Supplementary Information:

Insoluble Fraction Proteins – 16 Total
	PGP#, name, [species] 
and gi #
	Amino Acid Sequence

(Peptides Identified passing Mascot 95% confidence limits)

	G  R  A  N  U  L  E      C  A  R  G  O      P  R  O  T  E  I  N  S

	PGP# 6450

granule lattice protein 1 precursor
[Tetrahymena thermophila] 
gi|1675340|gb|AAB19104.1|
E-Value = 1e-149
	     1 MNKKLLVVLF GFLALAAATN QSEEEGSYTI DQAANLLNDL LADSQQNLSD 
    51 LQAAWANKEP LLQGVIAGLE SDLANKQAEC ADLQGTLDAD QASLDEAEAY 
   101 VAWLQDRIAA NHKQIDDLLN RRCQQNGNYI EGLKNDKLAL ALLQFLEAQI 
   151 QNKESFSFLQ KKNFMKKLTR FLSIYKTGNY QQLALLEKEY VNADDYSVNP 
   201 DYSTGDRTAD EIGSGHIDND KGDIDVADFQ EGERKGWYQV KQELLDLLHN 
   251 LEQTIEAKIQ QAQEDEVNSN SAAADFK(SKL EHEIQVYER)E LAKWQQTVAA 
   301 LTATVAQDHE NVNNCHSQEA AIQANLDAAN QDYANEKATF EHKQANLQEE 
   351 IEIFIEVIAY YDDNVQNAGE DLKER(VEDYS DGNFDDAATY ENR)QVPNIDF 
   401 IN
ION SCORE = 99



	PGP# 7461

granule lattice protein 3 precursor

[Tetrahymena thermophila] 
gi|3366651|gb|AAC27987.1|
E-Value = 1e-147
	     1 MKNLAIVLAT LCIFAQATSV FETPAFLEVS YFLIQQRDQT KYEIKHFIFP 
    51 PTFTFSSPDN LIINNFSWSN EKLQLRVSRC IKKEIYGGYS SSHSKIFLFK 
   101 ISTLTPKEYK KKIAYPLKIK QTNKQTYRMS FFILFTQTFW KSIKLQPTNS 
   151 FLNGISGACL RFVLSQLNLL FIQPLTQNIP TILFFQAHQF IETLKKIKSN 
   201 PFGHTVASLV QLNLGAGQSA GR(LDAIAEAL NTIEAQLENT R)DHNDAEIQR 
   251 QRGWCSDQEA TIQANIDQAE SDLSNYQNEQ TQRNQAVADL TQNLNNEQQS 
   301 LAENQNNLAN AQQELDDENS SYAESSKDYA DAIAACEQAL KLLATLQTNP 
   351 SGFIQSKARF GNVVTLLQKH LANKSSNFVQ PILNVLTEMA SSTNEVDQSS 
   401 LAKVVSLIND LLEELRNQSA ANDQRHQQVV DSLTSNIANL EQLIDNSNNL 
   451 ISQYQGQIQE NEDRLAQLAG LIQQTQAILD QANQNLSQVQ DQCAGYDQEY 
   501 ASFKNEVDQQ LATLQALKEY FKSKVVPAVE NINDSAYADE LTVDV
ION SCORE = 65


	PGP# 7460

granule lattice protein 4 precursor

[Tetrahymena thermophila] 
gi|3366653|gb|AAC27988.1|  
E-Value = 1e-123
	     1 MKIALINKEK QKESRGRKPV DNKKSYSIKP LCFLAVFRNR YQVKTQLTLL 
    51 SFIIIIEALS IASSHFIMSK KIFNNALRST QNFKYKFVFQ KWIQITPQPG 
   101 YAFKYKNGYL LKFPYLFNNL NVILEKDYVQ KLKQNDCLIL CYQNVYAFKI 
   151 LDEEIKGSKI KNDSLFDQKN IFSLPQQHLY FDYQIGKKSP IAKQIISAVE 
   201 LHLTTGGLVD DVIDLVK(QAQ EDVANR)(NVAL QAEYTAK)(RGA LEDQINTTTQ 

   251 QLNEENDR)LA VVNDAIDALN GQIDSLNTQI ANLVQQLQNL QAREDAINQA 
   301 REVDVKTYEI IQR(LLALQQR) GNAFLQVSKK EIERILKRIP KSNPIQALVQ 
   351 LSTKFDEQRL AEVISKLQTI QAAIQASYIE DANGEVADKQ RYDALIQEIA 
   401 TIRAQTQQQL ADAQQALSDA EASLAQFVQE QGNLQQQIAV NEGILADAQA 
   451 ALAHTIATYE ARIQEGQEAL AAINLALDVL QQNQSDLQGV EDFSNAYNAY 
   501 QAGNSTDAGD DAGDDSGVEG EAF
ION SCORE = 285


	PGP# 27771

granule lattice protein 5 precursor
[Tetrahymena thermophila] 
gi|3366655|gb|AAC27989.1|
E-Value = 1e-129
	     1 MRVIAALLVI ALVCQSAMAV TSKSQVKLMM EKINSKMEKS PLGRALKGMV 
    51 TIATKLGYDY QDLYDAFAAL KNQLLNSLDN ENSLFEEQTA CHENFIAQFN 
   101 ALISNYTSQI NDTEAQLNYL NDSLNTYEQN LKDAQQALQD NTDALNAAEE 
   151 ALAQAEVLYH YATAEYSNAD QVIGVAIEKL QEAQSHYDNA DLGSFSFVQI 
   201 KNTFVSFAQK ITEATKGMNA KHQLFVKPVV QAMMQVKNNT SQTSIQTAIK 
   251 (ALQDLQAYFQ K)TFTDLTNEY VIFTQNVQST IDGLNQLIDI LQNQTIPGYE 
   301 SQISQIQAQI QQFEDALSLA QQNLK(QAQDY ISAEYEIFAI VQAR)HQALVD 

