what I have learned:

- a coiled-coil repeat consisting to two thirds of Ser and Thr in gi|78061293|ref|YP_371201.1| outer membrane protein, Haemagluttinin-like [Burkholderia sp. 383]

- one apparently new domain (new Trp ring flavor?) in gi|156124985|gb|ABU50809.1| putative surface protein [Acinetobacter venetianus]

- two FGG domains without the glycines in gi|161017094|emb|CAK00652.1| surface protein/Bartonella adhesin [Bartonella tribocorum CIP 105476] (42 necks!)

---------------

>gi|157145682|ref|YP_001453002.1| hypothetical protein CKO_01431 [Citrobacter koseri ATCC BAA-895] >gi|157082887|gb|ABV12565.1| hypothetical protein CKO_01431 [Citrobacter koseri ATCC BAA-895]
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>gi|162429157|gb|EDQ39791.1| conserved hypothetical protein [Methylobacterium nodulans ORS 2060]

MNKGAYKPNCAGGGLLEGYSGGQRRRVMAVLRCAHRVLGMRRKRLGLGPLGLSSVTVSRSGASVLLLAAAFGAAAPHPAEANTIWSVQGCTTFNSGQVGNEGNLGGTNNNPADGSGTF

STIAGCDANGNGLLG

VTLYGTRTRATGTG

AVAIGYNASAAKW

AAAYGLDAAASGMG

ATALGFSAVASGAN

AVSIGSAGGDGTT

ALSVANSTTASGAG

AVAIGSNAVSGAKATATD

SIAFGGQSIVYGGATS

AIAVGRGASVNGAY

AIALGDGTSIDGAG

SIVIGRGANATGGGSDTN

AIAIGVGAVSYSN

SVALGDGASADQNTYLKQNG

AVAIGPSASTADGTTR

AVALGSGAAVSPVSGVIDG

AMALGAGARARNNG

AVAIGKASTASGAD

SIAQGTNATAANTN

TIAIGNGAQATGSQ

SISIGTGNVVSGAN

SGAIGDPTTITGSG

TYTLGNNNGTVGANE

SGIFGNNNTLPAGSDN

SRIVGNSNTVNSAN

VMVMGNGVTVGTGLSG

AVVLGNSSTVSAAVGTPNTTIKGTTYPFAGGAPAAGD
VVSVGSGTAPRQ

IQNVAAGRISGNSTDAINGSQLFATNQAVGTLGTQVTNLGSSTATALGGGATYNATTGTVSAPSYTVNGNTYTNVGSALGAATTHYYSVNDGGTAGGNYNNNGATGAK
ALAAGVDASATGAS

AIAIGASAVASGTNN

AIAIGTSAAASGNR

TISIGNLAGTGSTGFD

NLAMGVQSGQNNSSSV

NTAIGFQVGNSVSSTG

NVALGNLGAGSNVSNTSTQSPVFAAVTGN

NVAVGAVAGQGVKGAL

NVAMGWKAGQIVDGYN

NVGVGALAGYTTTGNN

NVGLGTFASSTVAGHR

NVGVGNNAGSSVTGAS

NSGIGDNAGVTVKGDANF

AGGLGAGNSVTGSR

NIALGNLAGSNISASD

AIALGTQSLAGASS

AIAIGNGAQATGAQ

SISIGTGNVVSGTN

SGAIGDPTTITGSG

TYTLGNNNGTVGANE

SGIFGNNNTLPAGSDN

SRIIGNFNTVNSAN

VMVMGNGVTVGTLLDG

AVVLGNRSTVSAAVDTPSAIINGTTYTFAGPAPADGD
VVSVGPNFAPRQ

IQNVAAGRISGTSTDAINGSQLYATNQAVGTLGTQVTNLGSSTATALGGGASYNSTTGIVSAPTYNVGGGSVYNTVGDALAAIDVTANKGWQLQANGDTASQVKPGDTVQLLDGQNIKVTRSGTEVTIATANDLTATSLTTGNAKLDTSGLTVADGTNTTSYGANGFAITNGPSVTVAGIDAGGKK
LTNLAAGTVSAASTEAVNGSQLYALGQ--------------SATTVLGGNAAYT-TTGQLT--MSNVGG-TGQNTVDAAIAAVNTTAGKGWQLQANGDTASQVKPGDTVQLLDGQNIKVTRSGTEVTIATANDLTATSLTTGNAKLDTSGLTVADGTNTTSYGANGFAITNGPSVTVAGIDAGGKK
LTNLAAGTVSAASTEAVNGSQLYATNQTLSTVAS-------NTSSYLGGGANVA--TGTAP--SYAIGG-SVYNTVGDALAAIDVTANKGWQLQANGDTASQVKPGDTVQLLDGQNIKVTRSGTEVTIATANDLSVTSLTAGNAKLDTSGLTVADGTNTTSYGANGFAITGGPSVTVAGIDAGGKP
LTGVAAGTVSAASTDAVNGSQLYATNQNITSLQTDALRWNSSLGAYDASHGSGSAQK
ITNVAAGALSSSSTDAVNGSQLYAVSQNIATLNDSAVKYDDASKGKISLAGQNGTT
ITNLRAGTVSSTSTDAINGSQLYNTSK--------------SVATALGGGSTVNS-DGTVSAPTFTIQG-SNYNDVGSALGAVDGNLTTLNTQVANISNGGGIKYFHTNSSLADSQANGMN
SVAVGPTAVAAGEN

