIGGGDWALDRIVPDILRAFEQSQPVIIRNPHAIRPWQHVLEPLSGYLLLAQKLYTDGAEYAEGWNFGPNDADATPVKNIVEQMVKYWGE

GASWQLDGNAHPHEAHYLKLDCSKAKMQLGWHPRWNLNTTLEYIVGWHKNWLSGTDMHEYSITEINNYMNTK

Strain: Y. pseudotuberculosis PB1/+
Gene: YPTS_1043

Oligo evidence:

tgattaataatagtttctggcaaggtaaacgggtttttgtaacaggccatactgggtttaaaggtggetg
aatatgccgaaggttggaactttggtcctaacgatgcetgatgcetactccagtaaaaaacattgttgaaca

Peptide evidence:

AFEQSQPVIIR
AGNVIGGGDWALDR
EFQPEIVFHMAAQPLVR
ENEAMGGYDPYSNSK
GYSLTPPTVPSLFETAR
LYTDGAEYAEGWNFGPNDADATPVK
MQLGWHPR
NPHAIRPWQHVLEPLSGYLLLAQK
NSFFNPANYGQHGTAVATVR
NWLSGTDMHEYSITEINNYMNTK
VKGYSLTPPTVPSLFETAR
YWGEGASWQLDGNAHPHEAHYLK

Current sequence (peptide evidence in red): 357aa

MINNSFWQGKRVFVTGHTGFKGGWLSLWLQTMGAKVKGYSLTPPTVPSLFETARVADGMQSEIGDIRDQNKLLESIREFQPEIVFHMAAQPLVRLSYSEPVETYSTNVMGTVYLLEAIRHV
GGVKAVVNITSDKCYDNKEWIWGYRENEAMGGYDPYSNSKGCAELVTSSYRNSFFNPANYGQHGTAVATVRAGNVIGGGDWALDRIVPDILRAFEQSQPVIIRNPHAIRPWQHVLEPLSG
YLLLAQKLYTDGAEYAEGWNFGPNDADATPVKNIVEQMVKYWGEGASWQLDGNAHPHEAHYLKLDCSKAKMQLGWHPRWNLNTTLEYIVGWHKNWLSGTDMHEYSITEINNYMNTK

Classification: annotated as CDP-glucose 4,6-dehydratase
Boundaries of gene: 1182733..1183806

Frame +1 [0 D [l [ IR Il T

YPTS CDS  CDS CDS CT CD CDS 3 °DS CDS CDS DS
Frame+2 | | [ || | I [
rame3 0L 00000 WHEE L0 00 L1 THN
(+) strand II} [+ [ [ I
exon 1043 EXOn N
0 [L182900 1183200 1183500 |1:




Error 92

Strain: Y. pestis pestoides F Classification: upstream start site

Gene: YPDSF_0824 Boundaries of gene: 930976..934863

Oligo evidence:
tccactcaacttggtgagttgatgctccgtgaccaacagegceattcagegtcggcetacatagegecacgaa
tgtgttggcaaccaacgtggcagaaacgtcactcacggtgccgggtatcaaatatgttatcgatcecegge
caagagtttaccggtgctcgtaacgeecgcetttgetattttccceggetecggcettattcaaaaagecce

Peptide evidence:
Frame +1 m
FSQHFNNAPIIEVSGR SVHTAILTGLLSHIGQK I e IC>DS' 5: gs.:)s gs :>DS IC>DS lc}ﬁs”
GVIGHTQPR SVHTAILTGLLSHIGQKDVEK :
oTEorey TNLASVILOWTeLaLmDRePEvEAPDKR | FA™e 2 T I RO T T e
INNPDAIQAITHEIEAEIAIAMQR VTPLETGLLEALER
KINNPDAIQAITHEIEAEIAIAMQR YRPIVDDADDVDRDQLQAIFDAVDELGR Frame +3 1100 WVORORN 0 00 EE DONCEIE 000 TEUEEEE T 1
LLLLNIPSPIK
LPIEPISQASANQR (+) strand 12 [T [T I
SSLTALSTQLGELMLR exon T_0524 EXOm EXON
|Q 1200 |Q Q00 |Q il |Q £00 |Q AA00