   351 R(INSEYDLVT QADR)IVRNAQ AQVNYSN
ION SCORE = 141



	C  R  Y  S  T  A  L  L  I  N      D  O  M  A  I  N      P  R  O  T  E  I  N  S

	PGP# 7932

induced during granule regeneration 1 precursor
[Tetrahymena thermophila] 

gi|18913072|gb|AAL79508.1|
E-Value = 1e-161
	     1 MRKIILLLAI ISLALCQELI VEKVAGQYNS GQKFAKSWQN SQWNDYQDFA 
    51 IYGWFK(IDSS YQIAEWSTGF HFTSNQDK)DW TNASAPGDR(V LAFWVIGNTL 

   101 HNPTYSLAR)(G NTNYYENLSF AAGDTNK)WAF IYVTHGSSQQ AQYVYYLLPS 
   151 SGVVTKKIAS ITHK(TSTFYQ INVGQSFSFK) (YFPGSFWR)(LS LIAGPNAYR)E 
   201 SGFEQFQNIQ PDVVPSCPIL FTGCNYSGKG DSLCQSSPSY NVTAVHSIYL 
   251 PANFTATLHD QANYAGKKIV YSQSIECITQ LNWAYLLSTH AITIEDETKT 
   301 VLRRNNRRN
ION SCORE = 338


	PGP# 14523

induced during granule regeneration 1 precursor
[Tetrahymena thermophila] 

gi|18913072|gb|AAL79508.1|
E-Value = 0.045
	     1 MKGKNGLVRL NWVIQKPSEN NQKHKTQIEY IMQYICIGLI ISQVYCGCAY 
    51 TNGYGQYSGS CYNNCQDFAK LSDAFAACDA SNNCGGVSYS YKSIGGSAAT 
   101 NAIGNGWGYQ LRASKTGSKS PNKENSWLKS TCPDPQTTFD PCDYTQGQGV 
   151 FLGGCNQNCK DFSNLNDALA ACRADSSCGG VTFSRK(DIGG GAATNAFDGV 

   201 WGFQLR)AGTT FQLSPNGENS WVKSKCPVQQ VQGTYCNYSK QSYQTFASLI 
   251 QAASYASESL ALAACDSRSD CVGVLQSQGT FYLATGSSSP SANNSVAYTR 
   301 GTCNVVANPI LFSGCNFTGD QVQITQDISK IDLSKYKSLY VPAGKYVRFY 
   351 SQENYKGSSN DNKNSIYCQG SGLVSAFIQT AHSYGKSYET SIQVRDLFTA 
   401 NKISRKLKPN QN
ION SCORE = 53


	PGP# 16427

induced during granule regeneration 1 precursor
[Tetrahymena thermophila] 

gi|18913072|gb|AAL79508.1|
E-Value = 6e-6
	     1 MGKLRSLILI ALLFTSVYCA CDYTISQGNY SGGCAQNCKD FDTIEKAKAA 
    51 CDADTSCQGV TFSQK(GSGGS ASTGASGNGW GYQLR)ASQST SHSPSGETSW 
   101 IKGQCQPTFE CDFQPYPGQY LGGCFNGCQD FKNLEDALQA CRQQSGCGGV 
   151 TFSKK(SIGGP NATNAFDGSW GYQLR)SSTTA SGSPNGEDSW GKINCSNYQQ 
   201 GDCYVLHPGD YSGGCAQNCK DFSSLSQAKA ACNSDSSCK(G ITFSSPSGGG 

   251 SQSSGAVGNG WGYQLR)ASST TNHSPSGENS WVKTDCSNLF PCDFLPSQGY 
   301 YIGGCFNNCQ DFKTLAEAQA ACRQQAGCGG VSFSKK(SIGG SSATNAFDGA 

   351 WGYQLR)SGKN LVLSPNGEDS WLKQSCGQYT QISSQCIYSY NPGDYSGGCA 
   401 QNCKDFANIE DAKNACNADP NCNAVTFSQR (NSGGGASTGA SGNGWGYQLR) 

   451 ATKGSTHSPS GETTWVKQSC QPATTFPCFF QQASQGYYLG GCYDSCRDYS 
   501 NLKDAQNACL NKSGCGGVTF SKKNIGGSNA SNAFDGFWGY QLRQSTTPSL 
   551 SPNGEDSWVQ VCLNYPALFT GCNFTGQMVA FPPGVQVPSL NLSQYHSLYV 
   601 PSGQYLNLYN QSNQKGQATN YSSSVSCLPQ GFMLMIQQPH SISTHKSVEN 
    651 KLKKNRQ
ION SCORE = 195



	PGP# 17206

calmodulin-binding protein PCM1
[Paramecium tetraurelia] 

gi|3523105|gb|AAC34257.1|
E-value = 3e-18

	     1 MQKGYILVAL LLVGFASANF YEVAKEFTLN NFNSKSLSSW NLVNFKGDQV 
    51 ANCNGVSVVG GPSVVASGSM TKTFTTDFDL NGVNISFDLY FFDKWFSGWD 
   101 GGRDQNTLFK IFVNNQQVYQ LGSDYTRSLH ADQPNLCGDA TPDRQTHISL 
   151 DVPATGRNIT VQLVANIASN NPAVASWGIR NFYILSQQGY DDSQVVVSEL 
   201 NDDSNFDVSQ WQTNFKGVIT QCPSKLLGGY NAAGPKATAV RKLASLPAHS 
   251 FLTVSLSAYF IDSIDANDSV VIYVDGKVAH EHQKAYYEDS TNVCGAAWND 
   301 GVDNELNIIV PHFASTAEIK (IYVNTDQAPG DESFGFR)EFQ VSVSSPCPIL 
   351 YTDVNQGGRQ FSFCGNLPDL KAVGWTAPIK GIYLPKGVEL TVYQDSNYNG 
   401 KKYTVKKSNF NLSGNEYQLI NKALNIDVTE QKLRRNK
ION SCORE = 79


