
Esi_0007_0019    1 MCSVFFEVVEPLDHATFLSVCDEVLRDSLLVLAPFGLPRHLREALGSEKEFIRLYGPRFR	 60FILEAVSDVTYKERGVTESQVAVTLHKL-TEEEQNPEAMAYLARMGD
Esi0232_0002     1 ------------------------------------------------------------	 0--------------------------------------------MGQG
gi|54607135      1 ------------------------------------------------------------	 0--------------------------------------------MAAS
gi|85101921      1 ------------------------------------------------------------	 0--------------------------------------------MAPT
YNL121C          1 ------------------------------------------------------------	 0------------------------------------------------
YHR117W          1 ------------------------------------------------------------	 0------------------------------------------------
gi|66801325      1 ------------------------------------------------------------	 0------------------------------------------------
gi|544063423     1 ------------------------------------------------------------	 0------------------------------------------------
gi|5803181       1 ------------------------------------------------------------	 0------------------------------------------------
gi|66805793      1 ------------------------------------------------------------	 0------------------------------------------------
gi|85081220      1 ----------------------------------------------------------MR	 2FFSKKSSRSSTSTDRVDADTRAGRYESTQPSGTSGPRS-PYSH-AKRS

Esi_0007_0019  107 SLREIYSPARIL-	 118-ELPTRAPTST--ADLATIGSSLLGAGAVYTPGPQQAGRRGGRGGGAPLCDGTPRQPSRA	 175GHAGRCSSSPAGDGDSSCAGENNKCSTAG
Esi0232_0002     5 IKVCSSQGPSI-	 15-PLLPARRVQK---------------HHLRTPGPRREGR--------------G------	 39--------------------------------
gi|54607135      5 -----KPVEAA-	 10-VVAAAVPSSG------------SGVGGGGTAGPGTGGL--------------P------	 37--------------------------------
gi|85101921      5 -----IPPPSV-	 10-PIPAATPVTV------------------PADSSIWDRV--------------S------	 31--------------------------------
YNL121C          1 ------------	 0--------------------------------------M--------------K------	 2----------------------------------
YHR117W          1 ------------	 0---------------------------------MAENSL--------------L------	 7----------------------------------
gi|66801325      1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|544063423     1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|5803181       1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|66805793      1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|85081220     49 --HSQSPPPPPP	 58PPKSLRPPTQTQQHRLSPTKPVFSSPSGTRSPSAKKTHR----SDSQPRRDHSPPTP--P	 112PHYNLPPTPPSGSTSRSASA-----------

Esi_0007_0019  205 RAEGGGGGGGGGDSRADKGETDHDKVQRERV	 235ASCLSALRGCREELEVFSDELEQAHIQALTEAFAGRYSG---AAPPGDSAGGSSSSSQEL	 292KSRRSDVA-AL
Esi0232_0002    40 --------------RWRMDQSKL-A-VL	 51GTVGLVATAAVCCAIVFSGRFSFA----------GSSTGKPFASSPGTTADAQGVA----	 97-ASNKVID-DEDDKD-
gi|54607135     38 --------------RWQLAL--------	 43AVGAPLLLG--AGAIYLWSRQQRR----------R------EARGRGD------------	 73------AS-GLKRNS-
gi|85101921     32 --------------NWVSEHKAVVY-TI	 44AGVSVVITT--AGVVYYLRKGSEQ-----------------KESGPKLSKKERRKRKQAE	 85KGEAEKAS------T-
YNL121C          3 ------------SFITRNKT--A-IL	 13ATVAATGTA--IGAYYYYNQLQQQ-----------------QQRGKKNTINKDEKKDT--	 52-----------KDSQ---
YHR117W          8 ------------RFITKNKV--A-IL	 18ATVSAGTAA--VGAYVYYQQIKQQ-----------------QQQQLKGTKDNRRQSEA-F	 58AGQNEDEA-DLKDDG---
gi|66801325      1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|544063423     1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|5803181       1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|66805793      1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|85081220    133 ---------------RDPTKHSSSSS---	 143---SHQPRS-------------------------STSSRSSFGRHPVDPAAASDSRSRST	 175SFRRKKVDTDIHP

