A
     >FliCBA2103
    1  MAQVINTNSLSLLTQNNLNKSQSSLSSAIERLSSGLRINSAKDDAAGQAIANRFTANIKG        60
  61  LTQASRNANDGISVAQTTEGALNEINNNLQRVRELTVQATNGTNSDSDLSSIQAEITQRL     120
121 EEIDRVSEQTQFNGVKVLAENNEMKIQVGANDGETITINLAKIDAKTLGLDGFNIDGAQK     180
181 ATGSDLISKFKATGTDNYDVGGDAYTVNVDSGAVKDTTGNDIFVSAADGSLTTKSDTNIA   240
241 GTGIDATALAAAAKNKAQNDKFTFNGVEFTTTTAADGNGNGVYSAEIDGKSVTFTVTDAD 300
301 KKASLITSETVYKNSAGLYTTTKVDNKAATLSDLDLNAAKKTGSTLVVNGATYDVSADGK 360
361 TITETASGNNKVMYLSKSEGGSPILVNEDAAKSLQSTTNPLETIDKALAKVDNLRSDLGA      420
421 VQNRFDSAITNLGNTVNNLSSARSRIEDADYATEVSNMSRAQILQQAGTSVLAQANQTTQ    480
481 NVLSLLR 487
Hypervariable region (amino acids residues 177 to 394)

B
>FnBPA (Fibronectin-binding Protein A – Staphylococcus aureus)
    1 MKNNLRYGIRKHKLGAASVFLGTMIVVGMGQDKEAAASEQKTTTVEENGNSATDNKTSET  60
  61 QTTATNVNHIEETQSYNATVTEQPSNATQVTTEEAPKAVQAPQTAQPANIETVKEEVVKE     120
121 EAKPQVKETTQSQDNSGDQRQVDLTPKKATQNQVAETQVEVAQPRTASESKPRVTRSADV 180
181 AEAKEASNAKVETGTDVTSKVTVEIGSIEGHNNTNKVEPHAGQRAVLKYKLKFENGLHQG  240
241 DYFDFTLSNNVNTHGVSTARKVPEIKNGSVVMATGEVLEGGKIRYTFTNDIEDKVDVTAE    300
301 LEINLFIDPKTVQTNGNQTITSTLNEEQTSKELDVKYKDGIGNYYANLNGSIETFNKANN        360
361 RFSHVAFIKPNNGKTTSVTVTGTLMKGSNQNGNQPKVRIFEYLGNNEDIAKSVYANTTDT     420
421 SKFKEVTSNMSGNLNLQNNGSYSLNIENLDKTYVVHYDGEYLNGTDEVDFRTQMVGHPEQ 480
481 LYKYYYDRGYTLTWDNGLVLYSNKANGNEKNGPIIQNNKFEYKEDTIKETLTGQYDKNLV  540
541 TTVEEEYDSSTLDIDYHTAIDGGGGYVDGYIETIEETDSSAIDIDYHTAVDSEAGHVGGY        600
601 TESSEESNPIDFEESTHENSKHHADVVEYEEDTNPGGGQVTTESNLVEFDEESTKGIVTG         660
661 AVSDHTTVEDTKEYTTESNLIELVDELPEEHGQAQGPVEEITKNNHHISHSGLGTENGHG       720
721 NYDVIEEIEENSHVDIKSELGYEGGQNSGNQSFEEDTEEDKPKYEQGGNIVDIDFDSVPQ        780
781 IHGQNKGNQSFEEDTEKDKPKYEHGGNIIDIDFDSVPHIHGFNKHTEIIEEDTNKDKPSY          840
841 QFGGHNSVDFEEDTLPKVSGQNEGQQTIEEDTTPPIVPPTPPTPEVPSEPETPTPPTPEV             900
901 PSEPETPTPPTPEVPSEPETPTPPTPEVPAEPGKPVPPAKEEPKKPSKPVEQGKVVTPVI              960
961 EINEKVKAVAPTKKPQSKKSELPETGGEESTNKGMLFGGLFSILGLALLRRNKKNHKA         1018
FnBRs (Fibronectin-binding repeats) – residues 508 to 874
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BLASTp FliC(177-394) vs. FnBPA(508-874)
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FnBPA(764-777)      YEQGGNIVDIDFDS
FnBPA(802-815)      YEHGGNIIDIDFDS
FliC(198-211)       YDVGGDAYTVNVDS
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Score Expect Method Tdentities  Positives  Gaps. <
154bits(28) 17 Compositional matrix adjust.  4/7(57%) _6/7(85%) _0/7(0%)
Query 82 QUDKETF 88

QUkE -

Sbjct 9 QUNKFEY 15

Range 2: 268 to 281 Graphics ¥ Next Match A Previous Match A Fist Match
Score Expect Mathod Tdentities  Positives  Gaps
14.6bits(26) 2.4 Compositional matrix adjust.  5/14(36%) 9/14(64%) _0/14(0%)

Query 22 YDVGGDAYTVINDS 35
Y266+ ++ DS
Sbjct 268 VEQGGNIVDIDFDS 281

Range 3: 306 to 310 Graphics ¥ Next Match A Previous Match A Fist Match
Score Expect Mathod Tdentities  Positives  Gaps

14.6bits(26) 2.5 Compositional matrix adjust. 5/14(36%) _9/14(64%) _0/14(0%)

Query 22 YDVGGDAYTVINDS 35
Y+ GGe  ++ DS
Sbjct 306 YEHGGNIIDIDFDS 319

Range 4: 99 to 113 Graphics ¥ Next Match A Previous Match A Fist Match
Score Expect Mathod Tdentities  Positives  Gaps

14.2bits(25) 3.6 Compositional matrix adjust.  6/15(40%) _7/15(46%) _0/15(0%)

Query 158 YLSKSEGGSPILVIE 212
YO SE eI E
Sbjct 99 VIESSEESNPIDFEE 113

Range 5: 222 to 228 Graphics ¥ Next Match A Previous Match A Fist Match
Score Expect Method Tdentities Positives  Gaps
13.0bits(24) 4.5 Compositional matrix adjust. 5/7(71%) _5/7(71%) _0/7(0%)

Query 18 GTOWODV 24

Sbjct 222 GHGNYDV 228
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