	PGP# 22518

Calcium/calmodulin-binding membrane protein PCM4-related
[Paramecium tetraurelia] 

gi|50405180|ref|YP_054272.1|
E-Value = 8e-6
	     1 MSRRVQQMLL IIALLGTLQV VTSQKIIVSS YIQAKAQNVI TVPKDQLSQI 
    51 KSLSIEGWVR PSQTMDYPYP ASVPRKSYSL IMGSSTSSSG WGDNVK(GVDS 

   101 FLNLYTNK)WT DQSGFILAYE NGKNFEYIYN NLRYADFFGR WFFVYGVYLS 
   151 DIQK(HYLVTY SAYDESWQEA ISSVVK)(KNPI IDFYQFSVNS QDVK)KSVQFN 
   201 GYIADPNLTY SASSSYYSSL DQLKAYISQK QQKPKYIGVL QKTVFTYIGQ 
   251 SATIPDGGLY ESFGNYQGAD EYSINGQAQF TGAFASVGNT ILFR(LGTNNP 

   301 EVFK)SFYEEG DLALLAYVQN GKKTCMQTYR INLSATDLTN GKQCFDVVPK 
   351 KGEWFYFYQG YSRKLGRVFN YVRIGGQNYY AATTDVLHVD PNAFYLFVGQ 
   401 DSVSMK(WAGS FQGFNLEFGP GAYR)ETLITE FPPVKDKSVK DKVVIPKTYV 
   451 DPQILQSKAS QTLAIDAKIV SQNYISSVK(E YAIHFWFR)R(D LITPELIDFQ 

   501 AAK)SQQSVAG VTERDDYTST DVAGDAALSI QYLDHSK)(GDS PAFVFTTYND 

   551 AGSDK)FKSAT VNFDTKFDQG QWIWVYFAYS QPLQQASIYV GLPDGQTKIV 
   601 K(QINQVSHSQ AHNLK)ALIGR SGTTMNPVTG QFYDAQFVYY DGCYQSSTAT 
   651 IENYKAANVK NPPSTQPK(QG VYSAFDR)KSF SKK(NPPTQNP NQFTTEVAGA 

   701 LQYGLAAWAR) WNKSSLKNAA GNLLFTLSIY DKTTIGKTYN KLGSLVLQVY 
   751 YKKKYLYFST YQYVHAKLKD VNPAVQKFFV PKNAR(TSWCY YYFGYSHLDQ 

   801 QAVGSVK)CLS GFQHEVKFDN TNHIIPSAFT FQVAK(DDILN IWK)GEVYQPS 
   851 VIIGYPVALN FQYDNAYYPQ DPSSGSLPDD DDSGNKQPDE GDDDEPEEED 
   901 DPKVPSKPAT DPSTPATNTT TPVTNPVNPA TNSTTPVTNT TTPETNPIIP 
   951 ATNTTIPATN TTTPATNTTT PDVTPVIPAT NTTTPATNTT TPATNTTTPT 
  1001 QPQQPSCAVI YSECGYTNK(I QEVCQNIPSL EIR)NIRSIQV PNGTTLKFFQ 
  1051 KENYKGVNVK FLQSVECIEL GLKEDPKIQW DDLVKLFNAG KIGFIDSEGN 
  1101 DIGLHKAKKV FFKTNLRMQL RKKHSSD
ION SCORE = 856


	N  O  N      H  O  M  O  L  O  G  O  U  S      P  R  O  T  E  I  N  S

	PGP# 2280
	     1 MGFVISLIRG KLKNIELRII PRDLVEFILF PNVEVSYRMN LKQDYVQGVE 
    51 KLDTNAWEVD LSKLENNNIK FQKFSYNLIL MLIVNDKTRQ LAQKIKEKIS 
   101 QTHKKEKKQI PQEENLQAEM EQKQLRKILS K(ISGLKNKLL QR)QKDIDIQK 
   151 KEMQGLKLKK DKIQLQVDIM NQMIREEEEK YHAYRNFDFT YVTKTYKLVD 
   201 VKQQAKKKFT SSSQAHKLSQ LSLSMSRPQS SNNNPQLSQI KAESIRQRDN 
   251 SKYFSQYVSE DATPSRRNHY KGKAQTPISQ QNKNKELIL

ION SCORE = 35


	PGP# 12278
	     1 MKLRITFLLV ILILAVATSA KKSLTKVKKD VYPTLEPIFA FIANLDSEEE 
    51 DVLSEDPIGQ ALYHCINTNY QPWDR(DHQDF VHLVDNR)CQH FDREEDVVAF 
   101 YHNTLNCVEN ISAPRQSVKV QFVATIQCVF DQFCQVQKQD LIWLQKKKPS 
   151 LKSQNKLKRR RV
ION SCORE = 42



	C  O  N  T  A  M  I  N  A  T  I  N  G      M  I  T  O  C  H  O  N  D  R  I  A  L      P  R  O  T  E  I  N  S

	PGP# 16898

oxoglutarate/malate translocator protein, putative
[Plasmodium falciparum 3D7] 

gi|23612776|ref|NP_704315.1|
E-Value = 1e-50
	     1 MGGDLFDVIK PFLFGGISGC VATSVIQPID TVKVQIQVIG ETNAK(GGPGA 

    51 LSTNPFQVAQ R)VIKHEGVRG LYKGLKTCLF ISKAQLNKFL PIQHTPPTIL 
   101 LSLAVVNSIT RLFIAIINIQ KKKKRKNFSF QNVFFKQNSL DAALLRQITY 
   151 GTARLGLFRY LSDSHKAKHK RNLTFGEKAL FSSFSGFVGC LVGNPADVSL 
   201 VRCQRDSLLP PEQRRNYKHV GDALTRMVRE EGILSLWRGS IPTICRAISM 
   251 NMGMLTTYDQ IKEMINEYTG TKDTMSTQVT ASACAGVVCS TLSLPFDNAK 
   301 TKLQGMKAGP DGKFPYKNIF DCMGRTVATE GITGLWIGLP TYIFRVSPHA 
   351 ITALLVQDFL HHTFTKKAH
ION SCORE = 29


