
AF0814     1 -------------------------MKVAVTGRPGVGKTTLCLKVHESLKDK--MTVGGF
MK0827     1 -----------------------MPHNVVLTGRPGIGKTTVCLKVRNVLEEEG-YTVGGI
MA3402     1 ---------------MRIEGKEKTMLRIAVTGSPGVGKSTVVAKTAEKLAEKPGFKIGGI
MTH1068    1 -------------------------MKILITGRPGSGKSTMVGRLRDYLEGMG-FSVGGI
APE0781    1 MFSRGASTMQSRELREQLLGCVKSRKSLHVTGPPGSGKSTFVSRLAEALRVKG-CRLGGF
PH0792     1 -------------------------MRFFVSGMPGVGKTTLAKRIADEVRREG-FKVGGI
PAB1537    1 -------------------------MRFFVSGMPGVGKTTLAKRIADEIRREG-YKVGGI
MJ1559     1 -------MIYNFKHYIHQFKGCGETMRIFITGMPGVGKTTLALKIAEKLKELG-YKVGGF
PAE3292    1 -------MTWRER----------AELRIGISGMPGVGKTTLVLKIAELARSR--VKVCGF
SSO2171    1 -----------------MLEESKNALRVFITGNPGVGKTTILLFLINKLSENN-YKVAGF
aq_1292    1 -------------------------MKIIITGEPGVGKTTLVKKIVERLGKRA----IGF
TM0036     1 -------------------------MKILITGRPGVGKTTLIKKLS-RLLQNA----GGF
Ta0998     1 --------------------MIPLAIKIGITGPVGSIKSEALQKIIDMLKNDN-LNVQGV
TVN0737    1 --------------------MIEMAIKIGITGPVGSIKAEALQKIIGMLQNDG-LNVQGV

AF0814    34 ITKEVR--RDGVRVGFKLVDLSSGNEEWLARVGE--GKA-----RVGKYAVNVEGLEEFL
MK0827    37 YCPEIR--EGGRRIGFEIVDLTEGDRYLLAREGA--SGP-----RVGRYGVFVDNLERAA
MA3402    46 RTAEIR--KEGHREGFSIRDLATGKTGILSHVKG--SGP-----RLGKYHVNLDDLERIG
MTH1068   35 ITPEVR--VGGSRWGFEVVDIASGRRGLLASVET--EGP-----RIGRYGVNVGVMDELA
APE0781   60 MAPEVR--RGGRRVAFKIVDIASGEEGYLAVADESLAAPGGRRARHGRYLVLVDEAWRVM
PH0792    35 ITEEIR--EGGKRTGFRVIALDTGEIGRLAYVGY--GYP-----RLGKYVIDVEGFERVA
PAB1537   35 ITQEIR--TGPKRSGFRVIALDTGEIGRLAYVGQ--GYP-----RVGRYVVDIEGFDRVA
MJ1559    53 ITKEIR--DGGKRVGFKIITLDTNEETILAYVGD--GKI-----KVGKYAVFIENLDNVG
PAE3292   42 VTVEVR--EGGTRIGFDVVDLANGRRMALARVGR--GEP-----SVGKYVVNLEACN---
SSO2171   43 YCPEVR--ENGRRIGFRIVDITTNEGDWLAKENAP-GRV-----KIGKYTVLEDSAKRIT
aq_1292   32 WTEEVRDPETKKRTGFRIITTE-GKKKIFSSKFFTSKKL------VGSYGVNVQYFEELA
TM0036    31 YTEEMR--EGEKRIGFKIITLD-GEEGILARTDLPSPYR------VGKYYVNLKDLEEIG
Ta0998    40 LVSKVT--NNGKLTGYTIEDIESKRKAQFCFDNFVSRVK------IDKLGVDTKILEEIL
TVN0737   40 LISKVS--DDGKLTGYTIEDILTKKKVQFCDEKFVSRVK------IDKLGVDTRLLEEIL

AF0814    85 -DSVR----T----DADLVIIDEVGPMELKSRKFVRFVENLMGRER-LLFTIHL--KSRH
MK0827    88 -ESIER-AVK----RTDVVIVDEVGPMELKSNAFVDAVRRAADAHTPAIFVVHE--RSRH
MA3402    97 -ANAVR-NAL----ACDLVVIDEIGPMELISQSFVSAVEEVLESDKPVLAVLHH--SSRH
MTH1068   86 -VPAIRRAML----EDDCIIIDEIGPMELKSREFRRTVDEVLSSDVLLIAAVHR--KTLQ
APE0781  118 -SHAIRNAFE----HADIIIVDEIGPMELAVPGFREALTEILDSGKPLVTVFHRRLRTLD
PH0792    86 IPALSRALR-----GADLIVIDEIGPMEFKSNEFLKALGLVLKSEKHLLATVHR---RLV
PAB1537   86 IPAISRALR-----DADIIIIDEIGPMEFKSNEFLKALGLVLKSEKPLLATVHR---KLV
MJ1559   104 VEAIKRALK-----DADIIIIDELGAMEFKSRKFSEVVDEVIKSDKPLLATLHR---NWV
PAE3292   90 --VISEALRR----ECDLKIIDEIGAMEFKCKNFGEDLQTALHTSPRVIATVHR---NYI
SSO2171   95 --EITLSNIN----KADVLAIDEIGPMELKIPTIKKLIETILNNQKPLIAVLHR------
aq_1292   85 IPILERAYREAKKDRRKVIIIDEIGKMELFSKKFRDLVRQIMHDPNVNVVATIPI-RDVH
TM0036    82 VRSLERAFQE--KD---LIIVDEIGKMELLSRKFREVVEKIF-DSEKDVIATIK--KSSD
Ta0998    92 IPSLQKARET-----ADVIVIDEIGKLENTTKKVHAEIEETLKCGKPLIVTLHK--RSRN
TVN0737   92 IPSLQKARES-----ADVIIIDEVGKLENTTKKIHSEIEETLKCGKPLIVTLHK--RSRN

AF0814   133 RLLDRIRR---EFKVYVIDESNRN----RIAEEITRILEG--------
MK0827   140 PVVVDLREERPDVVRFRVTLSNRDELSDRILEHVLEWLEER-------
MA3402   149 PLAQRFRK---GFEVLTVDKGNRDELPEKITNRFLRKLG---------
MTH1068  139 S--IKKRE---DIRVFVVDPEKRD----RVYLRIIDLLG-DYHGMR--
APE0781  173 PGLYKLLE---RGCIVWLDERNRGPLI-RLVSEIASALSNEACGNS--
PH0792   138 DRYRPLG------EYYWLTPENRNAVFSEILGRIKGLLKEK-------
PAB1537  138 DRYRPLG------RYYWLTPENRNEVFAEILMEIRKVLGRNENAGNKA
MJ1559   156 NKFKDKG------ELYTLTIENREKLFEEILNKILAGLK---------
PAE3292  141 DIAKKLGL-----EIIWLTRENWGLVFRQLLIQLGLTQ----------
SSO2171  143 -TQKPMGG-----RIYVITVENRDSIKYEILNYILSSLD---------
aq_1292  144 PLVKEIRR-LPGAVLIELTPENRDVILEDILSLLER------------
TM0036   134 PFVEKIKN-RNDVVIFELNEKNRNSLLNEILSVLKFNRGEKQ------
Ta0998   145 PVLQEIKS-LEGVRVFDITPINKNILPFKVMHVLKGEE----------
TVN0737  145 PVLQEIKS-LEGVRVFDITPINKNILPFKVMHVLKGEE----------
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