Multiple alignments used to perform Ka/Ks analysis   

================================================== 

Orthologs of Sup35p/[PSI+] were discovered in all species examined with the possible exception 

of Saccharomyces kluyveri and Saccharomyces kudriavzevii. For both of these species, 

there is no reciprocal best hit with Sup35p/[PSI+] in S. cerevisiae. For S. kudriavzevii, the annotated 

protein sequence appears to be missing the N-terminal region, which is probably a result of the 

corresponding nucleic acid sequence beginning exactly at the start of a contig (the genome is not 

fully assembled). For S. kluyveri it is less clear why the N-terminal region is missing.

Orthologs of URE2 were discovered in all species examined with the exception of Saccharomyces mikatae. 

While there appears to be an ortholog, it is split across many putative ORFs, with the N-terminal 

section in ORFP18069 and most of the C-terminal section in ORFP18067. However, a tBLASTn search reveals 

that this is not a missanotation issue, but some kind of sequencing error. As there is no reciprocal 

best hit for this species, it is eliminated from further analysis. 

Orthologs for Rnq1p were only found in nine hemi-ascomycetes, whereas orthologs were found for the New1p 

in all but one of the fungi studied. 

Sup35p prion domain

=================== 

YDR172W                             MSDSN---------------QGNNQQNYQQYSQNGNQQQ-----------

ORFP-4390-YDR172W--Contig-c118      MSDSN---------------QGNNQQSYQQYGQNSNQQQ-----------

ORFP_3868_Multiple__Contig_c76      MSDSN---------------QGNNQQNYQQYNQIPNQQQ-----------

ORFP-4009-YDR172W--Contig-c478      MSDPN---------------QGNNQQNYQQYGQNFNQQQ-----------

YDR172W                             -----GNNRYQGYQA----YNAQAQ-PAGGYYQNYQGYSGYQQGGY----

ORFP-4390-YDR172W--Contig-c118      -----GNNRYQGYQA----YNAQSQ-PAGGYYQNYQGYSGYQQGSY----

ORFP_3868_Multiple__Contig_c76      -----GNNRYQGYQA----YNAQAQ-PASGHYQNYQGYSGYQQGAF----

ORFP-4009-YDR172W--Contig-c478      -----GNNKFQGYQA----YNAQAQQPAGGYYQNPQGYAGYQQGGYD---

YDR172W                             ------QQYNPDAGYQQQYNPQGGYQQYNP---QGGYQQQFNPQGGRG-N

ORFP-4390-YDR172W--Contig-c118      ------QQHNPDAGYQQQYNPQGGYQQYNL---QGGYQQQFNPQGGRG-N

ORFP_3868_Multiple__Contig_c76      ------QQYNPEAGYQQQYNPQGGYQQYNS---QGGYQQQFNPQGGRG-N

ORFP-4009-YDR172W--Contig-c478      ------QQFNPEAGYQQQYN---------A---QGGYQQQFNPQGGRG-N

YDR172W                             YKNFN--------YNNNL--QGYQAGFQP-------QSQG#MSLNDFQK-Q

ORFP-4390-YDR172W--Contig-c118      YKNFN--------YNNNA--QGYQAGFQP-------QSQG#MSLNDFQK-Q

ORFP_3868_Multiple__Contig_c76      YQNIN--------YNSNI--QGYQAGFQP-------QSQS#MSLNDFQK-Q

ORFP-4009-YDR172W--Contig-c478      YKSFN--------YSNNQ--QGFQAGFQP-------QSQG#MSLNDFQK-Q

Sup35p globular domain

====================== 

FG08603-1-hypothetical-protein      ID^AVEKE-QAADVDQETLKEIYG--------KEHVNIIFMGHVDAGKSTL

MG00449-4-hypothetical-protein      AS^AVEKE-QTADVDEETLKEVYG--------KEHMNIIFIGHVDAGKSTL

-NCU04790-2--conserved-hypothe      VD^AVEKDIQSADVDEDTLKEIYG--------KEHMNIIFIGHVDAGKSTL

-SNU13046-1--hypothetical-prot      AK^AIEKT-------GETTPAASG--------PHVTNAIIR----------

AN2080-2-hypothetical-protein-      AD^AVAAE-QKADVDEETLKEIYGEK------KEHVNIVFIGHVDAGKSTL

YDR172W                             AD^ALIKE-QEEEVDDEVVNDMFGG-------KDHVSLIFMGHVDAGKSTM

ORFP-4390-YDR172W--Contig-c118      AD^ALIKE-QEEEVDDEVVNDMFGG-------KDHVSLIFMGHVDAGKSTM

ORFP_3868_Multiple__Contig_c76      AD^ALIKE-QEEEVDDEVVNDMFGG-------KDHVSLIFMGHVDAGKSTM

ORFP-4009-YDR172W--Contig-c478      AD^ALIKE-QEDEVDDEVVNDMFGG-------KDHVSLIFMGHVDAGKSTM

ORFP-Scas-Contig682-15-YDR172W      AD^ALIKE-QEDEVDEEVVNDMFGG-------KDHVSIIFMGHVDAGKSTM

gnl-GLV-CAGL0E00781g-highly-si      AD^ALIKE-QEDEVDEEIVNDMFGG-------KDHVSIIFMGHVDAGKSTM

gi-45200952-ref-NP-986522-1--A      SD^ALIKE-QEDEVDEEVVKDMFGG-------KDHVSIIFMGHVDAGKSTM

gnl-GLV-KLLA0D17424g-gi-997161      VD^ALIKE-QEDEVDEEVVKDMFGG-------KDHVSIIFMGHVDAGKSTM

gi-46436129-gb-EAK95497-1--hyp      AD^ALVKE-QEDEIDEEVVKDMFGG-------KDHVSIIFMGHVDAGKSTM

gnl-GLV-DEHA0B09746g-tr-Q9HGI6      SD^KVIQE-QVDEVDEEVVKDMFGG-------KDHVSIIFMGHVDAGKSTM

gnl-GLV-YALI0B08250g-tr-Q9HGI5      AD^ALIAA-QNAEIDQETIKEMFGET------KDHMSIIFMGHVDVGKSTL

gi-58268658-ref-XP-571485-1--t      DA^EAIYREQ-NLAGDAALRDLYGENVKDTNIKSHLNIIFTGHVDAGKSTM

UM05695-1-hypothetical-protein      -A^DQILAEASKVTDEETLKDLFGE--KSDELKSHLNIVFIGHVDAGKSTM

SUP35-SPCC584-04---OMNIPOTENT-      --^-----DLQNEVDQELLKDMYGK--------EHVNIVFIGHVDAGKSTL

                                                          *            . ::           

FG08603-1-hypothetical-protein      GGSILYATGMVDERTMDKYKREAKDLGRESWYLSWVMDLNKEERTQGKTI

MG00449-4-hypothetical-protein      GGSILYVTGMVDQRTMDKYKREAKELGRETWYLSWALDLTSEERSKGKTV

-NCU04790-2--conserved-hypothe      GGAILYVTGMVDQRTLDKYKREAKDMGRETWYLSWALDLTNEERAKGKTV

-SNU13046-1--hypothetical-prot      SQHILISTGMVDERTLDKYKREAKDAGRETWYISWALDLNKEERAQGKTI

AN2080-2-hypothetical-protein-      GGSILYVTGMVDERTLDKYRRDAKEAGRETWYLSWALDLTNEERAKGKTV