	PGP# 23917

3-hydroxyacyl-CoA dehydrogenase

[Bacillus anthracis str. Sterne] 
gi|49188178|ref|YP_031431.1|
E-Value = 2e-87
	     1 MLFTKSIAKF SSAANVKNFA VVGAGQMGTG IAIVANKIGG LNVKIVDSTE 
    51 KALSGSRKFT ESWCDKEIAK NRMTSEEKHQ MLSRFSYFTK LEDLNDADFV 
   101 VEAVTEKFEV KKNIFTTLDQ ITKPDTILAS NTSSISLTKI AATTKRPEKV 
   151 IGMHFMNPVP VMKLIEIIKG LQTSDETLQT TLDLSHKLGK (TTVLANDIPG 

   201 FILNR)TLMPY INEAVYALFE GVATVADIDQ AMKLGTNVPM GPLTLADFIG 
   251 LDTCLLIMQV LHTELGDSKY RPCPLLVNYV NAGYLGKKSG RGFYKY
ION SCORE = 27


	PGP# 8859

Aminotransferase

[Asp]
gi|223867|prf||1003180A
E-Value = 1e-122
	     1 MLSRILTRHF SLWAGVPKAP PDPVLGVAEA FKKDPATNKV NLSVGAYRDD 
    51 NGKPVVLECV RKAQQIVIEK (NLDNEYLPIQ GNDVFTHAAL K)LGYGDAFYS 
   101 SNKDRLAGVQ VLSGTGALRT GFDFLKK(FLP AETTVYVPNP TWPNHNNIAR) 

   151 DAGFKVEFYT YYDPATKSVN FSKLLDEAKT FKNGSVFILH ACAHNPTGCD 
   201 LSINQWKELR DVFLKKNHIA FMDMAYQGFT SGDCQKDSEA VRLFADSNVN 
   251 MLLGQSFAKS MGLYGQRIGS LSVLTQNANE AQNVLSQLKQ VIRPNISSPP 

   301 LHGARIAEII LTNPELLQLW YREVKIMADR IAQMRVQLVK NLK(DVGSQHD 

   351 WSHITNQR)GM FAYTGVNKQQ VESLINDYHI YLVGSGRISI AGLNTK(NVGY 

   401 VAEAFHNVTK) NSKV
ION SCORE = 155


	PGP# 20808

Acyl-CoA dehydrogenase

[Novosphingobium aromaticivorans DSM] 

gi|48850987|ref|ZP_00305229.1|
E-Value = 1e-115
	     1 MISRRLLHCF NRSSKLLNNK NQYRFESLND TSNLTEDQVL VQQAALNFTK 
    51 (EHLLPFASEW DQK)SQSPIEV YKEAGKLGFA CIYSSPDHGG SGMDRVSASL 
   101 VFEALATACV STSSYLSILN MNHWIIDTYG NEKQKAEWLP QLSTVEKFSS 
   151 YCLTEPGSGS DAANMKTFAK KDGGDYVING SKCFISNAGF SDLYVVMCKT 
   201 GENERSCILV PSDAKGLSFG KPEVK(MGWHA SPTASITFDN VR)VPQSNLIS 
   251 TEGNGFKIAM TALDGGRVNI ASTSLGSAAQ CLAKTKEYVG QRKQFGK(SID 

   301 SFQNTQFR)IA EMATDLIASR LLVREAAKKI DLNHPNKTLY ASMAKIQATE 
   351 KCYNIVDQCL QLHGGYGYIS EYNIERHLRD LRVNRILEGT NEIMRLIVSR 
   401 QVIKQ
ION SCORE = 101


	PGP# 6904

NADH oxidoreductase 
[Mesorhizobium loti] 

gi|13472710|ref|NP_104277.1|
E-Value = 1e-33
	     1 MRAINIAKYG DPIIVKQIAK PKLVGPKDVL IKMHYAPINP SDIFYLKGVY 
    51 GIKKPLPTTG GFEGCGIIED AANKSLIGKK VSCWAGEDNY NYGTWADYFL 
   101 TVEKDCIIYN QNEQLPEQDW HKFSSPFINP FTACSFLDLA RAKKAECVVF 
   151 QAASSAVARM AIKLFHQEGI KSIAIVHEKN YLEEIKEIGA THVFHDQDEH 
   201 LVEHLQEVIA KEKAKMLFDP ITGPLSGAIF NALKADGQLV TYGKIHRNML 
   251 CDIDPPGLFF KRKSIRGFWL PDYLKEKTPQ DVEKFKQLVH DNIHTIFQTR 

   301 VNK(VFPLEQI EEAYR)ESAKH GELGKNILKF 
ION SCORE = 56



Soluble Fraction Proteins – 12 Total
	PGP#, name, [species], gi # and E-Value
	Amino Acid Sequence and Mascot Ion Score
(Peptides Identified passing Mascot 95% confidence limits)

	K  N  O  W  N      G  R  A  N  U  L  E      M  A  R  K  E  R  S

	PGP #7461

granule lattice protein 3 precursor

[Tetrahymena thermophila] 
gi|3366651|gb|AAC27987.1|
E-Value = 1e-147
	     1 MKNLAIVLAT LCIFAQATSV FETPAFLEVS YFLIQQRDQT KYEIKHFIFP 
    51 PTFTFSSPDN LIINNFSWSN EKLQLRVSRC IKKEIYGGYS SSHSKIFLFK 
   101 ISTLTPKEYK KKIAYPLKIK QTNKQTYRMS FFILFTQTFW KSIKLQPTNS 
   151 FLNGISGACL RFVLSQLNLL FIQPLTQNIP TILFFQAHQF IETLKKIKSN 
   201 PFGHTVASLV QLNLGAGQSA GR(LDAIAEAL NTIEAQLENT R)DHNDAEIQR 
   251 QRGWCSDQEA TIQANIDQAE SDLSNYQNEQ TQRNQAVADL TQNLNNEQQS 
   301 LAENQNNLAN AQQELDDENS SYAESSKDYA DAIAACEQAL KLLATLQTNP 
   351 SGFIQSKARF GNVVTLLQKH LANKSSNFVQ PILNVLTEMA SSTNEVDQSS 
   401 LAK(VVSLIND LLEELR)NQSA ANDQRHQQVV DSLTSNIANL EQLIDNSNNL 
   451 ISQYQGQIQE NEDRLAQLAG LIQQTQAILD QANQNLSQVQ DQCAGYDQEY 
   501 ASFKNEVDQQ LATLQALKEY FKSKVVPAVE NINDSAYADE LTVDV
ION SCORE = 132