Proposed sequence (peptide evidence in red): 1295aa
Current annotation is underlined
MKSSLTALSTQLGELMLRDQQRIQRRLHSARKINNPDAIQAITHEIEAEIAIAMQRVTRRRAACPAISYPDNLPVSQKKQDIYNAIRDHQVIIVAGETGSGKTTQLPKICLELGRGVKGVIGHTQPRRLAARTVANRIADELDTSLGGCVGYKVRFNDQVGENTLV
KLMTDGILLAEIQQDRLLMQYDTLIIDEAHERSLNIDFILGYLRELLPKRPDLKVIITSATIDPQRFSQHFNNAPIIEVSGRTYPVEVRYRPIVDDADDVDRDQLQAIFDAVDELGRESAGDILIFMSGEREIRDTADALIKQNLPHTEVLPLYARLSNSEQNRVFQSHH
GRRIVLATNVAETSLTVPGIKYVIDPGTARISRYSFRTKVQRLPIEPISQASANQRKGRCGRVSDGICIRLYSEQDFLSRPEFTDPEILRTNLASVILOMTSLGLGDIAAFPFVEAPDKRNIQDGVRLLEELGAIQTASNGHQQLTPLGRQLAQLPVDPRLARMVLQA
KSGCVRELMIITSALSIQDPRERPVDK SDEKHRRFADKDSDFLAFVNLWDYLKEQQKALSSAQFRKLCRSDYLNYLRVREWQDIYTQLRQVVKELGIPVNSVAADYRSVHTAILTGLLSHIGQKDVEKQEFTGARNARFAIFPGSGLFKKPPKWVMVAEL
VETSRLWGRIAARIEPEWIEPLAQHLVKHHYSDPHWEKAQGAVMASEKVTLFGLPIVTERKINYGPIDPLLCRELFIRHGLVEGDWQTRHAFFRMNLKLLAEVEELEHKSRRRDILVDDETLFNFYDQRIGRDVISALHFDSWWKQASQTKPELLNFEKTMLIKE
GANKVNPLDYPNFWYQGELKLRLFYQFEPGTDADGVTVHIPLPILNQIHEQGFDWQIPGIRRELVIALIKSLPKPVRRNFVPAPNYADAFLARVTPLETGLLEALERELRRMTGVTVSRDSWQLDQVPDHLKITFRVLDDKNRILREGKDLAALKLQLQEKVQETL
SAVADDGIEQNNLHIWSFGDLPICYEQRRGGYEVKAYPALVDEKDSVAIRLFDTESQQQQAMWOQGTRRLLLLNIPSPIKYLHEKLPNKSKLGLYFNTYGNVMDLIDDCIACGVDKLVAQHGGPVWQEADFARLQEKVRAELNDTVVDIAKQVEQILTLVFSIN
KRLKGRIDISLVLALSDIKAQLAGLIYRGFVTSNGWKRLPDTLRYLKAIERRLEKLAVDPHRDRAQMLRIEHVQQVWQQWLNKLPPKRQQDEEVKEVRWMIEELRVSLFAQQLGTPYPVSDKRILQTIEQLSV

Error 99

Strain: Y. pestis CO92 Classification: upstream start site
Gene: YPO2322 Boundaries of gene: complement (2608715..2612602)

Oligo evidence:

tccactcaacttggtgagttgatgctecgtgaccaacagegceattcagegteggetacatagegeacgaa
tgtgttggcaaccaacgtggeagaaacgtcactcacggtgecgggtatcaaatatgttatcgateeegge
caagagtttaccggtgctcgtaacgeccgetttgetattttccceggetecggettattcaaaaageece

Peptide evidence:

DILVDDETLFNFYDQR SSLTALSTQLGELMLR

ELMIITSALSIQDPR SVHTAILTGLLSHIGQK

FADKDSDFLAFVNLWDYLK SVHTAILTGLLSHIGQKDVEKQEFTGAR |ze08800 |z609600 |z610400 |2611200 |2612000
FSQHFNNAPIIEVSGR TNLASVILQMTSLGLGDIAAFPFVEAPDKR | (-) strand | 41 41 il |
GVIGHTQPR VREWQDIYTQLR hrpi exon exon exon
omaareu VK T n L T T | A [ A T
INNPDAIQAITHEIEAEIAIAMQR YRPIVDDADDVDRDQLQAIFDAVDELGR ] iR R
KINNPDAIQAITHEIEAEIAIAMQR Frame -2 | {IE dl 1 1 I . . Il
LLLLNIPSPIK CDS )5 D5 CDS  CD CDS [ CD CDS DS [ CDS CDS . CDS
NFVPAPNYADAFLAR Frame-3 | TIWITIVCD IVLTOEMAEEEOAAE E TP O COE L e