YDR172W                             GGNLLYLTGSVDKRTIEKYEREAKDAGRQGWYLSWVMDTNKEERNDGKTI

ORFP-4390-YDR172W--Contig-c118      GGNLLYLTGSVDKRTIEKYEREAKDAGRQGWYLSWVMDTNKEERNDGKTI

ORFP_3868_Multiple__Contig_c76      GGNLLYLTGSVDKRTIEKYEREAKDAGRQGWYLSWVMDTNKEERNDGKTI

ORFP-4009-YDR172W--Contig-c478      GGNLLYLTGSVDKRTIEKYEREAKDAGRQGWYLSWVMDTNKEERNDGKTI

ORFP-Scas-Contig682-15-YDR172W      GGNLLYLTGSVDKRTIEKYEREAKDAGRQGWYLSWVMDTNKEERNDGKTI

gnl-GLV-CAGL0E00781g-highly-si      GGNLLYLTGSVDKRTIEKYEREAKDAGRQGWYLSWVMDTNKEERNDGKTI

gi-45200952-ref-NP-986522-1--A      GGNLLYLTGSVDKRTVEKYEKEAKEAGRQGWYLSWIMDTNKEERNDGKTI

gnl-GLV-KLLA0D17424g-gi-997161      GGNLLYLTGSVDKRTVEKYEREAKEAGRQGWYLSWVMDTNKEERNDGKTI

gi-46436129-gb-EAK95497-1--hyp      GGNILYLTGSVDKRTVEKYEREAKDAGRQGWYLSWVMDTNKEERNDGKTI

gnl-GLV-DEHA0B09746g-tr-Q9HGI6      GGNILYLTGSVDKRTVDKYEREAKDAGRQGWYLSWVMDTNKEERSDGKTI

gnl-GLV-YALI0B08250g-tr-Q9HGI5      GGQILYLTGTVNKRTIEKMEKEAADAGRPGWYLSWVMDINKEERAEGKTV

gi-58268658-ref-XP-571485-1--t      GGQLLYLTGAVDKRTMEKYEQEAKAAGRETWYLSWALDSGKEERAKGKTV

UM05695-1-hypothetical-protein      GGNLLFLTGMVDKRTMEKYEREAKEAGRESWYLSWALDSTAQEREKGKTV

SUP35-SPCC584-04---OMNIPOTENT-      GGNILFLTGMVDKRTMEKIEREAKEAGKESWYLSWALDSTSEEREKGKTV

                                    .  :*  ** *::**::* .::*   *:  **:** :*   :** .***:

FG08603-1-hypothetical-protein      EVGRGFFETE--------KRRYSILDAPGHKMYVPNMIGGASQADVGILV

MG00449-4-hypothetical-protein      EVGRGFFETE--------KRRYSILDAPGHKTYVPHMIGGASQADIGILV

-NCU04790-2--conserved-hypothe      EVGRGFFETD--------KRKYSILDAPGHKTYVPNMIGGASQADVGILV

-SNU13046-1--hypothetical-prot      EVGRGFFETE--------KRRYSILDAPGHKTYVPNMIGGASQADVGVLV

AN2080-2-hypothetical-protein-      EVGRAHFKVDIQTPDGVVERRFSILDAPGHKSYVHHMIGGASQADVGVLV

YDR172W                             EVGKAYFETE--------KRRYTILDAPGHKMYVSEMIGGASQADVGVLV

ORFP-4390-YDR172W--Contig-c118      EVGKAYFETE--------KRRYTILDAPGHKMYVSEMIGGASQADVGVLV

ORFP_3868_Multiple__Contig_c76      EVGKAYFETE--------KRRYTILDAPGHKMYVSEMIGGASQADVGVLV

ORFP-4009-YDR172W--Contig-c478      EVGKAYFETE--------KRRYTILDAPGHKMYVSEMIGGASQADVGVLV

ORFP-Scas-Contig682-15-YDR172W      EVGKAYFETE--------KRRYTILDAPGHKMYVSEMIGGASQADVGILV

gnl-GLV-CAGL0E00781g-highly-si      EVGKAYFETE--------KRRYTILDAPGHKMYVSEMIGGASQADVGILV

gi-45200952-ref-NP-986522-1--A      EVGRSYFETE--------KRRYTILDAPGHKMYVSEMIGGASQADVGILV

gnl-GLV-KLLA0D17424g-gi-997161      EVGRAYFETE--------KRRYTILDAPGHKMYVSEMIGGASQADIGILV

gi-46436129-gb-EAK95497-1--hyp      EVGKAYFETD--------KRRYTILDAPGHKMYVSEMIGGASQADVGILV

gnl-GLV-DEHA0B09746g-tr-Q9HGI6      EVGKAYFETE--------KRRYTILDAPGHKMYVSEMIGGASQADVGILV

gnl-GLV-YALI0B08250g-tr-Q9HGI5      EVGRSYFETD--------KRRYTLLDAPGHKMYVPSMIGGAAQADAGILV

gi-58268658-ref-XP-571485-1--t      EVGRAYFESE--------KRRYTILDAPGHKTYVPSMISGAAQADVALLV

UM05695-1-hypothetical-protein      EVGRAYFETG--------KRRYTILDAPGHKSFVPSMISGAAQADVAVLV

SUP35-SPCC584-04---OMNIPOTENT-      EVGRAYFETE--------HRRFSLLDAPGHKGYVTNMINGASQADIGVLV

                                    ***:..*:          .*::::******* :*  **.**:*** .:**

FG08603-1-hypothetical-protein      ISARKGEYETGFERGGQTREHAMLAKTQGVNKLIVAVNKMDDPTVEWSQE

MG00449-4-hypothetical-protein      ISSRKGEYETGFEKGGQTREHAMLAKTQGVNKLVVVINKMDDPTVNWSHE

-NCU04790-2--conserved-hypothe      ISARKGEYETGFEKGGQTREHAMLAKTQGVNKLVVVINKMDDPTVNWSEE

-SNU13046-1--hypothetical-prot      ISARKGEYETGFEKGGQTREHAMLAKTQGVNKLVIVVNKMDDPTVEWSEE

AN2080-2-hypothetical-protein-      ISARKGEYETGFEKGGQTREHALLARNTGVRKLIVAVNKMDDPTVEWSED

YDR172W                             ISARKGEYETGFERGGQTREHALLAKTQGVNKMVVVVNKMDDPTVNWSKE

ORFP-4390-YDR172W--Contig-c118      ISARKGEYETGFERGGQTREHALLAKTQGVNKMVVVVNKMDDPTVNWSKE

ORFP_3868_Multiple__Contig_c76      ISARKGEYETGFERGGQTREHALLAKTQGVNKMVVVVNKMDDPTVNWSKE

ORFP-4009-YDR172W--Contig-c478      ISARKGEYETGFERGGQTREHALLAKTQGVNKMVVVVNKMDDPTVKWSKE

ORFP-Scas-Contig682-15-YDR172W      ISARKGEYETGFEKGGQTREHALLAKTQGVNKMIVTINKMDDPTVDWSEE

gnl-GLV-CAGL0E00781g-highly-si      ISARKGEYETGFEKGGQTREHALLAKTQGVNKMIVVINKMDDPTVNWSQE

gi-45200952-ref-NP-986522-1--A      ISARKGEYETGFERGGQTREHALLAKTQGVNKMVVVVNKMDDPTVNWDKA

gnl-GLV-KLLA0D17424g-gi-997161      ISARKGEYETGFEKGGQTREHALLAKTQGVNKMIVVINKMDDPTVGWDKE

gi-46436129-gb-EAK95497-1--hyp      ISARKGEYETGFEKGGQTREHALLAKTQGVNKIIVVVNKMDDSTVGWSKE

gnl-GLV-DEHA0B09746g-tr-Q9HGI6      ISARKGEYETGFEKGGQTREHALLAKTQGVNKIIVVVNKMDDPTVGWAED

gnl-GLV-YALI0B08250g-tr-Q9HGI5      ISARKGEYETGFERDGQTREHAMLAKTQGINKLVIAINKMDDSTVNWSKE

gi-58268658-ref-XP-571485-1--t      LSARKGEFETGFEREGQTREHAMLIKNNGINKLIVVVNKMDDTTVQWDKG

UM05695-1-hypothetical-protein      ISARKGEFETGFERGGQTREHAVLVKTAGVQRLIVVVNKMDESTVQWEKS

SUP35-SPCC584-04---OMNIPOTENT-      ISARRGEFEAGFERGGQTREHAVLARTQGINHLVVVINKMDEPSVQWSEE

                                    :*:*:**:*:***: *******:* :. *:.::::.:****:.:* * . 

