
 
 
Figure 4. Candidate novel member of the Ifi 200 family in mouse similar to the known mouse Ifi 205 IFN-induced protein. Asterisks (*) 
indicate difference between sequences, pluses (+) indicate conservative replacements, while other positions are conserved. 
 
 
                       10        20        30        40        50        60        70        80        90       100 
                        |         |         |         |         |         |         |         |         |         | 
RI|A430075K09  MENEYKRLVLLEGLECINKHQFNLFKSLMVKDLNLEEDNQEKYTTFQIANMMVKKFPADAGLDRLINFCERVPTLKKRAEILKKERSEVTEETSLEINRQ 
                *     +   *        * *     +*+     *    *   *      **     *  *+  *   *  * +              *     * * 
SPTR|Q08619    MVNEYKRIVLLRGLECINKHYFSLFKSLLARDLNLERDNQEQYTTIQIANMMEEKFPADSGLGKLIEFCEEVPALRKRAEILKKERSEVTGETSLEKNGQ 
 
                      110       120       130       140       150       160       170       180       190       200 
                        |         |         |         |         |         |         |         |         |         | 
RI|A430075K09  EASPATPTSTTSHMLASERGKTSTTQEETSTAQ---------------------KRKGMSEEKTDVKKIKASGKADQPPCCEGPTATCQSPISQVSSSAS 
                 *                 *  *         *********************   * *  * *   *  ****       *   *     *** 
SPTR|Q08619    EAGPATPTSTTSHMLASERGETSATQEETSTAQAGTSTAQAGTSTAQAGTSTAQKRKSMREEETGVKKSKAAKEPDQPPCCEEPTAMCQSPILHSSSSAS 
 
                      210       220       230       240       250       260       270       280       290       300 
                        |         |         |         |         |         |         |         |         |         | 
RI|A430075K09  SNIPSAKNQKSQPQNQNIPRGAVLHSEPLTVMVLTATDPFEYESPEHEVKNMFHATVATVSQYFHVKVFNVDLKEKFTKNNFITISNYFESKGILEINET 
                  *                                                                  + 
SPTR|Q08619    SNILSAKNQKSQPQNQNIPRGAVLHSEPLTVMVLTATDPFEYESPEHEVKNMFHATVATVSQYFHVKVFNIDLKEKFTKNNFITISNYFESKGILEINET 
 
                      310       320       330       340       350       360       370       380       390       400 
                        |         |         |         |         |         |         |         |         |         | 
RI|A430075K09  SSVLEAAPKQMIEVPNCITRNANASPKICDIQKGTSGTVFYGVFTLHKKKVKTQNTSYEIKDGSGSIEVVGSGQWHNINCKEGDKLHLFCFHLKRERGQP 
                                                                                *                        
SPTR|Q08619    SSVLEAAPKQMIEVPNCITRNANASPKICDIQKGTSGTVFYGVFTLHKKKVKTQNTSYEIKDGSGRIEVVGSGQWHNINCKEGDKLHLFCFHLKRERGQP 
 
                      
                      410       420  
                        |         |   
RI|A430075K09  KLVCGDHSFVKVTKAGKKKEASTVQ 
                                                                                
SPTR|Q08619    KLVCGDHSFVKVTKAGKKKEASTVQ 
  
 



Figure 5. Candidate novel mouse guanylate binding protein mGBP-5 (FANTOM2 clone E030025M22) similar to human IFN-induced guanulate 
binding protein 5 (Q96PP8). Asterisks (*) indicate difference between sequences, pluses (+) indicate conservative replacements, while other 
positions are conserved. 
 
                       10        20        30        40        50        60        70        80        90       100 
                        |         |         |         |         |         |         |         |         |         |     
RI|E030025M22  MAPEIHMPEPLCLIGSTEGHLVTNQEALKILSAITQPVVVVAIVGLYRTGKSYLMNKLAGKEKGFSVGSTVQSHTKGIWMWCVPHPQKPDHTLVLLDTEG 
                 *    *+ +   ****** **     *                                *     *           +      ** *          
SPTR|Q96PP8    MALEIHMSDPMCLIENFNEQLKVNQEALEILSAITQPVVVVAIVGLYRTGKSYLMNKLAGKNKGFSVASTVQSHTKGIWIWCVPHPNWPNHTLVLLDTEG 
 