SIATGNNAQAQADN

AVALGANATASNAG

DVALGSGSTTAKAVQTSTMTVNGNTYNVAGTATA
TVSAGSVGAERT

ITNVAAGRVNATSTDAINGSQLYATNQEVASLGGQVTTAIAATKNAVQYDTDGNGNRKNSITLQGGDANAPVL
LSNVAAG---AGDTDAVNVQQLRRSAASTLASANTYTDDRTSYAISTANAYTDNRTSYAISTANAYTDVRSAQTLSVANAYTDYKFGQLSGQIGEVRKEARQAAAVGLAAASLRYDDRPGKLSAAIGGGAWRGQGALAVGVGYTNDDQTVRANLSASTAGREWGVGAGLSFTLN

>gi|155199120|gb|ABT17128.1| IHP-1-like protein [Escherichia coli] degenerate repeat
MNTVKLSLLAVVVATAVSPSAFAGDTVEAAATELAAIQPGMSQMEIDQKIGRFLERTENSAAAQNYLIAHDYQTTTPQENRTSSPVQPASTLNPIT
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INTLNNHFSSLKNEVEDNRKEANAGTASAIAIASQPQVKTGDLMMVSAGAGTFNGESAVSVGTSFNAGTHTVLKAGISADTQSDFGAGVGVGYSF

>gi|78061293|ref|YP_371201.1| outer membrane protein, Haemagluttinin-like [Burkholderia sp. 383] >gi|77969178|gb|ABB10557.1| outer membrane protein, Haemagluttinin-like [Burkholderia sp. 383]

MNRTYRSIWNESLGAWVAASEHDSARGKPNKSAVLKSGLVGQVGAGIAL

ALALGLAPAESALAN

NLAIGSGVSNVSTGAANSATNNGYNASAGADGTNA

NIAIGTVATAGGFG

STAIGDTTTASGQG

STAIGNMSTASGAQ

GTALGNSAKATNSQ

TTAIGYAATASGNG

AMAVGYGATASNSQ

STAIGAGASSTGSG

SVALGNGSTDGGQSN

VFSVGNSTTQRR

IVNVAPGTVSSTSTDAINGSQ

LYSLSTSTATGISSANSS

ITSLSTSTSTGLSSANSS

VTSLSTSTSTGLSSANSS

ITSL----STGLSSTNSS

VKSL----STGLSSTNSS

VTSL----STGLSSANSS

TTSLSTSTSTGLSSANSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSSATSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSSANSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSATSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSSANSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSSATSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSSANSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSSANSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSTITTKTNNLGTSTASALGGGSTYDPTTGTVSAPAYTTYNANGTTSTANSVGSAINNINSQGIKYFHANSNGADSTATGTD
AVAIGTGAVGSANN

AIAIGNGASAGTNN

SVALGANSVTAAANPTSSATVNGVTFSGFAGATPVG
TVSVGDHNTERQ

ITNVAAGQVTETSTDAINGSQ

LYSV----AQQVGSATSA

ISSLSTSTSTGLSSATSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSSANSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

IDSLSTSTSTGLSSTNSS

VTSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

IDSLSTSTSTGLSSTNSS

VTSLSTSTSTGLSSTNSS

VTSLSTSTSTGLSSTNSS

VTSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IDSLSTSTSTGLSSTNSS

VTSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

IDSLSTSTSTGLSSTNSS

VTSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

IDSLSTSTSTGLSSTNSS

VTSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

IDSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

IDSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IDSLSTSTSTGLSSANSS

ITSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IDSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IGSL----STGLSSTNSS

VTSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IDSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