FG08603-1-hypothetical-protein      RYTECTSKLAQFLK-GTGYNLKNDVYFLPIAAQQMKGIKTRIPKEDAPWW

MG00449-4-hypothetical-protein      RYKECTTKLATFLK-GTGYNLKTDVFFMPIAAQQTMGIKDRVPKDVAPWY

-NCU04790-2--conserved-hypothe      RYKECTTKLAQFLK-GTGYNLKTDVFFMPVAAQQTMGIKDRVPKDLCPWY

-SNU13046-1--hypothetical-prot      RYKECTSKLVQFLK-GVGYNPKTDIAMMPVSAQTFTGIKERVPKDLAPWY

AN2080-2-hypothetical-protein-      RFKECTVKVSKFLE-ALGYK-KDDLTFMPISAQQTLGVKDRVPKDVCPWY

YDR172W                             RYDQCVSNVSNFLR-AIGYNIKTDVVFMPVSGYSGANLKDHVDPKECPWY

ORFP-4390-YDR172W--Contig-c118      RYDQCVSNVSNFLR-AIGYNIKTDVVFMPVSGYSGANLKDHVDPKECPWY

ORFP_3868_Multiple__Contig_c76      RYDQCVSNVSNFLK-AIGYNIKTDVVFMPVSGYSGANLKNRVDPKECPWY

ORFP-4009-YDR172W--Contig-c478      RYDQCVGNVSNFLK-AIGYNIKTDVIFMPVSGYSGANLKERVDPKECSWY

ORFP-Scas-Contig682-15-YDR172W      RYNQCVDNLTNFLK-AIGY-SKQDLVFMPVSGYSGANLRDRVDPKICPWY

gnl-GLV-CAGL0E00781g-highly-si      RYDQCVSNLSNYLK-AIGYNVKQDVVFMPVSGYSGAGLKERVKKEECPWY

gi-45200952-ref-NP-986522-1--A      RYDQCIKNVSNFLQ-AIGYNVKEDVMYMPVSGFTGAGLKDRVDKKDCPWY

gnl-GLV-KLLA0D17424g-gi-997161      RYDHCVGNLTNFLK-AVGYNVKEDVIFMPVSGYTGAGLKERVDPKDCPWY

gi-46436129-gb-EAK95497-1--hyp      RYQECTTKLGAFLK-GIGY-AKDDIIYMPVSGYTGAGLKDRVDPKDCPWY

gnl-GLV-DEHA0B09746g-tr-Q9HGI6      RYKDCITKLGTFLK-GIGY-AKDDIIFMPVSGYTGAGIKDRVNPKDCPWY

gnl-GLV-YALI0B08250g-tr-Q9HGI5      RYDECISKLKLYLK-GLGYSDKTEITFMPVSGFTGANVKERVSKEVCPWY

gi-58268658-ref-XP-571485-1--t      RYDEITTKITPFLK-AVGFNPKTDITFIPVSAQIGENMKDRVDKKIAPWW

UM05695-1-hypothetical-protein      RYEEIQAKLTPFLR-SAGFNPKTDITYIPVSAYAGQNLKERVPKSICDWY

SUP35-SPCC584-04---OMNIPOTENT-      RYKECVDKLSMFLRRVAGYNSKTDVKYMPVSAYTGQNVKDRVDSSVCPWY

                                    *: .   ::  :*.   *:  * ::  :*::.    .:: ::  . . *:

FG08603-1-hypothetical-protein      EGPSLLEYLDSMKALERKVNAPFMLPVNGKYRDLGTMVEGKIEAGVVKKG

MG00449-4-hypothetical-protein      DGPSLLEYLDNMPTLDRKLNAPFMMAVAGKYRDMGTMIEGKIEAGVVKKG

-NCU04790-2--conserved-hypothe      DGPSLLEYLDNMSSLERKVNAPFMMAVSGKYRDMGTMIEGKIEAGVIKKG

-SNU13046-1--hypothetical-prot      DGPSLLEYLDGMQALERKLNAPFMMPIAAKYKDMGTMVEGKIESGIIKKE

AN2080-2-hypothetical-protein-      NGPSLIEYLTEMKMPERNLNAPFMMPISAKYRDMGTMVEGRIEAGVIKKN

YDR172W                             TGPTLLEYLDTMNHVDRHINAPFMLPIAAKMKDLGTIVEGKIESGHIKKG

ORFP-4390-YDR172W--Contig-c118      TGPTLLEYLDTMNHVDRHINAPFMLPIAAKMKDLGTIVEGKIESGHIKKG

ORFP_3868_Multiple__Contig_c76      TGPTLLEYLDTMNHVDRHINAPFMLPIAAKMKDHGTIVEGKIESGHIKKG

ORFP-4009-YDR172W--Contig-c478      TGPTLLEYLDKMNHVDRRVNAPFMLPIAAKMKDLGTIVEGKIESGHIKKG

ORFP-Scas-Contig682-15-YDR172W      TGPSLLEYLDGMTHVDRHVNAPFMLPIASKMKDMGTIVEGKIESGHIKKG

gnl-GLV-CAGL0E00781g-highly-si      DGPALLEYLDEMKHVDRHVNAPFMLPIASKMKDLGTVVEGKIESGHIKKG

gi-45200952-ref-NP-986522-1--A      DGPSLLEYLDNMQHVDRFINAPFMLPIASKMKDMGTVVEGKIESGHIKKG

gnl-GLV-KLLA0D17424g-gi-997161      TGPSLLEYLDNMKTTDRHINAPFMLPIASKMKDMGTVVEGKIESGHIRKG

gi-46436129-gb-EAK95497-1--hyp      DGPSLLEYLDNMDTMNRKINGPFMMPVSGKMKDLGTIVEGKIESGHVKKG

gnl-GLV-DEHA0B09746g-tr-Q9HGI6      SGPSLLEFLDNMKTMQRHINGPFMLPISGKMKDMGTIIEGKIESGHIKKG

gnl-GLV-YALI0B08250g-tr-Q9HGI5      DGPSLLELLDSF-ELERNLTGPFMLPISNKEKNLGTIVEGKIEVGTVKKG

gi-58268658-ref-XP-571485-1--t      DGPSLLEHLDNMEIMDRNINAPFMLPISEKYNELGTMVMGKIESGHVKKG

UM05695-1-hypothetical-protein      NGPSLLEFLDNLELGDRKISAPLKMPISEKYNDMGTVVVGKLEAGKIKKG

SUP35-SPCC584-04---OMNIPOTENT-      QGPSLLEYLDSMTHLERKVNAPFIMPIASKYKDLGTILEGKIEAGSIKKN

                                     **:*:* *  :   :* :..*: :.:  * .: **:: *::* * ::* 

FG08603-1-hypothetical-protein      MNMIMMPNKQSVEAAAVYGEQEDEVNLAQCGDQVRIRLKGIEEDDILPGF

MG00449-4-hypothetical-protein      MSLIMMPNKQPIDVSAVYGETEDEIPIAQCGDQVRLRLRGIEEEEILPGF

-NCU04790-2--conserved-hypothe      MSLIMMPNKQSIEISAVYGETEDEVPVAQCGEQVRLRLRGIEEEEIMPGF