                      110       120       130       140       150       160       170       180       190       200 
                        |         |         |         |         |         |         |         |         |         |     
RI|E030025M22  LGDVEKDDKKNDTQIFALAILLSSTFVYNTMNKIDQGAIDLLHNVTELTDLLRTRNSSDSNQTEGEGPAD-MSFFPDLVWTLRDFFLDLQANGHAITSDE 
                     * *   *      +          +                     +*   * **** ***   **             * * *** **+ * 
SPTR|Q96PP8    LGDVEKADNKNDIQIFALALLLSSTFVYNTVNKIDQGAIDLLHNVTELTDLLKARNSPDLDRVED--PADSASFFPDLVWTLRDFCLGLEIDGQLVTPDE 
 
                      210       220       230       240       250       260       270       280       290       300 
                        |         |         |         |         |         |         |         |         |         |     
RI|E030025M22  YLENSLKLKQGSDERTQTFNLPRLCIQKFFPVKKCFVFDAPALGSKLSQLPTLSNEELNSDFVQDLSEFCSHIFTQSKTKTLPGGIQVNGPRLESLVLTY 
                     +*     * * *             *    +  *  ***  *  *  **+  **+   *++    *  +* *        *   *  **   
SPTR|Q96PP8    YLENSLRPKQGSDQRVQNFNLPRLCIQKFFPKKKCFIFDLPAHQKKLAQLETLPDDELEPEFVQQVTEFCSYIFSHSMTKTLPGGIMVNGSRLKNLVLTY 
 
                      310       320       330       340       350       360       370       380       390       400 
                        |         |         |         |         |         |         |         |         |         |     
RI|E030025M22  VDAINSGALPSIENTVVTLARRENSAAVQKAIGHYDQLMSEKVQLPTETLQELLDLHRTCEREAIEIFRKHSFKDEGEFFQKELESLLSAKQDEICKKNA 
                *  *  *  *   * +*  *           *    * **     *            *      + * *    ****      +  *   *+   + * 
SPTR|Q96PP8    VNAISSGDLPCIENAVLALAQRENSAAVQKAIAHYDQQMGQKVQLPMETLQELLDLHRTSEREAIEVFMKNSFKDVDQSFQKELETLLDAKQNDICKRNL 
 
                      410       420       430       440       450       460       470       480       490       500 
                        |         |         |         |         |         |         |         |         |         |     
RI|E030025M22  DASAALCSTLLGSIFKPLEQEVAQEFYHKPGGHKLFLQRMEQLKANYRQQPGKGTQAEEVLQTYLNAKETVSRTILQTDQVLTDKEIQSKAEQERAEAAR 
               +  ***  *  **  *   ** * ** *     *  + ++ *   * *** *  *       *  **  +  **      *  +* *** ** *+ 
SPTR|Q96PP8    EASSDYCSALLKDIFGPLEEAVKQGIYSKPGGHNLFIQKTEELKAKYYREPRKGIQAEEVLQKYLKSKESVSHAILQTDQALTETEKKKKEAQVKAEAAR 
  
                      510       520       530       540       550 
                        |         |         |         |         |          
RI|E030025M22  LEAQRLEAIRIQEEQRKAEMERQHQEQLRQIALEKARVAQEQQWILKQRAQ 
               *     *  ** *  *** *  *    +  +*+* *****   *+** **                                        
SPTR|Q96PP8    AEAQRLAAIQRQNEQMMQERERLHQEQVRQMEIAKQNWLAEQQKMQEQQMQ 



Figure 6. Hypothetical Toll/Interleukin receptor TIR domain structure containing protein (FANTOM2 clone B430113A10) similar to the 
hypothetical macaque protein (Q9bgz8). The TIR domain is shaded. Asterisks (*) indicate difference between sequences, pluses (+) indicate 
conservative replacements, while other positions are conserved. 
 