Proposed sequence (peptide evidence in red): 1295aa Current annotation is underlined
VKSSLTALSTOQLGELMLRDQQRIQRRLHSARKINNPDAIQAITHEIEAEIAIAMQRVTRRRAACPAISYPDNLPVSQKKQDIYNAIRDHQVIIVAGETGSGKTTQLPKICLELGRGVKGVIGHTQPRRLAARTVANRIADELDTSLGGCVGYKVRFNDQVGENTLYV
KLMTDGILLAEIQQDRLLMQYDTLIIDEAHERSLNIDFILGYLRELLPKRPDLKVIITSATIDPQRFSQHFNNAPIIEVSGRTYPVEVRYRPIVDDADDVDRDQLQAIFDAVDELGRESAGDILIFMSGEREIRDTADALIKQNLPHTEVLPLYARLSNSEQNRVFQSHH
GRRIVLATNVAETSLTVPGIKYVIDPGTARISRYSFRTKVQRLPIEPISQASANQRKGRCGRVSDGICIRLYSEQDFLSRPEFTDPEILRTNLASVILOMTSLGLGDIAAFPFVEAPDKRNIQDGVRLLEELGAIQTASNGHQQLTPLGRQLAQLPVDPRLARMVLQA
QKSGCVRELMIITSALSIQDPRERPVDKQQASDEKHRRFADKDSDFLAFVNLWDYLKEQQKALSSAQFRKLCRSDYLNYLRVREWQDIYTQLRQVVKELGIPVNSVAADYRSVHTAILTGLLSHIGOQKDVEKQEFTGARNARFAIFPGSGLFKKPPKWVMVAEL
VETSRLWGRIAARIEPEWIEPLAQHLVKHHYSDPHWEKAQGAVMASEKVTLFGLPIVTERKINYGPIDPLLCRELFIRHGLVEGDWQTRHAFFRMNLKLLAEVEELEHKSRRRDILVDDETLFNFYDQRIGRDVISALHFDSWWKQASQTKPELLNFEKTMLIKE
GANKVNPLDYPNFWYQGELKLRLFYQFEPGTDADGVTVHIPLPILNQIHEQGFDWQIPGIRRELVIALIKSLPKPVRRNFVPAPNYADAFLARVTPLETGLLEALERELRRMTGVTVSRDSWQLDQVPDHLKITFRVLDDKNRILREGKDLAALKLQLQEKVQETL
SAVADDGIEQNNLHIWSFGDLPICYEQRRGGYEVKAYPALVDEKDSVAIRLFDTESQQQQAMWOQGTRRLLLLNIPSPIKYLHEKLPNKSKLGLYFNTYGNVMDLIDDCIACGVDKLVAQHGGPVWQEADFARLQEKVRAELNDTVVDIAKQVEQILTLVFSIN
KRLKGRIDISLVLALSDIKAQLAGLIYRGFVTSNGWKRLPDTLRYLKAIERRLEKLAVDPHRDRAQMLRIEHVQQVWQQWLNKLPPKRQQDEEVKEVRWMIEELRVSLFAQQLGTPYPVSDKRILQTIEQLSV

Strain: Y. pseudotuberculosis PB1/+ Classification: ATP-dependent helicase HrpA
Gene: YPTS_2317 Boundaries of gene: complement (2564882..2568769)
Oligo evidence:

tccactcaacttggtgagttgatgctccgtgaccaacagegceattcagegtcggcetacatagegecacgaa

tgtgttggcaaccaacgtggeagaaacgtcactcacggtgcegggtatcaaatatgttategateeegge 2564300 2565600 2566400 2567200 2565000 E

caagagtttaccggtgctcgtaacgeccgetttgetattttccceggetecggettattcaaaaagecce (-)strand [l 41 il |
Peptide evidence: TPTS 2317 EXOn EXOn X0