-SNU13046-1--hypothetical-prot      NKYIMMPNRQMIHISALYGEQEDEIPAATCGDQVRIRLRGVEEEDILPGY

AN2080-2-hypothetical-protein-      ASCIIMPNRTKVEIAALYGETEDEIATATCGDQVRMRLRGVEEEDLLPGF

YDR172W                             QSTLLMPNKTAVEIQNIYNETENEVDMAMCGEQVKLRIKGVEEEDISPGF

ORFP-4390-YDR172W--Contig-c118      QSTLLMPNKTAVEIQNIYNETENEVDMAMCGEQVKLRIKGVEEEDISPGF

ORFP_3868_Multiple__Contig_c76      QSTLLMPNKTAVEMQNIIMKLK----------------------------

ORFP-4009-YDR172W--Contig-c478      QSTLLMPNKTTVEIQNIYNETETEVDMAMCGEQVKLRIKGVEEDDISPGF

ORFP-Scas-Contig682-15-YDR172W      QSTLMMPNKVTVEIQNIYNETEAEVDMAVCGEQVKLRIKGVEEEDVSAGF

gnl-GLV-CAGL0E00781g-highly-si      QSTLLMPNKIPVEIQNIYNETENEVDMAVCGEQVKLRIKGIEEEDISAGF

gi-45200952-ref-NP-986522-1--A      NQTLLMPNKIPVEILAIQNETEQEVDMAVCGEQVRLRLKGVEEEDISAGF

gnl-GLV-KLLA0D17424g-gi-997161      NQTLLMPNRTSVEILTIYNETESEVDMAVCGEQVRLRIKGVEEEEISAGF

gi-46436129-gb-EAK95497-1--hyp      TNLIMMPNKTPIEVLTIFNETEQECDTAFSGEQVRLKIKGIEEEDLQPGY

gnl-GLV-DEHA0B09746g-tr-Q9HGI6      GNLLLMPNKASIEVVAIFNETEQECDAAFCGEQVRLKIKGVEEEDLAPGY

gnl-GLV-YALI0B08250g-tr-Q9HGI5      DNLVVMPSKVPVEVTTLYKETEQEVGGASVGEQIRLKVKGIEEEEVQIGQ

gi-58268658-ref-XP-571485-1--t      DTLLMMPNKHTVEVTGIFSEQSEDMDMAFCGDNIRMRISGVSDRDITPGF

UM05695-1-hypothetical-protein      DTLLLMPNKVSVEASAIFNEQEEEVPAAISGDNVRVKLKGIDHEDVTVGH

SUP35-SPCC584-04---OMNIPOTENT-      SNVLVMPINQTLEVTAIYDEADEEISSSICGDQVRLRVRG-DDSDVQTGY

                                       ::** .  :.   :  : .                            

FG08603-1-hypothetical-protein      VLCSPKRLVHTVTEFEAQIRILELKSILTAGFNCVLHVHSAIEEVTFASL

MG00449-4-hypothetical-protein      VICSPKRLVHTVKEFEAQIKILDLKSILTAGYNCVLHVHAAIEEVTFAAL

-NCU04790-2--conserved-hypothe      VLCSPKRLVHNVTAFEAQIRILDLKSILTAGFNCVLHVHAAIEEVTFAAL

-SNU13046-1--hypothetical-prot      VLCSPKRPVHCVSTFEAQVVLLDLKSIMTAGFNCVLHVHSAQEEVTISAL

AN2080-2-hypothetical-protein-      VMCSPKRPVHCVSAFEAKIRILDLKSILTAGFNCVMHVHSAVEEITIAAL

YDR172W                             VLTSPKNPIKSVTKFVAQIAIVELKSIIAAGFSCVMHVHTAIEEVHIVKL

ORFP-4390-YDR172W--Contig-c118      VLTSPKNPIKSVTKFVAQIAIVELKSIIAAGFSCVMHVHTAIEEVHIVKL

ORFP_3868_Multiple__Contig_c76      --------------------------------------------------

ORFP-4009-YDR172W--Contig-c478      VLTSPKNPIKNVTKFVAQIAIVELKSIIAAGFSCVMHVHT----------

ORFP-Scas-Contig682-15-YDR172W      VLTSPKNPIKNVTKFVAQIAIVELRSIMSAGYSCVMHVHTAIEEVTITRL

gnl-GLV-CAGL0E00781g-highly-si      VLTSPKNPIKNVTRFVAQIAIVELKSIMSAGFSCVMHVHTAIEEVHITRL

gi-45200952-ref-NP-986522-1--A      VLTSPKNPVKNVTKFVDQIAIVELKSIMSAGFSCVMHVHTAIEEVSITRL

gnl-GLV-KLLA0D17424g-gi-997161      VLTSPKNPVKNVTRFVAQIAIVELKSIMSAGFSCVMHIHTAIEEVTVTRL

gi-46436129-gb-EAK95497-1--hyp      VLTSPKNPVKTVTRFEAQIAIVELKSILSNGFSCVMHLHTAIEEVKFIEL

gnl-GLV-DEHA0B09746g-tr-Q9HGI6      VLTSPLKPIKTITRFEAQIAIVELKSILSNGFSCVMHLHTAIEEVTFIEL

gnl-GLV-YALI0B08250g-tr-Q9HGI5      VLCSAAQPVAAVTVFEAQIAITELKSILSTGFSCVMHIHTAAEEVTFTAL

gi-58268658-ref-XP-571485-1--t      VLTSVQKPVKAVTAFKADISFIDTKNIICPGYSCVLHVHTLAEEVSVTSF

UM05695-1-hypothetical-protein      VLTDPVNPVHVATHFEAQLAILEHRNIICAGYSAVVHCHTVSQEANLAAL

SUP35-SPCC584-04---OMNIPOTENT-      VLTSTKNPVHATTRFIAQIAILELPSILTTGYSCVMHIHTAVEEVSFAKL

FG08603-1-hypothetical-protein      LHKLQKGTNRKSKNPPTHCKKGDSIIARMQVIGGAGAVCVEKFEDYPQMG

MG00449-4-hypothetical-protein      LHKLQKGTGRKSKLPPSHAKKGDSIIARMQVTGGAGAVCVERFEDYQQMG

-NCU04790-2--conserved-hypothe      LHKLQKGTNRKSKLPPSHAKKGDSIIARLEVTGGAGSVCVERFEDYPQMG

-SNU13046-1--hypothetical-prot      LHKLEKGTGRKSKKAPGFATKGMSIIARLEVTGTAGSICVERFEDYPQLG

AN2080-2-hypothetical-protein-      LHKLEPGTGRRSKRPPPFASRGQTIIARIEITSAAGAVCVERFEDYNQMG

YDR172W                             LHKLEKGTNRKSKKPPAFAKKGMKVIAVLETE---APVCVETYQDYPQLG

ORFP-4390-YDR172W--Contig-c118      LHKLEKGTNRKSKKPPAFAKKGMKVIAVLETE---APVCVETYQDYPQLG

ORFP_3868_Multiple__Contig_c76      --------------------------------------------------

ORFP-4009-YDR172W--Contig-c478      --------------------------------------------------