                       10        20        30        40        50        60        70        80        90       100 
                        |         |         |         |         |         |         |         |         |         |     
RI|B430113A10  MPCGRLHLQNLDDAVNGSAWTILLLTENFLRDTWCNFQFYTSLMNSVSRQHKYNSVIPMRPLNSPLPRERTPLALQTINALEEESQGFSTQVERIFRESV 
                    *                                         *               *        *            *  *       *    
SPTR|Q9BGZ8    MPCGRQHLQNLDDAVNGSAWTILLLTENFLRDTWCNFQFYTSLMNSVNRQHKYNSVIPMRPLNNPLPRERTPFALQTINALEEESRGFPTQVERIFQESV 
  
                      110       120         
                        |         |          
RI|B430113A10  SVFERQQSIWKETRSVSQKQFIA                            
                 +**  *      *+* +                               
SPTR|Q9BGZ8    SVYKTQQTIWKETRNMVQRQFIA                 
 
 
 



Figure 7. Candidate novel mouse  interleukin-1 receptor associated kinase 2 – IRAK2 (FANTOM2 clone 4732448K15) showing similarity to 
human IRAK2 (O43187). Asterisks (*) indicate difference between sequences, pluses (+) indicate conservative replacements, while other 
positions are conserved. 
 
                       10        20        30        40        50        60        70        80        90       100 
                        |         |         |         |         |         |         |         |         |         |     
RI|4732448K15  MACYIYQLPSWVLDDLCRNIDTLSEWDWMQFASYVITDLTQLRKIKSMERVQGVSITRELLWWWSMRQATVQQLVDLLCHLELYRAAQIVLSWKPVPEST 
                                  + *       *                                  *              *         + *   *   
SPTR|O43187    MACYIYQLPSWVLDDLCRNMDALSEWDWMEFASYVITDLTQLRKIKSMERVQGVSITRELLWWWGMRQATVQQLVDLLCRLELYRAAQIILNWKPAPEIR 
 
                      110       120       130       140       150       160       170       180       190       200 
                        |         |         |         |         |         |         |         |         |         |     
RI|4732448K15  SPLPAFPEAVKPG-AVATSRRNLKDEQEKVRPVKPRSLLDTGPIMAGAQRQ---RPCEMDAPCSLKTDAPDSPQSKYCSTSTSAPKQERLLGLPGDRLFW 
               * + +  +*   ***+ * * ***    ***  +**+**** *** * ******* * *   *  ++ * * **  ****   *    +  * *  * 
SPTR|O43187    CPIPAFPDSVKPEKPLAASVRKAEDEQEEGQPVRMATFPGPGSSPARAHQPAFLQPPEEDAPHSLRSDLPTSSDSK--DFSTSIPKQEKLLSLAGDSLFW 
 
                      210       220       230       240       250       260       270       280       290       300 
                        |         |         |         |         |         |         |         |         |         |     
RI|4732448K15  RLFWSEADVVQATEDFDQSHRISEGTFADIYQGQRNGVAFAFKKLREVAGSSPGSMDRFLQAEMQLCLRCCHANVLPLLGFCTGRQFHSLIYPYMANGSL 
               *            +  * **+  *     + * * * ** *      * *     ++  *   + +      *    *    **     * 
SPTR|O43187    SLFWSEADVVQATDDFNQNRKISQGTFADVYRGHRHGKPFVFKKLRETACSSPGSIERFFQAELQICLRCCHPNVLPVLGFCAARQFHSFIYPYMANGSL 
 
                      310       320       330       340       350       360       370       380       390       400 
                        |         |         |         |         |         |         |         |         |         |     
RI|4732448K15  SLHDRLWAQGNSDMLPWPQRASICSGLLLAVEHLHSLDIIHSNVKSANVLLDQHLNPKLAHPVAHPHPDNKKTKYTVMRTHLFQASAAYLPEHFIRVGQL 
                 *   **  *  *      *       *   *  * +        *      * *      +  ** *  ++   + +   ***       *      
SPTR|O43187    SLQDRLQGQGGSDPLPWPQRVSICSGLLCAVEYLHGLEIIHSNVKSSNVLLDQNLTPKLAHPMAHLCPVNKRSKYTMMKTHLLRTSAAYLPEDFIRVGQL 
 
                      410       420       430       440       450       460       470       480       490       500 
                        |         |         |         |         |         |         |         |         |         |     
RI|4732448K15  TKQVDIFSCGIVLAEVLTGIPAMDKDRSPVYLKDLLLSEIPNSTSSVCSRKTSMGKAVVKEICQRHVEKRAGLLPEACEEAWATAVSVCLRRRNASVEEA 
                 *                     **               *  * +     *+***+*     +*+  *  *   * *  *   **+      * +* * 
SPTR|O43187    TKRVDIFSCGIVLAEVLTGIPAMDNNRSPVYLKDLLLSEIPSSTASLCSRKTGVENVMAKEICQKYLEKGAGRLPEDCAEALATAACLCLRRRNTSLQEV 
 