Esi_0007_0019  303 DEFA-----AVPFLDHELFMLVRAIEEERLGEEKGAGKEKESA------	 340-----SGGGSSSSSATGACSES-PTAA-DGDGDTS---LCERPAACLEFLLTSQAVR
Esi0232_0002   111 -------------------KLTGGVSTEKGTGKGDS--------	 127------GGGDGSRAAPGSGGASVPAAEAAAARGVA---VGQ------GKAEDGEALIVRF	 1
gi|54607135     82 -------------------E-------------RKT--------	 85-------PEGRASPAPGSG--H-PE---GPGAHLD---MNS---------------LDRA	 11
gi|85101921     95 -------------------S------------------------	 95---------KTEEAAPTQPKAA-AVESADELPEID---EES------VVRLSEDERKAYA	 13
YNL121C         57 -----------------KETEG--------------------	 61---------AKKSTAPSNPPIY-PV---SSNGEPD---FSN------KANFTAEEKDKYA	 99LA
YHR117W         73 -----------------SVVSGSNKRKK---KKN--------	 86------KRKRNNKAKSGEGFDY-PS---LPNGEPD---IAQ------LKGLSPSQRQAYA	 127V
gi|66801325      1 ----------------------------------------	 0----------------------------------------------------MSENAQKA	 8TEFKNQ
gi|544063423     1 ----------------------------------------	 0--------MESGSPMGEVEISR-TIRTNGRGQRGYDWQCKRPIRVAEVRSSLHSWSLRWV	 51NELKE
gi|5803181       1 ----------------------------------------	 0--------------------------------------------------------MEQV	 4NELKEK
gi|66805793      1 ----------------------------------------	 0---------------------------------------------------------MDH	 3EECKTQ
gi|85081220    189 LNLPPEQRKRFSDLSGFSVRNSM--EFDNKENGAASAASPPPPPHKQ	 233QPQDQQAQQKPTPPAHGSTFTV-PMSNGADAAQTNDGEVPTPPPHRSQPTTPVQSPAEQ

Esi_0007_0019  388 VRA	 390DESMERGLDKEAAASLKEANILMEAFLEEGQRLPRPSRHLAELRAGLAKCEMRGGD---L	 447EAAIAHAEAALAEHPACGEAFLIRGQCRRELGDNGGALR
Esi0232_0002   173 72NRANSKAKKLFTGQRYALAAEQYGIALELCDELPNHDNKRTALHNNRGAAYEKDGQ---Y	 229ALALADCSMCLSREVGHKFARVRKSRVLEAMGKHEEALSEVCAH
gi|54607135    115 4QAAKNKGNKYFKAGKYEQAIQCYTEAISLCPTEKNV--DLSTFYQNRAAAFEQLQK---W	 169KEVAQDCTKAVELNPKYVKALFRRAKAHEKLDNKKECLEDVTAVC
gi|85101921    137 6AKLKELGNKAYGSKDFNKAIDLYSKAIICK-PD-------PVYYSNRAACHNALAQ---W	 185EQVVADTTAALKLDPHYVKALNRRANAYDQLSRYSDALLDFTASC
YNL121C        102 LKDKGNQFFRNKKYDDAIKYYNWALELK-ED-------PVFYSNLSACYVSVGD---L	 148KKVVEMSTKALELKPDYSKVLLRRASANEGLGKFADAMFDLSVLSLNG
YHR117W        129 QLKNRGNHFFTAKNFNEAIKYYQYAIELDPNE-------PVFYSNISACYISTGD---L	 177EKVIEFTTKALEIKPDHSKALLRRASANESLGNFTDAMFDLSVLSLN
gi|66801325     15 GNAAFSSKDYNSAVKCFDQAIELDP-------SNHILYSNRSASLLALDK---N	 58EDALTDAKKAIELKPDWSKGYLRETNALYKLGRFEEAEKSAEAGLKI-DPTNQ
gi|544063423    57 KGNKALSVGNIDDALQCYSEAIKLDP-------HNHVLYSNRSAAYAKKGD---Y	 101QKAYEDGCKTVDLKPDWGKGYSRKAAALEFLNRFEEAKRTYEEGLKH-EAN
gi|5803181      11 GNKALSVGNIDDALQCYSEAIKLDP-------HNHVLYSNRSAAYAKKGD---Y	 54QKAYEDGCKTVDLKPDWGKGYSRKAAALEFLNRFEEAKRTYEEGLKH-EANNP
gi|66805793     10 GNNYFKQSQYMDAIRCYTQAIELSNG------TIAAYYGNRAAAYLAICTKSSL	 57QDSIKDSLKAIELERSFIKGYTRASKAYIHLAQYDQAASIIVRGLVF-DPRNN
gi|85081220    292 A	 292EGFKNEGNKFFKAKDYNQAIVHYTKAIVLQP-------ESATYLGNRAAAYMSAGK---Y	 342KDALEDCTRAAELDPNNPKILLRLARIYTSLGRPEEAIA--