ORFP-Scas-Contig682-15-YDR172W      LHKLEKGTNRKSKKPPAFAKKGMKVIVVIETE---VPVCVETYEDYPQLG

gnl-GLV-CAGL0E00781g-highly-si      LHKLERGTNRKSKKPPAFAKKGMKIIALLETE---APVCVETYDDYPQLG

gi-45200952-ref-NP-986522-1--A      LHKLEKGTNRKSKKPPAFAKKGMKIIAVLETE---EPVCVETYQDYPHLG

gnl-GLV-KLLA0D17424g-gi-997161      LHKLEKGSNRKSKKPPAFAKKGMKIIAVIETN---EPVCVETYDDYPQLG

gi-46436129-gb-EAK95497-1--hyp      KHKLEKGTNRKSKKPPAFAKKGMKIIAILEVG---ELVCAETYKDYPQLG

gnl-GLV-DEHA0B09746g-tr-Q9HGI6      KHKLEKGTNRKSKKPPAFAKKGMKVIAILETN---ESVCAETYADYPQLG

gnl-GLV-YALI0B08250g-tr-Q9HGI5      LHKLEKGTNRKSKKPPAFAKKGMKIIARLETQ---NPVCMDEFSKTPQLG

gi-58268658-ref-XP-571485-1--t      LHYYEKKTRRKSKKPPQFAKAGMLVSALIETS---APICIERFEDYKMLG

UM05695-1-hypothetical-protein      LHYYDKKTGKKSRRGPQFAKKGMKIIALVELA---GPICVERFKDYPQLG

SUP35-SPCC584-04---OMNIPOTENT-      LHKLDKTN-RKSKKPPMFATKGMKIIAELETQ---TPVCMERFEDYQYMG

FG08603-1-hypothetical-protein      RFTLRDQGQTIAIGKITKLISDEA---------------------

MG00449-4-hypothetical-protein      RFTLRDQGQTIAIGKITKLISEETSA-------------------

-NCU04790-2--conserved-hypothe      RFTLRDQGQTIAIGKITKLITDTSA--------------------

-SNU13046-1--hypothetical-prot      RFTLRDQGQTIAIGKITKLITAENA--------------------

AN2080-2-hypothetical-protein-      RFTLRDQGQTIAIGMITKLIDA-----------------------

YDR172W                             RFTLRDQGTTIAIGKIVKIAE------------------------

ORFP-4390-YDR172W--Contig-c118      RFTLRDQGTTIAIGKIVKIAE------------------------

ORFP_3868_Multiple__Contig_c76      ---------------------------------------------

ORFP-4009-YDR172W--Contig-c478      ---------------------------------------------

ORFP-Scas-Contig682-15-YDR172W      RFTLRDQGTTIAIGKIMKIIE------------------------

gnl-GLV-CAGL0E00781g-highly-si      RFTLRDQGTTIAIGKIVKILE------------------------

gi-45200952-ref-NP-986522-1--A      RFTLRDQGITIAIGKIVKILE------------------------

gnl-GLV-KLLA0D17424g-gi-997161      RFTLRDQGTTIAIGKIVKILEN-----------------------

gi-46436129-gb-EAK95497-1--hyp      RFTLRDQGTTIAIGKITKLL-------------------------

gnl-GLV-DEHA0B09746g-tr-Q9HGI6      RFTLRDQGTTIAIGKITKVL-------------------------

gnl-GLV-YALI0B08250g-tr-Q9HGI5      RFTLRDQGQSIAIGRVTKLL-------------------------

gi-58268658-ref-XP-571485-1--t      RFTLRDEGKTVAIGKVTKLIERSEDMPDVAALSLKAAS-------

UM05695-1-hypothetical-protein      RFTLRDEGRTVAIGKVTKLITSADELPDVAKLSVTDAASAAAAAN

SUP35-SPCC584-04---OMNIPOTENT-      RFTLRDQGTTVAVGKVVKILD------------------------

Ure2p prion domain

================== 

gnl_GLV_KLLA0D19624g_gi_140095      NTISNLSSALRQVNLG--NSNTTTDQSNISID

ORFP_Sklu_Contig2422_9_YNL229C      NTVSHLSSALRQVHLG--NSNTTTDQSNINID

gi_45185035_ref_NP_982752_1__A      NPVSNLSSALRQVHLG--NSNTTTDQSNISID

YNL229C_Chromosome_XIV_from_22      NQVSNLSNALRQVNIGNRNSNTTTDQSNINFE

ORFP_18506_YNL229C__Contig_c23      NQVSNLSNALRQVNIGNRNSNTTTDQSNINFE

ORFP_20506_YNL229C__Contig_c77      NQVSNLSNALRQVNIGNRNSNTTTDQSNINFE

ORFP_Skud_Contig1866_4_YNL229C      NQVSHLSSALRQVNLGNRNSNTTTDQSNINFE

ORFP_Scas_Contig532_3_YNL229C_      NQISNLSNALQQVNID--NSNTTTDQSNINFD

gnl_GLV_CAGL0J07392g_highly_si      GTISNLSSALRQVNIG-----SGQDQKNINYE

gnl_GLV_KLLA0D19624g_gi_140095      FN

ORFP_Sklu_Contig2422_9_YNL229C      FN

gi_45185035_ref_NP_982752_1__A      YT

YNL229C_Chromosome_XIV_from_22      FSTGVN

ORFP_18506_YNL229C__Contig_c23      FSAGVN

ORFP_20506_YNL229C__Contig_c77      FPSGVN

ORFP_Skud_Contig1866_4_YNL229C      FPAGVN

ORFP_Scas_Contig532_3_YNL229C_      VS

gnl_GLV_CAGL0J07392g_highly_si      FS

Ure2p globular domain

===================== 

gnl_GLV_KLLA0D19624g_gi_140095      TKFFQNQPMEGYTLFSHRSAPNG-----FKVAIVLSELN--------MHY

ORFP_Sklu_Contig2422_9_YNL229C      TKFFQNQPEEGYTLFSHRSAPND-----FKVAIVLNELN--------LSY

gi_45185035_ref_NP_982752_1__A      TKFFQNQPMEGYTLFSHRSAPNG-----FKVAIVLSEMG--------LNY

YNL229C_Chromosome_XIV_from_22      TKFFQEQPLEGYTLFSHRSAPNG-----FKVAIVLSELG--------FHY

ORFP_18506_YNL229C__Contig_c23      TKFFQEQPLEGYTLFSHRSAPNG-----FKVAIVLSELG--------FHY

ORFP_20506_YNL229C__Contig_c77      TKFFQEQPLEGYTLFSHRSAPNG-----FKVAIVLSELG--------FHY

ORFP_Skud_Contig1866_4_YNL229C      TKFFQEQPLEGYTLFSHRSAPNG-----FKVAIVLSELG--------FHY

ORFP_Scas_Contig532_3_YNL229C_      TKFFQNQPMEGYTLFSHRSAPNG-----FKVAIILSELG--------LQY

gnl_GLV_CAGL0J07392g_highly_si      SKFFQNQPMEGYTLFSHRSAPNG-----FKVSIVLSELG--------LQY

gi_46431829_gb_EAK91354_1__glu      TQFFQNQPTEGFTLFSHRSAPNG-----FKVAIILSELN--------LPF

gnl_GLV_DEHA0F08635g_highly_si      SQFFQNQPTEGYTLFSHRSAPNG-----FKVAIILSELN--------LPF

gnl_GLV_YALI0C03069g_similar_t      AQYKLNYPDDGITLFSHRSAPNG-----FKIAVVLSELG--------LKY

SPCC965_07C___GLUTATHIONE_S_TR      --------MAHFTLYSHAGGPNP-----WKVVLALKELN--------LSY

_NCU05780_2__hypothetical_prot      --MADSSSLKPIKVYG-HTGPNP-----PKVIMVLAELG--------IPY

_SNU07604_1__hypothetical_prot      ------MSIKPIEIHG-KHGPNP-----PKVRMIAEELG--------IPY

MG09138_4_hypothetical_protein      ----MSSSIKPIVVHG-KIGPNP-----PKVHMLLNELG--------LPH

AN3255_2_hypothetical_protein_      -------MTKPLTVWLTPPGPNPWKANNPQVITVLNELG--------VPY

gi_58270872_ref_XP_572592_1__g      SFPPEATTVTPKLHLFTAATPNG-----YKPSILLEELHDAYPDNPEIVY

FG03000_1_hypothetical_protein      ------MGIETGITLYTEGTPNG-----LKISIALEELG--------LDY