	PGP# 7460

granule lattice protein 4 precursor

[Tetrahymena thermophila] 
gi|3366653|gb|AAC27988.1|
E-Value = 1e-123
	     1 MKIALINKEK QKESRGRKPV DNKKSYSIKP LCFLAVFRNR YQVKTQLTLL 
    51 SFIIIIEALS IASSHFIMSK KIFNNALRST QNFKYKFVFQ KWIQITPQPG 
   101 YAFKYKNGYL LKFPYLFNNL NVILEKDYVQ KLKQNDCLIL CYQNVYAFKI 
   151 LDEEIKGSKI KNDSLFDQKN IFSLPQQHLY FDYQIGKKSP IAKQIISAVE 
   201 LHLTTGGLVD DVIDLVKQAQ EDVANRNVAL QAEYTAKRGA LEDQINTTTQ 
   251 QLNEENDRLA VVNDAIDALN GQIDSLNTQI ANLVQQLQNL QAREDAINQA 
   301 REVDVKTYEI IQRLLALQQR GNAFLQVSKK EIERILKRIP KSNPIQALVQ 
   351 LSTKFDEQRL AEVISK(LQTI QAAIQASYIE DANGEVADK)Q R(YDALIQEIA 

   401 TIR)AQTQQQL ADAQQALSDA EASLAQFVQE QGNLQQQIAV NEGILADAQA 
   451 ALAHTIATYE ARIQEGQEAL AAINLALDVL QQNQSDLQGV EDFSNAYNAY 
   501 QAGNSTDAGD DAGDDSGVEG EAF

ION SCORE = 99


	C  R  Y  S  T  A  L  L  I  N      D  O  M  A  I  N      P  R  O  T  E  I  N  S

	PGP# 16427
induced during granule regeneration 1 precursor 
[Tetrahymena thermophila]
gi|18913072|gb|AAL79508.1|
E-Value = 6e-6
	     1 MGKLRSLILI ALLFTSVYCA CDYTISQGNY SGGCAQNCKD FDTIEKAKAA 
    51 CDADTSCQGV TFSQK(GSGGS ASTGASGNGW GYQLR)ASQST SHSPSGETSW 
   101 IKGQCQPTFE CDFQPYPGQY LGGCFNGCQD FK(NLEDALQA CR)QQSGCGGV 
   151 TFSKK(SIGGP NATNAFDGSW GYQLR)SSTTA SGSPNGEDSW GKINCSNYQQ 
   201 GDCYVLHPGD YSGGCAQNCK DFSSLSQAKA ACNSDSSCK(G ITFSSPSGGG 
   251 SQSSGAVGNG WGYQLR)ASST TNHSPSGENS WVKTDCSNLF PCDFLPSQGY 
   301 YIGGCFNNCQ DFKTLAEAQA ACRQQAGCGG VSFSKK(SIGG SSATNAFDGA 

   351 WGYQLR)SGK(N LVLSPNGEDS WLK)QSCGQYT QISSQCIYSY NPGDYSGGCA 
   401 QNCKDFANIE DAKNACNADP NCNAVTFSQR (NSGGGASTGA SGNGWGYQLR) 

   451 ATKGSTHSPS GETTWVKQSC QPATTFPCFF QQASQGYYLG GCYDSCRDYS 
   501 NLKDAQNACL NKSGCGGVTF SKK(NIGGSNA SNAFDGFWGY QLR)QSTTPSL 
   551 SPNGEDSWVQ VCLNYPALFT GCNFTGQMVA FPPGVQVPSL NLSQYHSLYV 
   601 PSGQYLNLYN QSNQKGQATN YSSSVSCLPQ GFMLMIQQPH SISTHKSVEN 
   651 KLKKNRQ
ION SCORE = 813


	PGP# 22440

Calcium/calmodulin-binding membrane protein
[Paramecium tetraurelia]
gi|50405180|ref|YP_054272.1|
E-Value = 9e-31
	     1 MRKSWIIIAA LLVVSAVADV KLVTSEFSAK NFDSSAVSGW SVTGNK(NNNL 
    51 VSTCGDQSIF GGYDAFGAR)A SASKDYNSGV DHFELTFNFD IYTVDSWDNE 
   101 VFSLYVDDQL VYSLQAQFNT VSPRPINGAC GSASWQDRWQ SVTVKLNHYR 
   151 RQFNVRLTST LDQDANDESW GVK(NFQILAR) HGGGNIQVIS EEFSQDSFKS 
   201 DASSWTVVNV SPAFTTWQLL FLNFNKLLHH TNIFIDSFFI NVLFKLLYFI 
   251 CNSGDGNKIF GGFNSMGRDS IVSKTYNNLP SHYGVLFAFD LWLIDSPDGN 
   301 DYVQVIVDGQ ISRFYRPDWN YGDPQNFLCG VQGWSERIVK INLFVPHKGP 
   351 SINIALR(GVF DEAK(DNESFG FR))NLRIVSLG CSSARCQQVS NEFYQQTFAD 
   401 PQGWTDEGGN ALPSPFKTCS GATLFGPFSV PIEKTYDSLQ PHSGVRVFLR 
   451 (VFALGDWSNA NTNLR)FFVND VLTTPKVAAE FAKNKICDAD TESVRNYFID 
   501 VPHANSILDL DIKPVNFAGN TKYTIRDLSV TAYVEEGQTL ISSEFTQVNF 
   551 DSATGWTVNG NTNGVTTSRC GR(FSVFGGFN AFGR)KTSASK LYNSLPDHDF 
   601 AVIVFTIYFI DTWDRENFNV AVDDAIIKRM TKSDTWSGHQ NLCGRGDSME 
   651 ETYTVQLYVP HSAATLK(LTF SDELDQTTDD ESWGIR)DLSV LVGKNQGAGY 
   701 VSKDDTNCIQ IFTACNYDGQ SLSVCDDIPD LSAIGWTKPI RSINIPQGKS 
   751 IKAYKSANYK GDFKEFTSSQ DCLTGQNYLL INRAFNIDVE PETKLKHQRR 
   801 V
ION SCORE = 523