T SN 1Y A T TR

EGKDLAALKLQLQEK SSLTALSTQLGELMLR

FSQHPNNAPIEVSGR SVHTAILTGLLSHIGQK T A O O | I B W

INNPDAIQAITHEIEAEIAIAMQR TNLASVILQMTSLGLGDIAAFPFVEAPDKR

KINNPDAIQAITHEIEAEIAIAMQR VTPLETGLLEALER

QNLPHTESLPLYAR Q Frame -3 n <I<. <I E <I <n|

RMTGVTVSR YETS 2317 C CDS [k CDS  CD3 DS [ CDE

Current sequence (peptide evidence in red): 1295aa
VKSSLTALSTQLGELMLRDQQRIQRRLHSARKINNPDAIQAITHEIEAEIAIAMQRVTRRRAACPAISYPDNLPVSQKKQDIYNAIRDHQVIIVAGETGSGKTTQLPKICLELGRGVKGVIGHTQPRRLAARTVANRIADELDTSLGGCVGYKVRFNDQVGENTLYV
KLMTDGILLAEIQQDRLLMQYDTLIIDEAHERSLNIDFILGYLRELLPKRPDLKVIITSATIDPQRFSQHFNNAPIIEVSGRTYPVEVRYRPIVDDADDVDRDQLQAIFDAVDELGRESAGDILIFMSGEREIRDTADALIKONLPHTEVLPLYARLSNSEQNRVFQSHH
GRRIVLATNVAETSLTVPGIKYVIDPGTARISRYSFRTKVQRLPIEPISQASANQRKGRCGRVSDGICIRLYSEQDFLSRPEFTDPEILRTNLASVILOMTSLGLGDIAAFPFVEAPDKRNIQDGVRLLEELGAIQTASNGHQQLTPLGRQLAQLPVDPRLARMVLQA
QKSGCVRELMIITSALSIQDPRERPVDKQQASDEKHRRFADKDSDFLAFVNLWDYLKEQQKALSSAQFRKLCRSDYLNYLRVREWQDIYTQLRQVVKELGIPVNSVAADYRSVHTAILTGLLSHIGOQKDVEKQEFTGARNARFAIFPGSGLFKKPPKWVMVAEL
VETSRLWGRIAARIEPEWIEPLAQHLVKHHYSDPHWEKAQGAVMASEKVTLFGLPIVTERKINYGPIDPLLCRELFIRHGLVEGDWQTRHAFFRMNLKLLAEVEELEHKSRRRDILVDDETLFNFYDQRIGRDVISARHFDSWWKQASQTKPELLNFEKTMLIKE
GANKVNPLDYPNFWYQGELKLRLSYQFEPGTDADGVTVHIPLPILNQIHEQGFDWQIPGIRRELVIALIKSLPKPVRRNFVPAPNYADAFLARVTPLETGLLEALERELRRMTGVTVSRDSWQLDQVPDHLKITFRVLDDKNRILREGKDLAALKLQLQEKVQETL
SAVADDGIEQNNLHIWSFGDLPICYEQRRGGYEVKAYPALVDEKDSVAIRLFDTESQQQQAMWQGTRRLLLLNIPSPIKYLHEKLPNKSKLGLYFNTYGNVMDLIDDCIACGVDKLVAQHGGPAWQEADFARLQEKVRAELNDTVVDIAKQVEQILTLVFSIN
KRLKGRIDISLALALSDIKAQLAGLIYRGFVTSNGWKRLPDTLRYLKAIERRLEKLAVDPHRDRAQMLRIEHVQQVWQQWLNKLPPKRQQDEEVKEVRWMIEELRVSLFAQQLGTPYPVSDKRILQTIEQLSV



Error 93

Strain: Y. pestis pestoides F plasmid CD Classification: upstream start site YopM
Gene: YPDSF_3996 Boundaries of gene: 44576..45805

Oligo evidence:

aaatccaagaaatgtatctaatacttttttgcaagaaccattacgtcattcttctaatttaactgagatg
cagcaatgaaataagatccttatgegatttacccecttcactggaagaacttaatgtcagtaataataag

Peptide evidence:

ALSDLPPLLEYLGVSNNQLEK
ALSDLPPLLEYLGVSNNQLEKLPELQNSSFLK
IIDVDNNSLK
KLPDLPLSLESIVAGNNILEELPELQNLPFLTTIYADNNLLK Frame+1 [0 FHINC 000 00 0000 000 F T 00 0 TH
KLPDLPPSLEFIAAGNNQLEELPELQNLPFLTAIYADNNSLK 3995

LPELQNSSFLK Frame +2 | )