UM04801_1_hypothetical_protein      ------MPGQYTLYSHRGPGPNP-----LKAAVLMEHLG--------ISY

                                                        **       :      .:         . .

gnl_GLV_KLLA0D19624g_gi_140095      NTIFLDFNLGEHR---APEFVAINPNARVPALIDHN--MENLSIWESGAI

ORFP_Sklu_Contig2422_9_YNL229C      NTIFLDFNLGEHR---APEFIAINPNARVPAFIDHG--MDNLAIWESGAI

gi_45185035_ref_NP_982752_1__A      NTIFLDFNLGEHR---APEFVAINPNARVPALIDHS--LDNLSLWESGAI

YNL229C_Chromosome_XIV_from_22      NTIFLDFNLGEHR---APEFVSVNPNARVPALIDHG--MDNLSIWESGAI

ORFP_18506_YNL229C__Contig_c23      NTIFLDFNLGEHR---APEFVSVNPNARVPALIDHG--MDNLSIWESGAI

ORFP_20506_YNL229C__Contig_c77      NTIFLDFNLGEHR---APEFVSVNPNARVPALIDHN--MDNLSIWESGAI

ORFP_Skud_Contig1866_4_YNL229C      NTIFLDFNLGEHR---APEFVSVNPNARVPALIDHS--MDNLSIWESGAI

ORFP_Scas_Contig532_3_YNL229C_      NTIFLDFNLGEHR---APEFVSVNPNARVPALIDHS--MDNLSIWESGAI

gnl_GLV_CAGL0J07392g_highly_si      NTIFLDFNLGEHR---APEFVSVNPNARVPALIDHG--LENLAIWESGAI

gi_46431829_gb_EAK91354_1__glu      NTFFLDFNNGEQR---TPEFVTINPNARVPALIDHY--NDNTSIWESGAI

gnl_GLV_DEHA0F08635g_highly_si      NTIFLDFNNGEQR---APEFVTINPNARVPALIDHF--NENTSIWESGAI

gnl_GLV_YALI0C03069g_similar_t      RTVFLDFKKNEQR---SPAYISVNPNARVPSIIDHD--NEHVSVWESGAI

SPCC965_07C___GLUTATHIONE_S_TR      EQIFYDFQKGEQK---CKEHLALNPNGRVPTLVDHK--NNDYTIWESDAI

_NCU05780_2__hypothetical_prot      DLDNIQISQAKSP----EFVKNVNPNGRLPAIQDPN---TDLTLWESGAI

_SNU07604_1__hypothetical_prot      NLHDVQFSDVKSP----EFTK-LNPNGRMPAIVDPN---TDLTLWESGAI

MG09138_4_hypothetical_protein      TTTPHDFTSIKQE----PYLTKVNPNGRMPAIEDPN---TDLTLWESGAI

AN3255_2_hypothetical_protein_      NIHSFKFDDVKKP----PFIN-INPNGRVPAIVDPN---TDLTLWESGAI

gi_58270872_ref_XP_572592_1__g      DFTQLRFDHTDQK---KPEFLKINPNGRIPALVDDSVEGG-HSVFESASI

FG03000_1_hypothetical_protein      KVVTLDFSKHEQK---EPWFLNINPNGRIPAITDKDESGNEVKIFESGAI

UM04801_1_hypothetical_protein      DVIPLDFGDDSEKGVKGAKFLKINPNGRVPCLVSND--SEKFSVWESGAI

                                          :   .           :***.*:* : .         ::** :*

gnl_GLV_KLLA0D19624g_gi_140095      ILHVVNKHYKETGNPLLWSDSLADQAQINAWLFFQTSGHAPMIGQALHFR

ORFP_Sklu_Contig2422_9_YNL229C      ILHLVNKYLRETGNPLLWSDNLAEQAQITAWLFFQTSGHAPMIGQALHFR

gi_45185035_ref_NP_982752_1__A      ILHLANKYYRETGTPLLWSDNLAEQAQINSWLFFQTSGHAPMIGQALHFR

YNL229C_Chromosome_XIV_from_22      LLHLVNKYYKETGNPLLWSDDLADQSQINAWLFFQTSGHAPMIGQALHFR

ORFP_18506_YNL229C__Contig_c23      LLHLVNKYYKETGNPLLWSDDLADQSQINAWLFFQTSGHAPMIGQALHFR

ORFP_20506_YNL229C__Contig_c77      LLHLVNKYYKETGNPLLWSDDLADQSQINAWLFFQTSGHAPMIGQALHFR

ORFP_Skud_Contig1866_4_YNL229C      LQHLVNKYYKETGNPLLWSDDLADQSQINAWLFFQTSGHAPMIGQALHFR

ORFP_Scas_Contig532_3_YNL229C_      LLHLVNKYYKETGDPLLWSDDLADQAQINAWLFFQTSGHAPMIGQALHFS

gnl_GLV_CAGL0J07392g_highly_si      LLHLVNKFYKETGNPLLWSDDLADQAQINAWLFFQTSGHAPMIGQALHFR

gi_46431829_gb_EAK91354_1__glu      TLYLVSKYLKENGECSLWSNNLIEQSQISSWLFFQTSGHAPMIGQALHFR

gnl_GLV_DEHA0F08635g_highly_si      ILYLVSKYLKDNGECALWSDNLIEQSQISSWLFFQTSGHAPMIGQALHFR

gnl_GLV_YALI0C03069g_similar_t      LIYLCQKAGPDCP---LWSEDVIEQSQINSWLFFQTSGHAPMVGQALHFR

SPCC965_07C___GLUTATHIONE_S_TR      LIYLADKYDTDRKISLSFDD--PEYYKLIQYLFFQASGQGVIWGQAGWFN

_NCU05780_2__hypothetical_prot      LEYLTEKYDKELK--LSFTPGTNDFYLARQWLYFQTTGQGPYYGQVAWFK

_SNU07604_1__hypothetical_prot      IEYLVEKYDKDNK--VSFPAGSKEAYLAKQWLYFQVTGQGPYYGQAVWFT

MG09138_4_hypothetical_protein      LQYLVETYDKEHK--VSFPAGSNESHLAKQWLFFQTTGQGPYYGQFVWFT

AN3255_2_hypothetical_protein_      LQYLEDVYDTEKK--LTYTS-LKEKHLLNQWLHFQMSGQGPYFGQAGWFN

gi_58270872_ref_XP_572592_1__g      LLWLVERYDKEYK--FWFKDP-LQRSKALSWIFFAHGGVGPMQGQANHFF

FG03000_1_hypothetical_protein      LEYLVAKYDENHK--ISYPYKSKEHWDTTSWLMWQVSGLGPMQGQANHFT

UM04801_1_hypothetical_protein      LYYLCDKHDAEGR--FLGKNP-EERAIVMQFLTFQLSGLGPTQGNVNFLY