ISSLSTSTSTGLSSANSS

IGSLSTSTSTGLSSANSS

ISSLSTSTSTG-------

ITSL----STGLSSTNST

ILSLSTSTSTG-------

IGSL----STGLSSTNSS

VSSLSTSTSTAINDAKTHYYSVNDNGTTQGNYDNKGAVGIN (HANS variant)
SLAAGVNASAAGNS

SVAVGDGSNAQTNG

AVAIGQNASATGGK

AVSIGSGNTASGDG

AVAIGDPSIATGTG

AVAMGANDTATGNG

AVALGNANTANGAS

ALALGSSNQALADN

TIALGNQATANAVG

AQAYGSAAKATAAD

ALAFGTNAQANVAN

SIALGANSVTSTANPTSSATIGGVTYFFQGSSPVG
VVSVGAPGQERQ

ITNVAAGRISASSTDAINGSQLNATNNA

INTLSTS---TASNVASLSTG----

INSLSTGLSATNSNVASLSTSTSTA

INSLSTGLSTTNSNVNSLSTSTSTG

IGSLSTGLSTTNSNVASLSTG----

VTNINNT

LNSLSTT

INNNTTRAANNNGIAADMNGKGTDVPTVTAGSN (seems to be a Burkholderia-specific, HANS-like motif)

SVAIGANSTDGGRSN

VVSVGSDTQQRQ         

ITNVAPG---TQGTDAVNVNQLTQVQTTLSTALSGQQAQINSLGSQLQQTDQMAKQGIAAVGAMASIPQLDRDANFGMGVGTSTFLGQKAMAVNMQARITENLKASINGGFSGGQKVIGAGMLYQWK

>gi|156124985|gb|ABU50809.1| putative surface protein [Acinetobacter venetianus] is this the first instance of an FGG after the last neck? is this a new domain (see bottom of file)?
-------------N

SVALGAVAVGDAANGIYRQ

ITGVAAG---TADADAVNVAQLKAVGNQVVETQTALVDSLGGNAKVNADGTITGPTYNVAQGTQTNVGDALTALDQAIGNAATTSKTTVSNGENIVVNKTKNADGSDNYEVSTAKDLTVDSITTGDTVLNNSGINIGNNAVVLNNTGLVIAGGPSVTTQGINAGNKQ

ITNVAAG---TSATDAVNKGQLDTAISNVNNNVNELANNAVKYDDATKDKITLGGANGTT
ISNVKDGEVAQGSKDAVNGGQLWNVQQQVNQNTSDISNIQTNIDNINSGKSGLVQQQTPNGEITVGKDIGGTTVNVAGKDGDRV
VTGVKDGAIKADSKDAVNGSQLNTTNQKIAEYLGGGAGYDNITQSFTNPTYNVGGKDYNNVGGAVDALNKADQALNTKIDNVSNRLEQAFYSTNQRIDDVEKRANAGIAAAMALEAAPFVPGKYTYAAGASYHGGENAVGVTLRKTADNGRWSITGGVAAASQGDPSVRIGISGVID

>gi|85709253|ref|ZP_01040318.1| putative adhesin [Erythrobacter sp. NAP1] >gi|85687963|gb|EAQ27967.1| putative adhesin [Erythrobacter sp. NAP1] (odd necklike sequence as in Hyphomonas and Oceanicaulis)
MVQPCNSHRRLGFALAALAAGTALHAPAKADATASCNVARGADFILLTSDDSLECGENADADGAN

ATAAGNDAVASGDL

SLAVGDSASAAGDR

GTAVGQFAQAGSVSTDAS

ASAFGQSAQATASG

ATALGAGSDATASN

AIAIGILSVASASD

TVAAGRLAQASAAE

AIAIGKSSNASGLA

AIALGSGTSVAGAR

AVAIGDLANAQGDG

GVALGAGAIAQGLN

TTAIGTGAQAIRAE

ALAIGTGAVAFDFN

NVAIGTGAQSTALN

STAFGNRARATGTS

SGAFGQEAQATGTF

STTTGTASVAAGLS

SAAYGVLASAVGDQ

ATALGANASASAAR

ATAIGQGAVAANAG

STAVGQGAVTTADN

QVVLGGVSTSVKLGDIAASTAAQVGPVDVVTVDANGTLGREEVVSPLA (odd neck-like sequence also seen in Oceanicaulis, Hyphomonas)

VENVRVA

VNSLAMVSDRQ

FEALTSRVAGLEFALEDLDERTSGGIAAAMAMGGAMVVPDSTISLSANVSTYQGEEGFSGAVSARLGERLYVSAAIAGSSAPDSTGGRVGVAFGF

>gi|161017094|emb|CAK00652.1| surface protein/Bartonella adhesin [Bartonella tribocorum CIP 105476]