Esi_0007_0019  487 DLVNAFVLQGNALNNAGD---	 504----------------------GSEAQAIEDVSRESCRARAGEEFSQR------------	 530---------------AAPNAL
Esi0232_0002   274 LLLERDRVQAKAAL--	 287-------------NPSEPL-TPPAPPANLEGLLQKVASKRADAILLERE-------QTAE	 326K-Q--EAAAAGGAGTGTEKLKPLVKQ
gi|54607135    215 ILEGFQNQQS-----	 224-------------------------MLLADKVLKLLGKEKAKEKYK--------------	 245--------------NREPLM-P----S
gi|85101921    231 IIDGFRNEQS-----	 240-------------------------AQAVERLLKKFAENKAKEILE--------------	 261--------------TKPPKL-P----S
YNL121C        197 DFNDASI-----	 203-------------------------EPMLERNLNKQAMSKLKEKFGDID-------TATA	 231TPTELSTQPAKERKDKQENL-P----SVTS
YHR117W        225 GDFDGASI-----	 232-------------------------EPMLERNLNKQAMKVLNENLSK-------------	 254-----------DEGRGSQVL-P----SNT
gi|66801325    111 QLEDA--	 115----LEDAQYATTGAKDPASAMANLFS-AQ-NLTKLRFNPKTAPFFQQPDFVAIMDQISK	 169NPSLFSQYIADQRFSTC---------LGVLLGVDI
gi|544063423   152 NPQLKEG--	 158----LQNMEARLAE-----RKFMNPFNMPN-LYQKLESDPRTRTLLSDPTYRELIEQLRN	 208KPSDLGTKLQDPRIMTT---------LSVLLGV
gi|5803181     107 QLKEG--	 111----LQNMEARLAE-----RKFMNPFNMPN-LYQKLESDPRTRTLLSDPTYRELIEQLRN	 161KPSDLGTKLQDPRIMTT---------LSVLLGVDL
gi|66805793    110 ELLQEKN	 116QIDSIQRTISSLTKEKA-LSNPSSSLNQIENVLSQSKYN-TQLQV---------------	 159--------------LKA---------RVL---IEL
gi|85081220    382 TFGRIQPPPSAKDMAPARD	 400MLNYIQAAQKALQEGTA-ASMVLHPLDMAERLLGIGASRPRKWVL---------------	 444--------------MRG------