	C  O  N  T  A  M  I  N  A  T  I  N  G      M  I  T  O  C  H  O  N  D  R  I  A  L      P  R  O  T  E  I  N  S

	PGP# 10516

mitochondrial F1-ATPase,  subunit
[Bos taurus]
gi|27807237|ref|NP_777109.1|
E-Value = 0.0
	     1 MIRNFHSLVK RVPRLALTPF FGFRTSMTLA DKKLSTGEAS VVLAEKIKGI 
    51 TQQPRQHKKR SIKKVIPKSN QEKTKRRYLF SFLFIFSLPI KKERYIGVNE 
   101 IECQTTHIQS KNDITEYGTV ISIGDGIARV FGLTKVQAGE MVEFKSGIRG 
   151 MALNLETDNV GVVVLGNDSF QATFIFTSFP INYRIFSLLW ALSVSIDQNI 
   201 NQITYFFERY LKIQQKMVLF YLKYDRDIKE GDVVKRTGAI VDVPIGEAMC 
   251 GRVFDALGNP IDGLGPLKTT QRARVEIKAP GIIPRQSVRQ PMQTGIKCVD 
   301 SLVPIGRGQR ELIIGDRQTG KTAIAIDTIL NQKEAFNTGD VKKQLYCIYV 
   351 AVGQKRSTIA NLVSILKQHD CMKFTIVVCA TASDAAPLQF LAPYSGCAIG 
   401 EFFRDNGKHA LIIYDDLSKQ AVAYRQMSLL LRRPPGR(EAY PGDVFYLHSR) 

   451 LLERAAKMND SLGGGSLTAL PVIETQAGDV SAYIPTNVIS ITDGQIFLET 
   501 ELFYKGIRPA INVGLSVSRV GSAAQIKAMK KIAGNLKLTL ATYRELAAFS 
   551 QFGSDLDAKT QQQLNTGERL VEMLKQNQYT PMKVEEQVCI IFAGVKGFLD 
   601 ALVTSEVLKF EKKFLEHVRT NHSALLKRIR DSGDLSEVDT NELNTIIPLF 
   651 IQEGGFKLKA Q
ION SCORE = 29


	PGP# 4132

mitochondrial F1-ATPase,  subunit 
[Hevea brasiliensis] 
gi|18831|emb|CAA41401.1|
E-Value = 1e-165
	     1 MWIHQYRNAF STTAKKEAPK TVKANGQVSQ VIGAVVDVQF EGELPQILNA 
    51 LEVQGTQHR(L VLEVAQHLGD SR)VRTIAMDS TEGLVR(GQPV VDTGLPISVP 

   101 VGPGTLGR)IM NVIGKIIIQL IIIHIKKQIH SSFIISSPNK QILLGEYQYT 
   151 LNFRSSIYPS IMKHLNHQQT QHRFRKKKII KKERKSKKEE EEESFTVLLT 
   201 REPIDQRGPI KAAKLYPIHR DAPSFTDQAT SAEILVTGIK (VVDLLAPYAR) 

   251 GGKIGLFGGA GVGKTVLIQE LINNVAK(HHG GYSVFAGVGE R)TREGNDLYH 
   301 EMMDSKVISV KEGESRCALI FGQMNEPPGA RARVGLTGLT VAEYFR(DEEG 

   351 KDVLLFVDNI FR)FTQACSEV SALLGRIPSA VGYQPTLATD LGALQERITT 
   401 TQKGSITSVQ AIYVPADDLT DPAPATTFAH LDATTVLNRG LTELGIYPAV 