------MALAEGKK

SIAIGGEGRWEDNP

IPPEGRTIAQGEE

SIAIGRRAKAINDQ

TLAIGSHAQVTGNR

SIALGYDALSSKEN

SIAIGYMSHALGKS

SVAIGGEYNAGKENDYTTAKSDY

STAVGAVSKALEYG

STALGHRAYAFAKN

AISIGFYSEANGVG

SIALGSDSNVKVDG

GVAIGNNSVSNRAAGVFGYAPSLKGEVATNATAQWKSTSG

AVSVGDFGQNITRQ

IIGVAAG---SDVTDAANVGQLKDLKTFVKENGWKLSVGGKNGKTVLMDSDVDFSTGSTNLKITKGNEDNKVKFDLAQDVTLTSLKAGTNTLDATGLIITGGPKITTGGIDAGNKK
ITSIKDGTLSADSHEAVSGSQLFAANN------------------------------------------------------------------EIANVRDSILVKQVTEMS--------------LSRSLRDSGA-------GLITIGRGTGGNEISILNKGNAGRK
LSGLLGGDLSASSDEAVNGGQLNSTAT--------------HVARYLGGGIDFG-NGQWNEAKFKVKTLNSENNEVEEKTYDSVSEALEGIGLSFTEIGNKINNEVNNIV---------------NDSLVKQDDT------TKQITIGGANEGSTISIANKDGASRT
ISGVAAG---TADTDAVNFSQLQKVEK---------------------------------------------------------------------DVKEQVA----------------------ASSFVKQNSE------TRHITIGKETDGDKIDVANNKNEQRT
LTGIKDGALSADSHEAVSGSQLFTTNQNVTTVTSGLKTASENIAKYLGGGASYK-EGAWTAPTFKIKSVNTDGEEKEA-TYSDVASALSGVGSSITNVQNKLTEQVNNVVNKVE-----------SESFVQQDKT------THNLTIGAKVAGGEINIANKDKGDRT
LSGLKAA---TKDNEAVNKGQLDTNIK---------------------------------------------------------------------KVEDKLAEAVGNVTQQVQ-----------GDALLWSDTDNAFVADHKKDG-AKTKSK

ITHLSDGNIASGSTDAVTGGQLYSMNE--------------QLATYFGGEAGYNEKGEWKAPTFKVKTVQEDGNSEEK-AYQNVAEALAGVGTSFTNVQNKITNEITNQINHLQSE---------DSAVVHYDKD----------DKNGTINYASITLGGKDKTPTA
LHNIADGAISSESHDAINGKQINKIGE--------------DIAKFLGGEASFK-NGVLKSPTYKLSYIAKDGVVTES-SLDGVGTALAGLDSNIKNVNDRIKEVSEGVA---------------QDSLNWSNAEGAFVAQHEKEG-EKTNSK

IKYLAAGEISAASTEAINGSQLFETNN--------------NVATYFGGGAGYDEKGNWKAPTFKVKTVTDNGEAEEQ-EYKNVAEAFEGVGTSITNVQNKVTNDITNKFNDFTQNITNITQQVQGDALLWNEDEGAFVADHGKDD-KKANSK

LTHLLDGTISKDSTDAITGKQLYSLSD--------------NVAKSFGDGAGYDAEGNWKTPTFKVKTVKDNGESEEQ-EYKNVAAAFEGVGASFTNIKKDITNQINHLQSE-------------DSAVVHYDKK-----------DEGETDYASITLGGKDKTSTA
LRNVADGKIAKDSHDAITGGQINKIGE--------------DITKYLGGESSFK-DGALTGPSYNLSDVSKDGQITDK-SFTDVGKAFEGLDSNIKNVNDRIKEVSEGVA---------------QDSLSWSKGDGAFSAQHGSGD-TKANSK

IKFLSAGDVSANSTEAINGSQVYSLSD--------------QFAKYLDVNAGYDAKGEWKAPSFTVNAVKDDGVTIEEKKYDTVAEALSDVGNSFTNIKKDITNVV-------------------SDSLVKWDEE------QQVVKIGAEKHGNKITISDQDSKDRI
LSGVKDA---EHSNEAVNKGQLDDNVT---------------------------------------------------------------------KLSDEIADV--------------------RSVAVFYDEEAEPKGGNPLIRSARKVNKTSVTFGDPQTGTVA
LHNVGNGSISSESHDAINGSQLFETNK--------------NVATYLGGGAKYENGAWVAPSFKVKTVNEDGSKVEET-SYDNVAAAFEGVGSSFTNIHKELKNEISQVV---------------GNSLVKQDDA-------GLITIGKEVAGSEINVANKTGEERT
LSGVKAA---TKDNEAVNKKQLEEHLK---------------------------------------------------------------------DLSSSLQSD--------------------ESAVVHYDKT------------GDKTDYTSVTLGKGKDSAPVG
LHNVADGQIAESSHDAINGGQINKIGE--------------DIAKYLGGESSFK-DGTLTGPSYKLSEVTKDGQVTDK-SFTDVGKAFEGLDSNIKNVNDRIKEVSEGVA---------------QDSLSWSKGDGAFSAQHGSGD-TKANSK