TLPDLPPSLEALNVR DS YPDSF 39 CDS CDS CD3 DS CDS DS
PELQNLPFLTAIYADNNSLK Frame+3 | || L

LIASFNHLAEVPELPQNLK
NVSNTFLQEPLR
(+) strand CD I T I

1995  exon  YPDSF_3996 exon
1400 |aa7o0 |asooo laszo0 |assoo

Proposed sequence (peptide evidence in red): 409aa
Current annotation is underlined

MFINPRNVSNTFLQEPLRHSSNLTEMPVEAENVKSKTEYYNAWSEWERNAPPGNGEQREMAVSRLRDCLDRQAHELELNNLGLSSLPELPPHLESLVASCNSLTELPELPQSLKSLLVDNNNL
KALSDLPPLLEYLGVSNNQLEKLPELQNSSFLKIIDVDNNSLKKLPDLPPSLEFIAAGNNQLEELPELQNLPFLTAIYADNNSLKKLPDLPLSLESIVAGNNILEELPELQNLPFLTTIYADNNLLKTLP
DLPPSLEALNVRDNYLTDLPELPQSLTFLDVSENIFSGLSELPPNLYYLNASSNEIRSLCDLPPSLEELNVSNNKLIELPALPPRLERLIASFNHLAEVPELPONLKQLHVEYNPLREFPDIPESVEDLR
MNSERVVDPYEFAHETTDKLEDDVFE

Strain: Y. pestis CO92 plasmid CD Classification: annotated as YopM
Gene: YPCD1.26¢ Boundaries of gene: complement (16336..17565)

Oligo evidence:

aaatccaagaaatgtatctaatacttttttgcaagaaccattacgtcattcttctaatttaactgagatg
cagcaatgaaataagatccttatgcgatttacccecttcactggaagaacttaatgtcagtaataataag

Peptide evidence: 5200 26500 16800 17100 17400 s
(-) strand { T 1
ALSDLPPLLEYLGVSNNQLEK TPCDL.260  exon exom
KLPDLPLSLESIVAGNNILEELPELQNLPFLTTIYADNNLLK Frame -1 e 1 TR
KLPDLPPSLEFIAAGNNQLEELPELQNLPFLTAIYADNNSLK
LIASFNHLAEVPELPQNLK Frame-2 | | [LUE0L 0 0000 00 FF LI o
LPELQNSSFLK
Frame-3 | { T N |
YPCDl. CDS CDS CDE CDE 3

Current sequence (peptide evidence in red): 409aa
MFINPRNVSNTFLQEPLRHSSNLTEMPVEAENVKSKTEYYNAWSEWERNAPPGNGEQREMAVSRLRDCLDRQAHELELNNLGLSSLPELPPHLESLVASCNSLTELPELPQSLKSLLVDNNNL
KALSDLPPLLEYLGVSNNQLEKLPELQNSSFLKIIDVDNNSLKKLPDLPPSLEFIAAGNNQLEELPELQNLPFLTAIYADNNSLKKLPDLPLSLESIVAGNNILEELPELONLPFLTTIYADNNLLKTLP
DLPPSLEALNVRDNYLTDLPELPQSLTFLDVSENIFSGLSELPPNLYYLNASSNEIRSLCDLPPSLEELNVSNNKLIELPALPPRLERLIASFNHLAEVPELPQNLKQLHVEYNPLREFPDIPESVEDLR
MNSERVVDPYEFAHETTDKLEDDVFE

Strain: Y. pseudotuberculosis PB1/+ plasmid Classification: annotated as YopM
Gene: YPTS_4270 Boundaries of gene: complement(47586.. 49175)

Oligo evidence:

aaatccaagaaatgtatctaatacttttttgcaagaaccattacgtcattcttctaatttaactgagatg
ataataacaatctgaaggcattatccgatttacctecttcactggaatatcttactgctagtagtaataa

Peptide evidence:

la7700 |as000 lasz00 |asson |asso0 |asz00
(-)strand | 4 T 1
YPTS_ 4270 EX0 EX0n
Y Y= T T T e e T WM
NA
Frame-2 | 1 UL IEEDE 0T Fl [ 11 R | I
Frame -3 4 l |