Esi_0007_0019  537 P----ADWVVRSFLTSYDTKG------------------	 553-----LYEEHDAVFRLHGEDPVAAAAAAEGDEGGQAAAVTEFWQGLSLVRE---------	 599-GK
Esi0232_0002   350 VVMELLRSFGSFAQLE------------------	 365----RRYKGMEETAITRE-LKDAEKAGKEGD-GSASATTTSASRVSSLLDRGLLRMVK--	 417-RNYDGAR
gi|54607135    254 PQFIKSYFSSFTDD-------------------	 267----IISQPMLKGEKS------------------------DEDK-----DKEGEALEVKE	 294NSGYLKAKQ
gi|85101921    270 STFVGNYLQSFRSK-------------------	 283----PRPEGLEDSVEL------------------------SEETGLGQLQLGLKHLESKT	 315GTGYEEGSA
YNL121C        257 MASFFGIFKPE-------------------	 267----LTFANYDESNE--------------------------AD---KELMNGLSNLYKRS	 294PESYDKADESFT
YHR117W        268 SLASFFGIFDSH-------------------	 279----LEVSSVNTSSN--------------------------YDTAYALLSDALQRLYSAT	 309DEGYLVANDLL
gi|66801325    196 NQGPGAPPQSQQPTPQQPTPTPQQP	 220TPTPQQPKPTEAPKK--PEAP-------------------PMTESQKERDLGNKAYAK--	 257-KEFEQAIVHYDKAVEL
gi|544063423   233 DLGSMDEEEEIATPPP---PPPPKKE-	 255----TKPEPMEE-----DLPE-------------------NKKQALKEKELGNDAYKK--	 285-KDFDTALKHYDKAK
gi|5803181     188 GSMDEEEEIATPPP---PPPPKKE-	 208----TKPEPMEE-----DLPE-------------------NKKQALKEKELGNDAYKK--	 238-KDFDTALKHYDKAKEL
gi|66805793    169 KQYPQASNLMTTLLQED--------	 185---SRNPE--------------------------------------YLYVRGLSLYYQ--	 202-NNFPLALQHFQNSLTY
gi|85081220    448 ---EALLRLGDINSLGEAQNIAMSLLRSN--------	 473---SQDPE--------------------------------------ALVIRGRALYAS--	 490-GEND

Esi_0007_0019  602 YAESIAKFSSSVSAFSSSAPVA----------------------VLGEGTGAGDTTR	 636IQSLALEYCGSFLYLMGDMNTALEHLRLAGE-V----DET---------
Esi0232_0002   425 EDIFEAAELLSTLTE-A----------------------DPSEAGADEVPPH	 453VKASVWEWQGTFLQLSGKLDEAMEAYRRCGEEMEAEGEEY--------------
gi|54607135    304 YMEEE--NYDKIIS--------------------------ECSKEIDAEGK	 326YMAEALLLRATFYLLIGNANAAKPDLDKVIS-LKEANVKL---------------
gi|85101921    325 AFKKALDLG--------------------------------------ELGP	 337HEALAYNLRGTFHCLMGKHEEALADLSKSIE-LDPAMT-----------------
YNL121C        307 KAARLFEEQL---------------------------DKNNEDEKLKE	 327KLAISLEHTGIFKFLKNDPLGAHEDIKKAIE-LFPRVN--------------------
YHR117W        321 TKSTDMYHSLL---------------------------SANTVDDPLRE	 342NAALALCYTGIFHFLKNNLLDAQVLLQESIN-LHPTPN-------------------
gi|66801325    274 DSSDILAMNNKAAVLIEQQKLDEAIETCKKALEKAQEIRADYR	 316VKSKVYTRLGNIYLKKNQLDDAYKAYSSAVLEDKNADTTANMKKIEKLKKQRDDEAYLSV	 37
gi|544063423   300 ELDPTNMTYITNQAAVYFEKGDYNKCRELCEKAIEVGRENREDYR	 344QIAKAYARIGNSYFKEEKYKDAIHFYNKSLAEHRTPDVLKKCQQAEKILKEQERLAYINP	
gi|5803181     255 DPTNMTYITNQAAVYFEKGDYNKCRELCEKAIEVGRENREDYR	 297QIAKAYARIGNSYFKEEKYKDAIHFYNKSLAEHRTPDVLKKCQQAEKILKEQERLAYINP	 35
gi|66805793    219 DPDYSESR-----------------------------------	 226-----------------------VA-------------LKRLRSI---------------	 23
gi|85081220    495 KAIQHFRKALSCDPDFKDAI-----------------------------------	 514-----------------------KW-------------LRVVQKL------