IKFLSAGDVSANSTEAINGSQVYSLSD--------------QFAKYLDVNAGYDAKGEWKAPSFTVNAVKDDGVTIEEKKYDTVAEALSDVGNSFTNIKKDITNVV-------------------SDSLVKWDEE------QQVVKIGAEKHGNKITISDQDSKDRI
LSGVKDA---EHSNEAVNKGQLDDNVT---------------------------------------------------------------------KLSDEIADV--------------------RSVAVFYDEEAEPKGGNPLIRSARKVNKTSVTFGDPKTGTVA
LHNVGNGSISSESHDAINGSQLFETNK--------------NVATYLGGGAKYE-NGAWVAPSFKVKTVNEDGSKVEETSYDNVAAAFEGVGSSFTNIHKELKNEISQVV---------------GNSLVKQDDA-------GLITIGKEVAGSEINVANKTGEERT
LSGVKAA---TKDNEAVNKKQLEEHLK---------------------------------------------------------------------DLSSSLQSD--------------------ESAVVHYDKT------------GDKTDYTSVTLGKGKDSAPVG
LHNVADGQIAESSHDAINGGQINKIGE--------------DIAKYLGGESSFK-DGTLTGPSYKLSEVTKDGQVTDK-SFTDVGKAFEGLDSNIKNVNDRIKEVSEGVA---------------QDSLSWSKSDGAFVALHGEKEGEKVNSK

ITSLAAGSIASGSSDAVTGGQLYTLNQ--------------TLATYLGGGAGYNEEGKWNGPTFKVKSYNEDGEEVEE-ERGSVSEAFDLVNQSFTDLHKEVNSKINQVL---------------GDSLVKQDET------SKLINIGKEVEGSEINIANKTGAYRT
LSGLKKA---EKGDEAVNKTQLDEETE---------------------------------------------------------------------ARTAAINKV--------------------NSTAVFYDIIEDEDSGDSRQRS-PGLSKRSVTFGDADAVA
LRNVAAGKIEKDSTEAVTGGQVHTLTH--------------DVSKILGGGVGFE-NGQLSKDKFTVQAFNSEKNAVEGTSYDSVADAFEGVGKSFTNVVTSFNKKVDNITESVQ-----------GDALLWDDKAKAFVALHGKGD-ARANSK

ITSLAAGDITSGSTDAVNGSQLHSLGE--------------EVSKSLGGEASYK-DGAWSAPNFKIKIVKEDGQEEDK-SYPDVAAAFAGVGSSFTNIHKELKNEISQVV---------------SDSLVKQDKE------SKVIKIGAEKGGTSINIANSGDAARA
LSGVKAGSLTKESTDAINGSQLYSLNQ--------------TLASYFGGGAKYE-NGAWVAPSFKVKTVNEDGSKVEEKSYDDVAAAFAGVGSSFSNLHNELKHEISQVV---------------GDSLVKQDEK------THVIAVGGEKSGTKVTLANVDNAART
LLGVKSGELSETSTEAVNGSQLFATNEHVSSVSKDLEIAATDIAKTLGGGAEYK-EGKWVSPSFKVKTINEDGEAGEE-AYASVSAAFEGVGSSFTNIKNELKNEISQVV---------------SDNLVKFDEK------SRVIKIGSEKDGSSITLGNSEGMARS
LSGVKSGVVSEESTDAINGSQLYTLNQ--------------TLATYFGGGAKYE-NGTWIAPKFVVKTVNKEGDAVEETSYDNVSAAFAGVGTSFENLQKKVTESNTQVTENIK-----------QNALLWSDSDKAFVAQHGEKEGAKTNSK

IKYLSNGEISSSSSDAVAGNQLHALGE--------------EVSRTLGGEAKYE-NGTWTSPKFTVKTVNKESNAVEETSYDDVVAAFAGVGTSFENLQKKVTESNTQVTENIK-----------QNALLWSDSDKAFVAQHGEGD-AKTNSK

IKHLSNGEISASSSDAVAGNQLHALGE--------------EVSKTLGGNAKYE-NGTWTSPKFTVKTVRKESDAVEETSYDDVAAAFAGVGTSFENLQKKVTESNTQVTENIK-----------QNALLWSDSDKAFVAQHGEGD-AKTNSK