TPTS 4270

Current sequence (peptide evidence in red): 529aa
MFINPRNVSNTFLQEPLRHSSNLTEMPVEAENVKSKTEYYNAWSEWERNAPPGNGEQREMAVSRLRDCLDRQAHELELNNLGLSSLPELPPHLESLVASCNSLTELPELPQSLKSLQVENNN
LKALPDLPPSLKKLHVRENDLTDLPELPQSLESLRVDNNNLKALSDLPPSLEYLTASSNKLEELPELQNLPFLAAIYADNNLLETLPDLPPSLKKLHVRENDLTDLPELPQSLESLQVDNNNLKALSD
LPPSLEYLTASSNKLEELPELQNLPFLAAIYADNNLLETLPDLPPHLEILVASYNSLTELPELPQSLKSLRVDNNNLKALSDLPPSLEYLTASSNKLEELPELONLPFLAAIYADNNLLETLPDLPPSLKK
LHVRENDLTDLPELPQSLTFLDVSDNNISGLSELPPNLYYLDASSNEIRSLCDLPPSLVDLNVKSNQLSELPALPPHLERLIASFNYLAEVPELPQNLKQLHVEQNALREFPDIPESLEELEMDSERV
VDPYEFAHETTDKLEDDVFE



Error 94

Strain: Y. pseudotuberculosis PB1/+
Gene: YPTS_1064

Classification: pseudogene
Boundaries of gene: frame+3:1206042..1207007

Oligo evidence:
gggcgagtgectgggaaaaagataaaacttacgacatcaccatattgcacaccaatgatcatcatggtca
tccgtaatggcegaattaacattggtcaactaccagttaatcccgatcaatttaaag ttgagaaa
ttaacattggtcaactaccagttaatcccgatcaatttaaagaaaaaattgagaaagctgatggceactcg
taatatggcgcgtttattattagectctcaaatagaacgttcaggagcetgactttgecgtaatgagtggt
tgcaggtgatatcacttataaagatgtgctcaaggttcaaccctttggtaatacgetggtttacgttgat

frame +2 1207007..1207696

Frame +1 I R | 1 T Y I R
pentide avidence, rame2 11 LI 0 LI T W0 m
HSPLDAEQYQPK Frame+3 | | |
(+) strand LT T 12 [T i
Proposed sequence (peptide evidence in red): 551aa TP exon 4 exon EX0N =X0n
Frame+3: |1z06000 |1206300 |1z06600 |1206900 |1207200 |1207500

MRFSLTTTLGALAVSLALAPGWASAWEKDKTYDITILHTNDHHGHFWQNEQGEYGLAAQKTVVDEIRKQVAAKGGSLLLLSGGDINTGVPESDLQDAEPDFRGMNLVGYDAMAIGNHEFDNPLSVLRQQEKWAKFP
LLSANIYQKGTQQRLFKPYALFDKQGIKIAVLGLTTDDTPKVSSPENVVDIEFRVPAVEAKHVVEQLRKTEKPDIIAATHMGHYDDGKHGSNAPGDVEMARSLPAGYLDMIVGGHSQNPVCMASENHRQVDYVPGSPC
VPDRONGTWIVQAHEWGKYVGRADFTFRNGELTLVNYQLIPINLKKK

Frame+2:
IEKADGTREHVFYTQEIAQDPTMLKLLTPFEERGKAQLGVRIGSVNGRLEGDRNKVRFEQTNMARLLLASQIERSGADFAVMSGGGVRDSIGAGDITYKDVLKVQPFGNTLVYVDMKGSEVEKYLAVVANKQPDSGAY
AQFANVSLVADGQGVSNVKIQGEPLDPNKTYRMATLNFNALGGDGYPRIDNSPSYVNTGFIDAEVLKQYIEKHSPLDAEQYQPKGEIVYNQ

Strain: Y. pestis pestoides F
Gene: YPDSF_2730/ YPDSF_2729/ YPDSF_2728

Classification: annotated as 5'-nucleotidase/2' 3'-cyclic phosphodiesterase
Boundaries of gene: YPDSF_2730 complement(3096680..3096937)
YPDSF_2729 complement(3095899..3096867)

. . YPDSF_2728 complement(3095282..3095905)
Oligo evidence:

gggcgagtgectgggaaaaagataaaacttacgacatcaccatattgcacaccaatgatcatcatggtca
tccgtaatggegaattaacattggtcaactaccagttaatcccgatcaatttaaagaaaaaattgagaaa
ttaacattggtcaactaccagttaatcccgatcaatttaaagaaaaaattgagaaagctgatggeactcg
tgcaggtgatatcacttataaagatgtgctcaaggttcaaccctttggtaatacgctggtttacgttgat