                                       :      :            :      :: :   * .   *:   : 

gnl_GLV_KLLA0D19624g_gi_140095      YFHS-----QKVKSAVDRYTDEVRRVYGVVEMALAERREALIMDLDSENA

ORFP_Sklu_Contig2422_9_YNL229C      YFHS-----QKVQSAVDRYTDEVRRVYGVVEMALAERREALIMELDTENA

gi_45185035_ref_NP_982752_1__A      YFHS-----QKVPSAVERYTDEVRRVYGVVEMALAERREALIMDLDSENA

YNL229C_Chromosome_XIV_from_22      YFHS-----QKIASAVERYTDEVRRVYGVVEMALAERREALVMELDTENA

ORFP_18506_YNL229C__Contig_c23      YFHS-----QKIASAVERYTDEVRRVYGVVEMALAERREALVMELDTENA

ORFP_20506_YNL229C__Contig_c77      YFHS-----QKIASAVERYTDEVRRVYGVVEMALAERREALVMELDTENA

ORFP_Skud_Contig1866_4_YNL229C      YFHS-----QKIASAVERYTDEVRRVYGVVEMALAERREALVMELDTENA

ORFP_Scas_Contig532_3_YNL229C_      YFHS-----QKIPSAIERYTDEVRRVYGVVEMALAERREAMVMELDTDNA

gnl_GLV_CAGL0J07392g_highly_si      YFHT-----QKIESAVERYTEEVRRVYGVIEMALAERREALIMELDTDNA

gi_46431829_gb_EAK91354_1__glu      YFHS-----CPVPSAVERYTDEVRRVYGVIEMALAERREALIMDLDVENA

gnl_GLV_DEHA0F08635g_highly_si      YFHS-----CPVPSAVERYTDEVRRVYGVIEMALAERREALIMDLDVENA

gnl_GLV_YALI0C03069g_similar_t      YFHP-----ELIPSAIERYTNEVRRIYGVVEMRLAEKREQLILEMDDE--

SPCC965_07C___GLUTATHIONE_S_TR      FFHH-----EPVVSAVTRYRNEIKRVLGVLEDILKDRD------------

_NCU05780_2__hypothetical_prot      RYHP-----EPVPSAVERYVKELNRVSSVMEDHLQTQKEKY---------

_SNU07604_1__hypothetical_prot      RFHP-----EQLDSAKERYYKEIQRVTSVLENHLKSQPK-----------

MG09138_4_hypothetical_protein      KYHE-----PKVPSAVERYAKEINRVTAVLETHLSKQADD----------

AN3255_2_hypothetical_protein_      VLHA-----EKLPSAIERYENEVHRILGVLNTALE---------------

gi_58270872_ref_XP_572592_1__g      RYAP-----EKIPYGIKRYQDETARLYSVLESQLAKSD------------

FG03000_1_hypothetical_protein      RYAP-----EKLKYPIDRYISESNRLYRTLDRQLAKN-------------

UM04801_1_hypothetical_protein      HYWQGAYGEKPQKSAFTRFEGETARLYQVLEDQLSKQQQR----------

                                                     *:  *  *:  .::  *                

gnl_GLV_KLLA0D19624g_gi_140095      AAYSAGTTPLSQSRFFDYPVWLVGDKITVADLSFVPWN-NVVDRIG----

ORFP_Sklu_Contig2422_9_YNL229C      AAYSAGTTPLSQSRFFDYPVWLVGDKITVADLSFVPWN-SVVDRIG----

gi_45185035_ref_NP_982752_1__A      AAYSAGTTPLTQSRFFDYPVWLVGDHITIADLSFVPWN-NVVDRIG----

YNL229C_Chromosome_XIV_from_22      AAYSAGTTPMSQSRFFDYPVWLVGDKLTIADLAFVPWN-NVVDRIG----

ORFP_18506_YNL229C__Contig_c23      AAYSAGTTPMSQSRFFDYPVWLVGDKLTIADLAFVPWN-NVVDRIG----

ORFP_20506_YNL229C__Contig_c77      AAYSAGTTPMSQSRFFDYPVWLVGDKLTIADLAFVPWN-NVVDRIG----

ORFP_Skud_Contig1866_4_YNL229C      AAYSAGTTPMSQSRFFDYPVWLVGDKLTIADLAFVPWN-NVVDRIG----

ORFP_Scas_Contig532_3_YNL229C_      AAYSSGTTPMSQSRFFDYPVWLVGDKLTIADLAFVPWN-NVVDRIG----

gnl_GLV_CAGL0J07392g_highly_si      AAYSAGTTPLSQSRFFDYPVWLVGDKLTIADLSFVPWN-NVVDRIG----

gi_46431829_gb_EAK91354_1__glu      AAYSAGTTPLSQSRFFDHPVWLVGDRTTVADLSFVPWN-NVVDRIG----

gnl_GLV_DEHA0F08635g_highly_si      AAYSAGTTPLSQSRYFDYPVWLVGDRATVADLSFVPWN-NVVDRIG----

gnl_GLV_YALI0C03069g_similar_t      -SFALGTSALSESKYFDEPVWLVGNRMTIADLAFVTWN-NVVDRIG----

SPCC965_07C___GLUTATHIONE_S_TR      --------------------YLVANKYTIADLSFIPWNYNLGGLFGEGKF

_NCU05780_2__hypothetical_prot      ---------------GTEEPWFVGNKFSYVDIAFAPWQHIVGVMLTKEEY

_SNU07604_1__hypothetical_prot      ---------------GEDGPWLVGGKYSFADMSFVPWQNYASQLTDVKEY

MG09138_4_hypothetical_protein      ---------------ADGNRWLVGRRFSYADLAFVPWQYYAG-MLAKDYY

AN3255_2_hypothetical_protein_      -----------------GRNWLVGDKCTFADLAFLPWNARVNMVLLTPEG

gi_58270872_ref_XP_572592_1__g      -----------------SQGYLVGGKFSVADINVFPWVRSYSWAGV-DIT

FG03000_1_hypothetical_protein      -----------------GTGYIVGDKVTVADISIWPWVAAHNFSGLPDVM

UM04801_1_hypothetical_protein      -----------------GSSFIALDRPTIADFAFWPWVRIAGFGNI-DLS

                                                        ::.  : : .*: . .*             

gnl_GLV_KLLA0D19624g_gi_140095      --------INIKVEFPEVYKWTKHMMRRPAVIKALR-------------G

ORFP_Sklu_Contig2422_9_YNL229C      --------INIKVEFPEVYKWTKNMMRRPAVIKALR-------------G

gi_45185035_ref_NP_982752_1__A      --------INIKVEFPEVYKWTKHMMRRPAVIKALR-------------G

YNL229C_Chromosome_XIV_from_22      --------INIKIEFPEVYKWTKHMMRRPAVIKALR-------------G

ORFP_18506_YNL229C__Contig_c23      --------INIKIEFPEVYKWTKHMMRRPAVIKALR-------------G

ORFP_20506_YNL229C__Contig_c77      --------INVKIEFPEVYKWTKHMMRRPAVIKALR-------------G

ORFP_Skud_Contig1866_4_YNL229C      --------INIKIEFPEVYKWTKHMMRRPAVIKALR-------------G

ORFP_Scas_Contig532_3_YNL229C_      --------INIKTEFPEVYKWTKHMMRRPAVVKALR-------------G

gnl_GLV_CAGL0J07392g_highly_si      --------INIKVEFPEVYKWTKHMMRRPAVIKALR-------------G

gi_46431829_gb_EAK91354_1__glu      --------INLKVEFPEVYKWTKHMMQRPAVKRALR-------------G

gnl_GLV_DEHA0F08635g_highly_si      --------INLKVEFPEVYKWTKYMMRRPAVIRALR-------------G

gnl_GLV_YALI0C03069g_similar_t      --------IDLKGELPEVYKWTRFMMGRPAVIRALK-------------G

SPCC965_07C___GLUTATHIONE_S_TR      SFKEEVPQLDFEKEFPKAYAWNQRLLARPAVKATFE-------------E

_NCU05780_2__hypothetical_prot      DE----------DKYPLIHAWLERLRARKPIKDAL-------------DN

_SNU07604_1__hypothetical_prot      T---------------VVADWLERMKKRAAIKKTL-------------DD

MG09138_4_hypothetical_protein      KS----------DDYPHVKKWLDALVARPAIKKVV-------------EE

AN3255_2_hypothetical_protein_      EDP--------LAPYPNVQAWQRRMEMRESWREAMRTRDRLMDEQGLMPN

gi_58270872_ref_XP_572592_1__g      PF-------------PNVAKWLERIEARPATYKGLG-------------V

FG03000_1_hypothetical_protein      KY-------------IHIKKWFDNLLERPGFEAGRN-------------V

UM04801_1_hypothetical_protein      PY-------------PAVRKWCAALENDAKSQAAIH-------------K

Rnq1p prion domain 

================== 

YCL028W                             -GGSQ--------------SMGASGLAALASQFFKSGNNSQ#GQGQGQGQG

ORFP-2336-YCL028W--Contig-c84-      -GGSQ--------------SMGASGLAALASQFFKSSNNSQ#GQGQGQSQG

ORFP-Skud-Contig2072-17-YCL028      -GGSQ--------------SMGASGLASLASQFFKSGSNSQ#GQNQGQNQG

ORFP-2511--YPL061W--Contig-c95      -SGSQ--------------SMGASGLALLASQFFKSGNSSQ#GQGQGQSQG

                                                           :    ::                .   