   451 DPLDSTSR(ML DPITIGEEHY TVAR)GVQKLL QDYK(SLQDII AILGVDDLSE 

   501 EDKLVVAR)AR KVQKFLSQPF FMSEVFSGIP GRFVNLKQNI ASFKALLEGA 
   551 GDEYPESCFY MKGDLEESLA AGRADALKSK
ION SCORE = 339


	PGP# 23971

CECR1 protein adenosine deaminase
[Homo sapiens]
gi|7650202|gb|AAF65941.1|
E-Value = 6e-17
	     1 MNRILVATTL ILLLSCSLVV EAKKLRSHQA PLRNSKPYQD ILEKAKKLMG 
    51 DQNAQKVNGK LKELK(NMSQQ QLVDYFANHK) YSDVQDYWFQ YYLLSELLLF 
   101 TDSNTWLSPS K(SQINDPLYD EFVQK)(DAEYS QYLQSCR)DQS NKFITENSSE 
   151 SLELGENGTL YDLEYTYETL ELIEQDVFYN HVYSKLPKGV IHHLHWSAGT 
   201 DYQGFITSIR (AAINSQPYDS ER)IVVVSVQV YLEDATVGKV ATEKYFNKYF 
   251 LTKQK(YVDPN NLQSVIDANQ DVLNQFAQNV K)ENKKCLNYI K(DNNGFNPGN 
   301 LDPYIR)GFVY WKSCNGSIYD DGMSQEGQAK SLEDLSLMLK ESIACFQSDE 
   351 QAIKRLPKSY LKDNAFETKE TKEILGVWFF FEQIFQSVGE LQDNQDIFKQ 
   401 LTVNMFMSFK (DQNTYGVEFR) NKNDK(FQIGT FQESSDQFEV PYSFITPGR)K 
   451 VAGKGSKGGA IVQAAPK(ITD PNFVGIDFFA FEDDPYNGAR) (NFFPGAFTDV 
   501 IK)GETQSYFD QMFNYLNNQN GNIYLHAGET QFFPQGGIDN KYTNK(NYIND 
   551 NLIHAALLPG VK)RIGHGFEA YK)(NNLLLSII NQK)NISFESC PISNQVLNFN 
   601 EVYTNPFLNL LRNGLHMAIS PDDPGLFGYI GVAMDWFYVL METDVKPSEV 
   651 YLLLKNSIEY SSIKEIR(DNS QQYLQR)LRDD LDAFFSDLPD VCPADNENDN 
   701 QDQ
ION SCORE = 803


	PGP# 30119

putative catalase
 [Tetrahymena thermophila]
gi|36309600|gb|AAQ85160.1|
E-Value = 0.0
	     1 MTDTKNTSVL TTSTGSPVDD NQNSVTAGEY GPVLLQDFHL IDKLAHFDRE 
    51 RIPERVVHAK GAGAWGYFEV THDVTKFCKA KVFETVGKRT PVFTRFSTVG 
   101 GEKGSADTER DPRGFAVKFY TEEGNWDMQS LFTSITSLNS QYIYQITYQL 
   151 TTLKQIKVGN NTPVFFIRDP IKFPDFIHTQ KRNPQTNLKC ANMFWDFLSQ 
   201 VPESAHQVTI LFSDRGTPDG YRRMNGYSSH TFKWVNEQGE AFWVKLHFKT 
   251 DSGIKNFTAA EADALKSTNP DYATEDLFKH IAQVYSNRQY QTKLGGSASW 
   301 TLNVQVMPIN DGYKYRWNIF DVTKVWPHGD YPLIPVGKLV LNRNPENYFA 
   351 ETEQSAFSPS HLVPGMEPSL DKMLQGRLFS YPDTHRHRLG ANYDQIPVNC 

   401 PYRARVSNNQ RDGPMCVNGN QGSRVNYEPT TFHNYKVRPE TKLSTQRVTG 
   451 LVGR(FKPAHP NDDFSQPGAL FR)KVMSDKDK SNTVSNIVGH IKNANRDIQE 
   501 RQVRIFYKCD AEYGSKIATA LGFPANRSNL 
ION SCORE = 77


	PGP# 14482

chimeric iron-responsive element-binding protein, aconitase
[Mus musculus]

gi|239121|gb|AAA03251.1|
E-Value = 0.0

	     1 MYRKITCNFS ALNNPFQKNF KQLKVEGK(NY NFYSLPDLHD AR)LGNNNKKL 
    51 ALFVYIFLSL LLCFNPPPTF NFQIRPKCFL LKWIQLKTVE RREKKREKKT 
   101 IFKTSYFSQS IFKIFFIINY KIEKLPYSVR ILLESAVRNC DEFNVKKADV 
   151 EKILAWEK(NS TQQIEIPFKP AR)(VILQDFTG VPAVVDFAAM R)DAMVRLGGD 
   201 PNKINPLCPV DLVIDHSVQA DVARDLKAFE K(NEEIEFNR)N YERFEFLKWG 
   251 QKALNNFTIV PPGSGIVHQV NLEYLARVVF NNENGVLYPD SVVGTDSHTT 
   301 MINGLGVLGW GVGGIEAEAV MLGQCISMVL PEVVGFKLYG KLKEHVTATD 
   351 LVLTCTQMLR KRGVVGK(FVE FFGPGCENLS LADR)ATIANM APEYGATMGY 
   401 FPIDAQSVDY LKLTGRDSHK VKVIESYLRE QGLFRTSSSK DPVYTGAVLE 
   451 LDLASVQPCI SGPKRPHDRV PLNEMK(SEWN QILTAK)TGFK GFGLTEQQSK 
   501 KTHTFNYKGT DYTLSNGSVV VAAITSCTNT SNPDSMVAAG LLAKAAVEKG 
   551 LNVKPYIKTT LSPGSGVVTK YFVESGVQSY LEQLGFTTAG YGCMTCIGNT 
   601 GELEPEVDQA IR(QGDVVAAA VLSGNR)NFEG RIHPLTRANY LASPALVVAY 
   651 ALAGTVNIDF ETEPIGTDKH GKAVFLKDIW PSRTFTQDTV HKSLRPEMFS 

   701 EVYKRISQGT ARWNALKASD KKVYDWKAES TYIHNPPFFQ TTELVPKPVQ 

   751 SIKSAYCLLN LGDSITTDHI SPAGNIAKNS PAARYLNERG IQSK(DFNTYG 

   801 AR)RGNDEIMA RGTFANVRLI NKMMDKVGPE TVHIPSGQKL AVFDAAEKYQ 
   851 K(EGHQLIVLA GQEYGSGSSR) DWAAKGPYLQ GIK(AVIAQSY ER)IHRSNLVG 
   901 MGILPCEFLN GQNADSLGLN GHETFNIDLK GGNLKVNEVL TVTTSTGKSF 
   951 QVKTRLDTDV EIAYFQNGGI LQYVLRKLVK GEAQ