0 3095200 3035700 3025000 3086300 3028600 |303e
() strand | I 1 ]
TPDEF_2728 exon ¥, exon &9 YPDEF exon
Peptide evidence: Frame -1 | | [ 1] [ |l
YIDEF_2729
NA Frame -2 || 1 U I e
o ) TPDSF z728 YPDSF_2730
Current sequence (peptide evidence in red): Frame-3 [ [[{T[HF FOCEOD D 00 DT | I R |
YPDSF_2730 85aa

MRFSLTTTLGALAVSLALAPGWASAWEKDKTYDITILHTNDHHGHFWQNEQGEYGLAAQKTVVDEIRKQVAAKGGSLLLLSGGDY

YPDSF_2729 322 aa
MPGKKIKLTTSPYCTPMIIMVTSGKTSKVSMVLLHRKPWWMKFVNKWPQKEEAYCYSRAVIINTGVPESDLOQDAEPDFRGMNLVGYDAMAIGNHEFDNPLSVLRQQEKWAKFPLLSANIYQKGTQQRLFKPYALFDK
QGIKIAVLGLTTDDTPKVSSPENVVDIEFRVPAVEAKHVVEQLRKTEKPDIIIAATHMGHYDDGKHGSNAPGDVEMARSLPAGYLDMIVGGHSQNPVCMASENHRQVDYVPGSPCVPDRONGTWIVQAHEWGKYVG
RADFTFRNGELTLVNYQLIPINLKKKLRKLMALASTSFIPKRLLRTPQC

YPDSF_2728 207 aa
MLKLLTPFEERGKAQLGVRIGSVNGRLEGDRNKVRFEQTNMARLLLASQIERSGADFAVMSGGGVRDSIGAGDITYKDVLKVQPFGNTLVYVDMKGSEVEKYLAVVANKQPDSGAYAQFANVSLVADGQGVSNVKIQ
GEPLDPNKTYRMATLNFNALGGDGYPRIDNSPSYVNTGFIDAEVLKQYIEKHSPLDAEQYQLKGEIVYNQ

Strain: Y. pestis C092
Gene: YPO3090

Classification: annotated as pseudogene
Boundaries of gene: frame-2: complement (3448532..3448783)
frame-1: complement (3447817..3448530)

Oligo evidence:
frame-2: complement (3447128..3447817)

gggcgagtgectgggaaaaagataaaacttacgacatcaccatattgcacaccaatgatcatcatggtca
tccgtaatggegaattaacattggtcaactaccagttaatcecgatcaatttaaagaaaaaattgagaaa
ttaacattggtcaactaccagttaatcccgatcaatttaaagaaaaaattgagaaagctgatggeactcg
tgcaggtgatatcacttataaagatgtgctcaaggttcaaccctttggtaatacgetggtttacgttgat

Peptide evidence:

17000 |3447300 |3aa7600 |3447900 3445200 |3345500 |3
‘A () strand T il T 11
ushi exon exon exon
Frame-1 | | | [ || [l |
Frame-2 ||| 0 [ 1 |
Current sequence (peptide evidence in red): Frame-3 | [ [[[IIF THEAEE IOHE N | A R

Frame-2: 84aa
MRFSLTTTLGALAVSLALAPGWASAWEKDKTYDITILHTNDHHGHFWQNEQGEYGLAAQKTVVDEIRKQVAAKGGSLLLLSGGD

Frame-1: 238aa
INTGVPESDLQDAEPDFRGMNLVGYDAMAIGNHEFDNPLSVLRQQEKWAKFPLLSANIYQKGTQQRLFKPYALFDKQGIKIAVLGLTTDDTPKVSSPENVVDIEFRVPAVEAKHVVEQLRKTEKPDIIAATHMGHYDDG
KHGSNAPGDVEMARSLPAGYLDMIVGGHSQNPVCMASENHRQVDYVPGSPCVPDRONGTWIVQAHEWGKYVGRADFTFRNGELTLVNYQLIPINLKKK