Esi_0007_0019  672 -----------	 671-NAKSWVKRGSVLSDLGRREEAFECFDAAAAIAPRD----SDLFLHRGQGHLLANDFRKA	 726TADLRRSVELCPTMPISRAAWGVALFKLATA
Esi0232_0002   494 ------	 493-PADVLIKMAWVCMDKEDMDAAKDLFARAGEAHPEY----GSSFAHRARLDSEKDGAEQV	 548RSFLRKAIELNSEDAFAWEQLCRIHVQAG-------
gi|54607135    366 -----	 365-RANALIKRGSMYMQQQQPLLSTQDFNMAADIDPQN----ADVYHHRGQLKILLDQVEEA	 420VADFDECIRLRPESALAQAQKCFALYRQAYTG--NNS
gi|85101921    375 -----	 374---QSYIKRASMNLELGHPDKAEEDFNKAIEQNAED----PDIYYHRAQLHFIKGEFAEA	 427AKDYQKSIDLDSDFIFSHIQLGVTQYKMG--------
YNL121C        365 --	 364----SYIYMALIMADRNDSTEYYNYFDKALKLDSNN----SSVYYHRGQMNFILQNYDQA	 416GKDFDKAKELDPENIFPYIQLACLAYREN---------KF
YHR117W        380 ---	 379----SYIFLALTLADKENSQEFFKFFQKAVDLNPEY----PPTYYHRGQMYFILQDYKNA	 431KEDFQKAQSLNPENVYPYIQLACLLYKQG---------K
gi|66801325    377 6DQSIIEKNKGVEHFKKGEFPEAIKCFEEAIRRNPKD----HTIYSNRSAAYSKLLEYKLA	 432IKDADKCIELEPTFIKGYIRKGTALFAMR---------EYQQALE
gi|544063423   405 404DLALEEKNKGNECFQKGDYPQAMKHYTEAIKRNPKD----AKLYSNRAACYTKLLEFQLA	 460LKDCEECIQLEPTFIKGYTRKAAALEAMK---------DYTKA
gi|5803181     358 7DLALEEKNKGNECFQKGDYPQAMKHYTEAIKRNPKD----AKLYSNRAACYTKLLEFQLA	 413LKDCEECIQLEPTFIKGYTRKAAALEAMK---------DYTKAMD
gi|66805793    236 5---ESKKKEGNEYFQSKNYQAAYDSFTEALSIDPKLETMNSQLYSNRAAALVHLNRISEA	 292INDCTSAVTIDPNYGKAYIRRAQCQMKQE---------NYEDAVR
gi|85081220    524 ---------	 523---DRMKGEGNDEYKAGRWQKALEKYTAALEIDPSNKGTNSKILQNRALCYTKLKQFDEA	 580IADCERAISLDPSYLKARKTKANALGLAE----

Esi_0007_0019  758 AELPSPSSLSKCVQVLEESRELFPENPEV	 786LFFFAE-------VLISMGDFKKGLEFLQTAASLDPECPVPYVN------AARAYLGM-N	 832DTKAARRQVVAVV
Esi0232_0002   578 --DIPKATSTIEEGLEFVPNSDAL	 599LTLKAELKYSMAMKAGDASSCAAILEVFDAAIRANPSSPVLYL------NKASCLLQM-M	 652----------SDVGGAME
gi|54607135    456 SQIQAAMKGFEEVIKKFPRCAEG	 478YALYAQ-------ALTDQQQFGKADEMYDKCIDLEPDNATTYV------HKGLLQLQW-K	 524----------QDLDRGLEL
gi|85101921    457 -SIASSMATFRRCMKNFDQTPDV	 478YNYYGE-------LLLDQNKFQEAIEKFDTAIALEKETKPMCMNVLPLINKALALFQW-K	 530----------QDYAEAEQL
YNL121C        448 DDCETLFSEAKRKFPEAPEV	 467PNFFAE-------ILTDKNDFDKALKQYDLAIELENKLDGIYVGIAPLVGKATLLTRN-P	 519TV--------ENFIEATNLLEK
YHR117W        462 FTESEAFFNETKLKFPTLPEV	 482PTFFAE-------ILTDRGDFDTAIKQYDIAKRLEEVQEKIHVGIGPLIGKATILARQ-S	 534SQDPTQLDE-EKFNAAIKLLT
gi|66801325    469 VYDQGLRIEANNPEL	 483LDLSRKTVAA--LTKLQSTLTDEERL-QQA--AKDPEIQKILS------DPIM-------	 525------NQILKDMSENPAAAQDHLKN-
gi|544063423   495 MDVYQKALDLDSSCKEA	 511ADGYQRCMMA----QYNRHDSPEDVK-RRA--MADPEVQQIMS------DPAM-------	 551------RLILEQMQKDPQALSEHLK
gi|5803181     450 VYQKALDLDSSCKEA	 464ADGYQRCMMA----QYNRHDSPEDVK-RRA--MADPEVQQIMS------DPAM-------	 504------RLILEQMQKDPQALSEHLKN-
gi|66805793    329 DYEKAQSLDPENGEL	 343QRNIKEAKIA--HKKSLRKDYYKILGVSKE--AGETEIKKAYRKLALQYHPDK-NNQLPE	 398EEKAQAEKMFKDIGEAYSVLSDEKKK-
gi|85081220    610 -----RWEDCVREWKALQELEPEDRTI	 631AQEVKRAELE--LKKSQRKDYYKILGIDKN--ADETQIKKAYRKLAIVHHPDK-NPG---	 683--DASAEARFKDISE