ITHLSDGKIASGSSDAVTGGQLYSMNE--------------QLASYLGGGSGYDEKGKWTAPNFKVKTVKEDGKEEDK-SYGNVAAAFEGVGSSFTNIKNDLSNQINNAITNVK-----------GESLVKWDEE------TQHINIGGEKDDATINIADKNKNNRI
LSGVKAA---ENDNEAVNKGQLDQGIE--------------------------------------------------------------------------------DV----------------RSVAVLYDEEVEPKGVNPLIRTARKVNKNSVTFGDPKTGTVA
LHNVGNGIVSSDSHDAINGSQLFETNK--------------TVASYLGGGAQYE-EGKWTGPTFKVKTFKEDGKEVEE-ERGSVSDAFDLVNQSFTDLHNEVNSKINQVV---------------SDNLVKFDEK------TNLIRVGGEKDGASISIADKGSKDRR
LSGLKAA---ENDNEAVNKGQLDESLN-------------------------------------------------------------------------DLSNKLQSE----------------DSAVVLYDKT---------EGENSTTNYASVTFGKGKDRSPVG
LHNVADGKIGEGSHDAINGSQLYTLGN--------------GLAHSLGGEAKYE-NGTWIAPKFVVKTVNKEGDAVEEASYDDVAAAFAGVGTSFENLQKKVTESNTQVTENIK-----------QNALLWSDSDKAFVAQHGEGD-AKTNSK

IKHLADGNITSGSTDAINGSQLFETND--------------KVATYLGGGASYK-DGAWTDPSFKVKIVNEDGSKVEEKSYDDVAAAFAGVGSSFTNIHKELKNEINQVV---------------SDSLVKQDKE------SKVIKIGAEKGGTSINIANSGDAARA
LSGVKAGSLTEESTDAINGSQLYSLNQ--------------TLASYFGGGAKYE-NGAWVAPSFKVKTVNEDGSKVEEKSYDDVAKAFASVGNSFSNLHQELKNEISQVV---------------GDSLVKQDEK------THVIAVGGEKSGTKVTLANVDNAARA
LLGVKSGELSETSTEAVNGSQLFATNEHVSSVSKDLEIAATDIAKTLGGGAEYK-EGKWVSPSFKVKTINEDGEAGEE-AYGSVSAAFEGVGSSFTNIKNELKNEISQVV---------------SDNLVKFDEK------SRVIKIGSEKDGSSITLANSEGMARS
LSGVKSGVVSEESTDAINGSQLYTLNQ--------------TLATYFGGGAKYE-NGTWVAPSFKVKTVNEDGSKVEETSYDNVSEAFAGVGTSFENLHQELKNEINQVA---------------GDSLVKQDEK------THVISVGGEKSGTEVTLANIDGAART
LSGVKAGLLSEGSMEAINGSQLYSMSN--------------ALASYFGGGAKYE-NGEWKVPAFKVTGFKSDGSSDDEKSYNDVASAFEGINGSMSTINNRISDVEKTVT---------------SNGLNWNDEVGAYDGKHNG-----SSSK

ISNVADGLIEEGSQDVVNGGQLWQTNDRVSKVESKVDSIDQQVKDIATS----------------------------------------------------------------------------TDGAVKYDKD------------EAGHKTNKVTLVGGDESDPVL
IDNVADGKIESGSKEAINGGQLHDYTDQQMKIVLDDAKKYTDEHLKDMVNNGVDEAKSYTDIKFETLNYAIEDVRKEARQAAAIGLAVSNLRYYDIPGSVSISFGSGLWRSQSAFAVGAGYTSEDGNIRSNVSITSAGGHWGIGAGITLRLR

>gi|161505469|ref|YP_001572581.1| hypothetical protein SARI_03627 [Salmonella enterica subsp. arizonae serovar 62:z4,z23:--] >gi|160866816|gb|ABX23439.1| hypothetical protein SARI_03627 [Salmonella enterica subsp. arizonae serovar 62:z4,z23:--]