ION SCORE = 482


	PGP# 21401

glycine cleavage system P-protein, C-terminal domain
[Nostoc punctiforme]
gi|23129784|ref|ZP_00111607.1|
E-Value = 0.0
	     1 MLSKILNKSL QRTCSRQFST IPDILKQNNY LQKRHIGSEQ TAEEMLKLLG 
    51 CKNIDDLIHQ TIPSHIYDNT ALEYNGSKIP DEPK(TEQETI QHLYELSEK)N 
   101 KSYKNFIGNG FYGTHTPPVI LRNFFENPGW YTAYTPYQAE ISQGRLESLL 
   151 NYQTLVMDLT GLPVANASLL DESSAAAEVV NLAHGASGSK RTKFFISKDC 
   201 FPSTISLVQT RARFLNVEVV VGDHKTYDFA ANEEQLCGVL LQTPDNEGIL 
   251 HDFTQIFSSF KDPKKIIKAV ASDLLALTIS KAPGEMGADV VVGTSQRLGV 
   301 PMGYGGPAAG FLAAKDDLKR KLPGRIIGVS KDAQGNPALR MALQTREQHI 
   351 KREKATSNIC TAQALLANMS AMYCIYHGPK GVRDIAKRVN GFAQVLHSLL 
   401 KEIGYQVKGN GNQLFDTVAI SVPGKASEIV ALFEKHEINI RKQNEDLISV 

   451 SFDETHNLED VQRLVEIFSA YIKVNTSAK(H IADLHLEQR)I ADLDGNVKRT 
   501 KLDYMTQQVF NHYHSETEMM RYMHRLQTKD ISLVHSMIPL GSCTMK(LNAA 

   551 SQLIPVSFR)G FSKIHPFTPL NQVEGYTQML NNLKEWLKAV TKFDDVSLQP 
   601 NSGATGEYAG LLVIRQYLES IGQGHRNVCL IPTSAHGTNP ASAIVAGLNF 
   651 QPVGVVNGFV DLKSLKEQAE KYKDNLACLM ITYPSTSGIY EETIKEMIDV 
   701 IHHYGGQVYM DGANMNAQSG FTSPGFLGAD VCHLNLHKTF AIPHGGGGPG 

   751 MGPIGVKKHL APFLPNNPNI NVSQSNTAIS SAPFGSASIL PISYSYFMQL 
   801 AKEGVKKSTA FAILNANYLR KRVQGHYQIL YENEIKYCAH EFIIDCRPFK 
   851 EYDIKEVDIA KRLMDFGFHA PTISFPVAGT MMVEPTESES KEELDRFAEA 
   901 LIKIRQEIQM VIDGKYSKTD NPIKNAPHTH SVLLK(SEWNH PYTR)EEAAYP 

   951 LPWVKSQGKY WPPVSRIDDP YGDRNFICSL NGFC
ION SCORE = 137


	O  T  H  E  R      P  R  O  T  E  I  N  S

	PGP# 7958

 tubulin,  subunit
 [Tetrahymena thermophila] gi|730899|sp|P41351|TBA_TETTH
E-Value = 0.0
	     1 MREVISIHVG QGGIQVGNAC WELFCLEHGI QPDGQMPSDK TIGGGDDAFN 
    51 TFFSETGAGK HVPR(AVFLDL EPTVIDEVR)T GTYRQLFHPE QLISGKEDAA 
   101 NNFARGHYTI GKEIVDLCLD RIRKLADNCT GLQGFLVFNS VGGGTGSGLG 
   151 SLLLERLSVD YGKKSKLGFT IYPSPQVSTA VVEPYNSILS THSLLEHTDV 
   201 AVMLDNEAIY DICRRNLDIE RPTYTNLNRL IAQVISSLTA SLR(FDGALNV 

   251 DITEFQTNLV PYPR)IHFMLS SYAPIISAEK AYHEQLSVAE ITNSAFEPAN 
   301 MMAKCDPRHG KYMACSMMYR GDVVPKDVNA SIATIKTKRT IQFVDWCPTG 
   351 FKVGINYQPP TVVPGGDLAK VMRAVCMISN STAIAEVFSR LDHKFDLMYA 
   401 KRAFVHWYVG EGMEEGEFSE AREDLAALEK DYEEVGIETA EGEGEEEGY
ION SCORE = 80


	PGP# 2313 
protein disulfide isomerase, [Gallus gallus] gi|50745403|ref|XP_420095.1|
E-Value = 7e-55
	   1 MNKTLLLLTI LAVGALASTA PAVEEGVYVL TDSNFNEFIA SKPFVLVEFY 
  51 APWCGHCKKL APEYAKAAQA LASENSQAVL AKVDATEQKD LGTR(FSIQGF 

 101 PTLK)(FFINGS TENPVDFNGG R)TEKDILNWI KKR(TGSVSEA LNTAEELTAF 

 151 TQK)NQVAIVY FDANNKEYLQ TNEWLSYQIF VQWKSAFHQD KLTNSQENQY 
 201 IKQTANNFNV NIMNGSLTNN IKVSSIKFLF CYLRKKKQLD AKHQQTNEII 
 251 YRLNTIKSNS YKNKPFLRCF IKAFKVLVDV KKKKLNFKKF KKYIFQIKNT 
 301 NTSQIDSHSF IYSFIINRTY FHINNQQAIK KFYNTQPRKN DKPLIFSHQL 
 351 ICFQSLGESE KDANYEAFK(S LAMSYDDLAF AHVFNADLR)T AQNAAAHNLV 
 401 LYKHFDEK(R(N DFTGTFNVAN LK))(TFVDTNSF PIVMPFNDR)A IQK(VFQQGNP 

 451 TLFLFSNSNE ASLAAEK)(AFA ASAEENR)GK(I VFSISKPDDT FGHYQK)LADY 
 501 IGVNTAQVPA LMLVHSSHEV LKYK(FTASEI THATINQFVS DYLAGK)LSTY 
 551 LKSEDIPATN DEPVKVLVGK SFDDLVINSN KDVLVEFYAP WCGHCKQLAP 
 601 IYDAVAKKLS HNHNIVIAK(I DSTANEVPGV NIR)GFPTIKF YQNGKK(STPL 

 651 DFEGDRTEEG ILK)YLKEKTT FPWVEKNEDL 
ION SCORE = 649