Esi_0007_0019  846 QQGYDFFLDGHAVCPATGCCASENLSVIGRRMRFILRSMLMPM----	 888----CVL-LGT--VKSLFLFHSFVGICSRFSLAA--TTWCMVQLFWDIRPIVRGRLCLW
Esi0232_0002   661 LLEKGVSVDPTSV---N---ALVQ------LANLKIMV----	 686----AREMAEA--EAATALLDKAVALCTTKEELMETLSVRVA---TEGRIK--GAL-LLG	 734
gi|54607135    534 ISKAIEIDNKCD---F---AYET------MGTIEVQR----	 558--------GNM--EKAIDMFNKAINLAKSEMEMAHLYSLCDA---AHAQTEVAKKYGLKP	 605P
gi|85101921    540 CEKALIIDPECD---I---AVAT------MAQLLLQQ----	 564--------GKV--VEALKFFERAAELARTEGELVNALSYAEA---TRTQIQVQENYPELA	 611S
YNL121C        534 ASKLDPRSE---Q---AKIG------LAQMKLQQ----	 555--------EDI--DEAITLFEESADLARTMEEKLQAITFAEA---AKVQQRIRSD-PVLA	 601KKIQ
YHR117W        555 KACELDPRSE---Q---AKIG------LAQLKLQM----	 577--------EKI--DEAIELFEDSAILARTMDEKLQATTFAEA---AKIQKRLRAD-PIIS	 623AKM
gi|66801325    546 -----------PL------IM---------AKF	 552QKLVNAGIVKLG------------------------------------------------	 564---------
gi|544063423   571 N------------PV------IA---------QKI	 578QKLMDVGLIAIR------------------------------------------------	 590-------
gi|5803181     525 -----------PV------IA---------QKI	 531QKLMDVGLIAIREENNLDYIIRS----------------HE----------------V--	 557-----KA--
gi|66805793    425 -----------RQ------YDMGQDENGM----	 436--PFDADMGGVDINSVFSQFFNQGGMGGGMGGG----GFGG----------------M--	 472-----GGGG
gi|85081220    697 AYETLSDSQKR------------AR------YDSGDDLVDPSDMF	 723GGGMGGGMGGIDPEIIIQM----------MGGQ----GGHG----------------F--	



Esi_0007_0019  939 S	 939NRL----LRFRDFVCDR-------------------------------------------	 952---------------	 952
Esi0232_0002   735 RT---TLG----------------------------------------------------	 739---------------	 739     
gi|54607135    607 TL---------------------------------------------------------	 608---------------	 608      
gi|85101921    613 KLQGMSG---GPGMR--------------------------------------------	 624---------------	 624      
YNL121C        606 ETLAKLREQGLM*-------------------------------------------	 617---------------	 617         
YHR117W        627 ELTLARYRAKGML*-------------------------------------------	 639---------------	 639        
gi|66801325    565 ---------------------------------------------------	 564---------------	 564              
gi|544063423   591 -----------------------------------------------------	 590---------------	 590            
gi|5803181     560 ------EGYEVAHGGRCVTVFSAPNYCDQMGNKASYIHLQGSDLRPQFHQF	 604TA-VGRPSSGS----	 614              
gi|66805793    477 FGGMGGGGFSGMGGG---GGFGGMPFGFDMGGGGGYGGMGGGFGGHSGHSH	 524GGSRSRSSRGGNEYR	 539              
gi|85081220    752 751-----GGGGFGGFGGGGFPGGGRSRGRGGFGGGGFHYQ----------------------	 784---------------	 784  