MKGIQITPIALLVVNTISMSSAYADIPVTCHTTGTSESDLFCGSVSNTNGAVK

SLAIGNNAFIPKAIIPGKTGIEQ

AIAIGSNVQATGDN

SLVIGNDAITGKTG

SVAIGGDDAAGTYHAKGKGYILRAAGSNSADNNLTNFRANAAIGNG

AVSLGANSQALSDG

AVSIGAAATAGAGTQNGTTWNSTSGRQ

SIAVGAESSALQDN

SIALGYRSEATGNS

STAIGNNASAKNNN

ALAMGREASATGEQ

SIALGMNSGAEGSD

ALALGNSAHADAAG

AILIGRDAKNTKDT

LSAVGLPADNGIN

AIGIGSSVRSAAN

GIAIGRGAEAKISEAT

TIAIGNGAVSAG

GIAIGQGASVVKGNNPSGTASA

SVSVGRQTVVADY

GVALGSRASVG

ITLTGDGNPERVTTGGLY

GTAVGINSGVYSNS

ALAVGHNAKVSENANA

ALAIGYNSLSSAQN

AIAIGKGAKASADN

TISIGTGNIVSGTN

SGAIGDPSTVSGVN

SYSIGNNNIISASN

AFVLGNAVNNAVDN

SVVLGNDSTVSAAIATPGYSVNGVSHKFAGSSPIS
TVSIGDSGKERT

LTNVAAGRLSPVSTDAINGSQLFAVTSE--------------VEKGNLFAGNTGTFNRRLGETTTIRGGLAADAAASNKNIRTVAKDGQVDILLADNLDVTSVKTGDTLLNTDGLHITGGPSVTTGGINAGNRV
ISNVGDA---VNDTDAVNKRQLDNLSTT-------------------------------------------VSRGWNIQANGGDTETVAPGDTVNVTQGDNIEVTRAGKTLNIAT-----SRKVNFD-NVVIGAITLD-KDSGK

ISGLADGALAPDSRDAVTGSQLFSTNKNVSTNSQNIAANKAQIDSGLNFAGNTGTFNRHLGETTTIRGGLAADAAASNKNIRTVAKDGQVDILLADNLDVTSVKTGDTLLNTDGLHITGGPSVTTGGINAGNRV
ISNVGDA---VNDTDAVNKRQLDNLSSI--------------VGQGLTFAANEGGDLTRKPGDTLALKGGATTKGDYSGKNIKTVTDVSSGMISIQIAESPVFGSVVVNDSNSGK
ITGVSNGIIAAESRDVVNGGQIHRITTSIGNVIGGNAYVDQGGALVASNIGNTGKNTIHDAIDSVRSTAETASAGWNLSVNGQQSSAVKPKETVDLNNNDGNIHLSKKDNQVTFNLSDSVKVKESIGIVNGPSLNKTGIDGAGMK
ITNVADGVIAAGSKDAVNGGQIHDFVSG-------------EVTRPITFAADSGTPYDARLGSIVNIKGDDKNIRTVVNGNSLSVSLNERINVKSVTATESLSVANGANVDMGGNT

IHNVGNA---TRPGDAVNYGQFQQAFSSLGNQINRVERRANAGAAAAIATAGLTQAYIPGKSMMSMSGGTFQGESSLAIGLSTISDNGNWVLKGSFSSTTRNQTGASVGIGFQF

>gi|86750771|ref|YP_487267.1| Haemagluttinin-like protein [Rhodopseudomonas palustris HaA2] >gi|86573799|gb|ABD08356.1| Haemagluttinin-like protein [Rhodopseudomonas palustris HaA2]

MTARMNDRVGAAWIGASLILAAFLLQPGRAMAQTTDPVQVVSGCVANVADRQLACGPGASTAGSNDR

STAIGSNAQSDGS

SVAIGSSSIATGNN

STAIGDNANAVGFGD

STVIGSGAGSGGAR

STVIGSGAATGNEG

AIAVGHRAGVGLGSGQY

SIAMGAGGDTAQSASHAIGNF

SIAIGGGDGLSANGAISNAAF

GTAVGASSIAANQF

DAAFGAFSIASGAR

SAAFGANSVAAGAS

SVALGDGSFAQGTH

AVSTGFNSAATGVN

SVALGAEASATASN

SVAIGSRSVTSAPN

TASFGTPGNERR

LTNVAAGISQTDAVNVGQLAAVTSGLQSQITNNRSEARRGIAAAVATASAPMPSAPGKTTWQIRGSTFQNEYGIGVGFAHQLRTAMPLNIVGGYGNGGGAEHTAYVGVGGEF

-----------

this seems to be an new domain; two different flavors?; Is this a different form of Trp-ring?
>gi|156124985|gb|ABU50809.1| putative surface protein [Acinetobacter venetianus]

ITGVAAG---TADADAVNVAQLKAVGNQVVETQTA-LVDSLGGNAKVNADGTITG--PTYNVAQGTQTNVGDALTALDQAIGNAATTSKTTVSNGENIVVNKTKNADGSDNYEVSTAKDLTVDSITTGDTVLNNSGINIGNNAVVLNNTGLVIAGGPSVTTQGINAGNKQ

>gi|10945097|emb|CAC14202.1| MapA protein [Pasteurella multocida]

ITNVAAGRIDKTSTDAINGSQLYLALNALGNVGNTLVTNVLGGDAAIVKEGDEAGTLTMSNIGGTGKGTIHDAIEAVNNT----AKASKTTVKEGDNITVTEEAAADGSRTYTVATKKDVKFDSVVAGGTKIDANGLT------FVDDQGTKIDNTPSISKTGIDAGNQK

VTNVQNGNIAKDSKDAVNGGQLFAQGEG--------VKNIIGGDTTYNP---ETGEYANTNIGGTGASTIDEAIKAVNTT----AKAAKTEVVQGENIVVTSAPGANGNTVYTVATAKEVTFDKTTVGSVVTDKNTND