YCL028W                             QGQGQGQGQ------GSFTALASLASSFMNSNNNNQQGQNQSSGGSSFGA

ORFP-2336-YCL028W--Contig-c84-      QG--------------SFTGLASLASSFMNSNNNNQQGQNQSSGGSSFGA

ORFP-Skud-Contig2072-17-YCL028      QNQGQGQG--------SFTGLASLASSFMGSNNKNQQGQNQGSGGSSFGA

ORFP-2511--YPL061W--Contig-c95      QGQGQG----------SFTGLASLASSFMNSNNGKQQGQSQGSGGSSFGA

YCL028W                             LASMASSFMHSNNNQNSNNSQQGYNQSYQNGNQ-------NSQGYNNQQY

ORFP-2336-YCL028W--Contig-c84-      LASMASSFMHSNNNQNSNNSQQGYNQSYQN----------NNQGYNNQQY

ORFP-Skud-Contig2072-17-YCL028      LASMASSFMHSSGKQNSDNGQQGYNQSYQNSNQN--SGYQNNQGYNNQQH

ORFP-2511--YPL061W--Contig-c95      LASMASSFMHSDSKQNSNSSQQGYNQSNQNNNQN--SSYQNNQGYNNQQY

YCL028W                             QGGNGGYQQQQ--------GQSGGAFSSLASMAQSYLGGGQTQSNQQQYN

ORFP-2336-YCL028W--Contig-c84-      QGGNGGYQQQQQ---QQQQGQSGGAFSSLASMAQSYLGGGQTQSNQQQHN

ORFP-Skud-Contig2072-17-YCL028      QGGNGG-QQQQ--------GQSGGAFSSLASMAQSYLGGGQSQSSQQQYN

ORFP-2511--YPL061W--Contig-c95      QGGNSG-QQQQ--------GQSG-AFSSLASMAQSYLGG-QTQSNQQQYS

YCL028W                             QQGQNNQQQYQQQGQNYQHQQQGQQQQQGHSSSFSALASMASSYLGN---

ORFP-2336-YCL028W--Contig-c84-      QQGQNHQQQYEQQSQNYQYQQQGQQQQQGHSGSFSALASMASSYLGN---

ORFP-Skud-Contig2072-17-YCL028      QQGQNSQQQYQQQGQNHQYQQQGQQQQQG---SFSALASMASSYLGNQQN

ORFP-2511--YPL061W--Contig-c95      QQGQNQQQQYQQQGQNQQYQQQGQQQQQGQSGSFSALASMASSYLGNHQN

YCL028W                             -NSNSNSSYGGQQQANEYGRPQ-HNGQQQSNEYGRPQYGGNQNSNGQHES

ORFP-2336-YCL028W--Contig-c84-      -YSNSNSSYGGQQQVNEYGRTQ-HNGQQQSNEYGRPQYGGNQNSSG-NES

ORFP-Skud-Contig2072-17-YCL028      SNSNSNSNYGGQQQSNEYGRPQQHGGQQQSS---RPQHGGNQNSNG-QES

ORFP-2511--YPL061W--Contig-c95      SNSNSNSNSGGQYQSNEYGRPQ---------------NGGNQNSNS-NDS

YCL028W                             FNFSGNFSQQNNNGNQNRY-------------------------------

ORFP-2336-YCL028W--Contig-c84-      FNFSGNFSQQNNNGHQNRY-------------------------------

ORFP-Skud-Contig2072-17-YCL028      FNFSGNFSQQDNNGSQNRY-------------------------------

ORFP-2511--YPL061W--Contig-c95      FNFSGNFSQQNHNGNQNRY-------------------------------

New1p prion domain

================== 

ORFP_24517_Multiple__Contig_c9      MPPKKFKD-LNSYLGDQPTDPGL--VASPFGGYFKNPTADASSNNATNKS

YPL226W_Chromosome_XVI_from_12      MPPKKFKD-LNSFLDDQPKDPNL--VASPFGGYFKNPAADAGSNNASKKS

ORFP_22010_YPL226W__Contig_c38      MPPKKFKD-LNSFLDDQPKDPNL--VASPFGGYFKNPTADAGNSNASNKS

ORFP_21421_YPL226W__Contig_c11      MPPKKFKD-LNSFLDDQPTDPNL--VASPFGGYFKNPAADSNNNKAFNQN

ORFP_Skud_Contig1934_6_YPL226W      MPPKKFKD-LNSFLDDQPADPNM--VASPFGGYFKNPAADADSTIASNKS

ORFP_24517_Multiple__Contig_c9      ----SYQQQRNRTQGGNNQNN--------QSYNN--------------NN

YPL226W_Chromosome_XVI_from_12      ----SYQQQRNWKQGGNYQQGGY------QSYNSNYNNYNNYNNYNNYNN

ORFP_22010_YPL226W__Contig_c38      ----SYQQQRNWKQGGNYQNASYQQ-GGYQSYNNN------------YNN

ORFP_21421_YPL226W__Contig_c11      ----SYQQQRNWKQGGNYQNAYQQQ-GSYQSYNNN------------YNN

ORFP_Skud_Contig1934_6_YPL226W      ----SYQQQRNWKQSSNYSQQ--------GGHQSQ---------------

ORFP_24517_Multiple__Contig_c9      YNNNNKYNNQIYQKS------SYK--QSAVTPNQSGTP------TPSAST

YPL226W_Chromosome_XVI_from_12      YNNYNKYNGQGYQKS------TYK--QSAVTPNQSGTP------TPSAST

ORFP_22010_YPL226W__Contig_c38      YNNYSKYNGQSYQKT------NYK--QSAVTPNQSGTP------TPSAST

ORFP_21421_YPL226W__Contig_c11      YNNYNKYNNQSYQKT------SYK--QSAVTPNQSGTP------TPSAST

ORFP_Skud_Contig1934_6_YPL226W      -NNNSKYNNQSYQKS------SYK--QSAVTPNQSGTP------TPSAST

ORFP_24517_Multiple__Contig_c9      TSLTSLNEKLCNLELT--PISQILSKIPE#CQSITDCKNQIKLIIEEFSKE

YPL226W_Chromosome_XVI_from_12      TSLTSLNEKLSNLELT--PISQFLSKIPE#CQSITDCKNQIKLIIEEFGKE

ORFP_22010_YPL226W__Contig_c38      TSLTSLNEKLSNLELT--PISQFLSKIPE#CQSITDCKNQIKLIIEEFGKE

ORFP_21421_YPL226W__Contig_c11      TSLTSLNEKLSNLELT--PISQFLAKIPE#SQSITECKNQIKLIIEEFGKE

ORFP_Skud_Contig1934_6_YPL226W      TSLTSLNEKLSNLELT--PISQFLSKIPE#CQSITDCKNQIKLIIEEFGKE