Frame-2: 229aa
IEKADGTREHVFYTQEIAQDPTMLKLLTPFEERGKAQLGVRIGSVNGRLEGDRNKVRFEQTNMARLLLASQIERSGADFAVMSGGGVRDSIGAGDITYKDVLKVQPFGNTLVYVDMKGSEVEKYLAVVANKQPDSGAY
AQFANVSLVADGQGVSNVKIQGEPLDPNKTYRMATLNFNALGGDGYPRIDNSPSYVNTGFIDAEVLKQYIEKHSPLDAEQYQLKGEIVYNQ




Error 95

Strain: Y. pseudotuberculosis PB1/+
Gene: YPTS_2214.5

Classification: novel gene

Oligo evidence:
tagtcggcetgcetgttcaacaaagcagegatagataaagagggaaatacattgtatgectatattttgtta

Peptide evidence:

LNKKISVITIGYIAISFSR

Proposed sequence (peptide evidence in red): 63aa
LLRYIGLNKKISVITIGYIAISFSRLLFNKAAIDKEGNTLYAYILLTRKIYVSYQLTSITYII

Boundaries of gene: 2440905..2441096

Frame +1
Frame +2
Frame +3

(+) strand

CDs

|244DQDD

EX0n

2441000

2¢

Error lacking threshold of evidence

Strain: Y. pestis pestoides F
Gene: YPDSF_0911.5

Classification: novel gene

Oligo evidence:
tagtcggctgcetgttcaacaaagcagegatagataaagagggaaatacattgtatgectatattttgtta

Peptide evidence:

NA

Current sequence (peptide evidence in red): 63aa
LLRYIGLNKKISVITISYIAISFSRLLFNKAAIDKEGNTLYAYILLTRKIYVSYQLTSITYII

Boundaries of gene: complement (1035790..1035981)

(-) strand
Frame -1
Frame -2

Frame -3

ED&SBDD 1035900

EXan

|10

Error lacking threshold of evidence

Strain: Y. pestis CO92 Classification: novel gene

Gene: YPO2222.5 Boundaries of gene: 2500177..2500368

Oligo evidence:
tagtcggctgctgttcaacaaagcagcgatagataaagagggaaatacattgtatgectatattttgtta

Peptide evidence:

NA

Current sequence (peptide evidence in red): 63aa
LLRYIGLNKKISVITISYIAISFSRLLFNKAAIDKEGNTLYAYILLTRKIYVSYQLTSITYII

Frame +1
Frame +2
Frame +3

(+) strand

exomn
2500200 lz500300




Error 96

Strain: Y. pseudotuberculosis PB1/+
Gene: YPTS_0106.5

Classification: novel gene
Boundaries of gene: 111739..111900

Oligo evidence:
tgataatatgcttttttatcgagatatacatggagggatggtatgtgagaatattcttatacaatatgtc

Peptide evidence:

KIIDNMLFYR
Frame +1

Frame+2 | |

CDha

o rame+s | L1 IID 1 11
Proposed sequence (peptide evidence in red): 53aa
VISNHLKTGYIPIIRSSKIIIDNMLFYRDIHGGMVCENILIQYVDIAKTILEL (+) strand b
eXon
|111700 |111800 |1

Error 79

Strain: Y. pestis pestoides F
Gene: YPDSF_3794.5

Classification: novel gene
Boundaries of gene: complement (4363721..4363882)

Oligo evidence:
tgataatatgcttttttatcgagatatacatggagggatggtatgtgagaatattcttatacaatatgtc

Peptide evidence:

KIIDNMLFYR
(-) strand
Frame -1
Proposed sequence (peptide evidence in red): 53aa
VISNHLKTGYIPIIRSSKIIIDNMLFYRDIHGGMVCENILIQYVDIAKTILEL Frame -2
Frame -3 I

|i1363'?DEI 4363800

BXOI
(| 11
I e

Ch3
(NI I B |

Strain: Y. pestis CO92
Gene: YPOO113

Classification: annotated as hypothetical protein
Boundaries of gene: 121254..121415

Oligo evidence:
tgataatatgcttttttatcgagatatacatggagggatggtatgtgagaatattcttatacaatatgtc

Peptide evidence:

Frame +1
NA | Il

Fame2 | | I 1 11 |
Current sequence (peptide evidence in red): 53aa Frame +3 | B
VISNHLKTGYIPHRSSKIIDNMLFYRDIHGGMVCENILIQYVDIAKTILEL FTEOOLL13

(+)strand 1 | L b

TFOOLLS exon
] |l1z1300 121400