ITGLSNKTLGGDNFAKNGRAASEEQLNATQTN----LATLLGGNAQNT-----NGNVAMTDIGGTGKNNINDAIKA-----------SRNEVKQGKNMVVTPTTGANGQTIYEVATADKVAFDEVKVGGITIDATTNK

>gi|50084797|ref|YP_046307.1| putative surface protein (partial adhesin) [Acinetobacter sp. ADP1]

IKNVAAGEVSSTSTDAVNGSQLYAVADTLAKE----------------------------------------------------IKNTQTEVTEGKNVTVTSTTGANGQTVYNVATKDDVDFDKVTVGKVVVDK----DNGIDAGDTK

ITGVAAGDVSATSTDAVNGSQLYSA-----------------------------------------------------------AAKATTEVTEGKNVTVTSTTGANGQTVYNVATKDDVDFDKVTVGKVVIDK----DSGIDAGDTK

ITSVAAGDVSATSTDAVNGSQLYSA-----------------------------------------------------------AAKATTEVTEGKNVTVTSTTGANGQTVYNVATKDDVDFDKVTVGKVVIDK----DSGIDAGNTK

ITGVAAGDVSATSTDAVNGSQLYSA-----------------------------------------------------------AAKATTEVTEGKNVTVTSTTGANGQTVYNVATKDDVDFDKVTVGKVVIDK----DSGIDAGNTK

ITNVAAGDVNATSTDAVNGSQLYSA-----------------------------------------------------------AAKATTEVTEGKNITVTSTTGANGQAIYNVATSDDVTFKSVTSDQVTVGNVSINQSGINAGNTQ

>gi|33578091|gb|AAQ22366.1| EmaA [Actinobacillus actinomycetemcomitans]

ITQVADG---VNDKDAVNKSQLDRS-----------------------------------------------------------IAQAKSGVSAGKNITVTPQKNADGSTTYTVETQKDVEFSTVKTGDTTLDSNGVNINGGPSVTKDGIHANDKK
>gi|52424803|ref|YP_087940.1| hypothetical protein MS0748 [Mannheimia succiniciproducens MBEL55E]

ITNVVKG---VNATDAVNLSQLNAG--------KSSVEAGDNVAVTSTSDANGTVYTVNANISTVSNGSDKVTVTSSSTGNHTTNYAVDLSEAAKASLEKADSALQSLTTSADGTKAQTLDKDNSNANFISGSNIRLTPSADGITIATAENVTFTNVNTTNFKAGDVTINSTGIDAGNHT
ITNVTNG---TNATDAVNLSQLNAG--------KSSVEAGDNVAVTSTSGANGTVYTVNANTSTVSNGSDKITVTQTDAGNHTSNYAVDLSEAAKSSLNKADSALQSWTAQVNGADAKVVNQTNNTVNFVNGTNTIVKADANGNISVSTADNVTFNTVNASTFNAGNVSISNSGINAGNTT
ITNVANG---SNATDAVNLSQLNAG--------KSSVEAGDNVAVTSTSDANGTVYTVNANTSTVSNGSDKITVTQTDAGNHTSNYAVDLSDATKASLDKADNALQSWTAQVNGADAKVVNQTNNTVNFVNGTNTIVKADANGNISVSTADNVTFNTVNASSFNAGNISIGTNGINAGNTT
ITNVVKG---VNATDAVNLSQLNAG--------KSSVEAGDNVAVTSTSDANGTVYTVNANISTVSNGSDKVTVTSSSTGNHTTNYAVDLSEAAKASLEKADSALQSLTTSADGTKAQTLDKDNSNANFISGSNIRLTPSADGITIATAENVTFTNVNTTNFKAGDVTINSTGIDAGNHT
ITGVANG---SNATDAVNLSQLNAG--------KSSVEAGDNVAVTSTSDANGTVYTVNANTSTVSNGSDKITVTQTDAGNHTSNYAVDLSDAAKASLDKADNALQSWTAQVNGADAKVVNQTNNTVNFVNGTNTIVKADANGNISVSTADNVTFNTVNASTFNAGDVSFNTSGINAGNHT
ITNVANG---SNATDAVNLSQLNAG--------KSSVEAGDNVAVTSTSDANGTVYTVNANTSTVSNGSDKITVTQTDAGNHTSNYAVDLSDATKASLDKADNALQSWTAQVNGADAKVVNQTNNTVNFVNGTNTIVKADANGNISVSTADNVTFNTVNASTFNAGNVSISNSGINAGDTT
ITGVADGDISANSTDAVNGGQLYNVIQNATAGVKTEVEAGKNIVVTNSTGANGQTVYTVETAKEVDFDKVTVGNVTINKDTNK