                      510       520       530       540       550       560       570       580       590 
                        |         |         |         |         |         |         |         |         | 
RI|4732448K15  RVSLAGVEEQLRG-QLSLPWSRVSEATGSSSNTPEETDDVDNSSLGVPSLVMMASCPGAASSPLFTGHGAAQPSTSGRQEADSSSEACTGPQTPQNAT 
               ** + *   *   ****    *+  *                   *** *+*+ ***   +** * ** **********         * ***  **  
SPTR|O43187    CGSVAAVEERLRGRETLLPWSGLSEGTGSSSNTPEETDDVDNSSLDASSSMSVAPWAGAATPLLPTENGEGRLRVIVGREADSSSEACVGLEPPQDVT 



Figure 8. Candidate novel mouse IL 20 receptor like gene (FANTOM2 clone E230031K19) showing similarity to human IL 20 receptor alpha 
(Q96SH8). Asterisks (*) indicate difference between sequences, pluses (+) indicate conservative replacements, while other positions are 
conserved.  
                       10        20        30        40        50        60        70        80        90       100 
                        |         |         |         |         |         |         |         |         |         |     
RI|E230031K19  MHTPGTPAPGHPDPPPLLLLTLLLLLAASGRAVPCVFCGLPKPTNITFLSINMKNVLHWNPPESLHGVEVTYTVQYFIYGQKKWLNASKCGSINRTYCDL 
                **  *  ******      ***  * **       **     *             * *   * *  *                 * * **         
SPTR|Q96SH8    MRAPGRPALRPLPLPPLLLL---LLAAPWGRAVPCVSGGLPKPANITFLSINMKNVLQWTPPEGLQGVKVTYTVQYFIYGQKKWLNKSECRNINRTYCDL 
 
                      110       120       130       140       150       160       170       180       190       200  
                        |         |         |         |         |         |         |         |         |         |     
RI|E230031K19  SVETSDYEHQFYAKVKAIWEARCSEWAETERFYPFLETQVSPPEVALTTGEKSISIALTAPEKWKRNPQDHTVSMQQIYPNLKYNVSVYNTKSRRTWSQC  
                *        +        **+  *   +*         +*              +*           * **       *        *    *       
SPTR|Q96SH8    SAETSDYEHQYYAKVKAIWGTKCSKWAESGRFYPFLETQIGPPEVALTTDEKSISVVLTAPEKWKRNPEDLPVSMQQIYSNLKYNVSVLNTKSNRTWSQC 
 
                      210       220       230       240       250       260       270       280       290       300 
                        |         |         |         |         |         |         |         |         |         |     
RI|E230031K19  VTNSTLVLSWLEPNTLYCVHVESLVPGPPRLPMPSQKQCISTLEVQTSAWKAKVIFWYVFLTSVIVFLFSAIGYLVYRYIHVGKEKHPANLVLIYRNEIG 
                  *    +              *      ***  *   **  ** + *+   +     *** +*     *+   +               +   *  ** 
SPTR|Q96SH8    VTNHTLVLTWLEPNTLYCVHVESFVPGPPRRAQPSEKQCARTLKDQSSEFKAKIIFWYVLPVSITVFLFSVMGYSIYRYIHVGKEKHPANLILIYGNEFD 
 
                      310       320       330       340       350       360       370       380       390       400 
                        |         |         |         |         |         |         |         |         |         |     
RI|E230031K19  TRVFEPTETITLNFITFSMLDDTKISPKDMNLLDKSSDDISVNDPEHNEAWEPHWEEVEGQHLGCSSHLMDAVCGAEQRDGDTSLTQHGWLNSTIPTGET 
               * * * * * *+    **+*  +   **  *  *    ** +   ******* **  * **   **    +** ** *****     *** **   ***     
SPTR|Q96SH8    KRFFVPAEKIVINFITLNISDDSKISHQDMSLLGKSSDVSSLNDPQPSGNLRPPQEEEEVKHLGYASHLMEIFCDSEENTEGTSLTQQESLSRTIPPDKT 
 
                      410       420       430       440       450       460       470       480       490       500 
                        |         |         |         |         |         |         |         |         |         |     
RI|E230031K19  DTEPQYKVLSD--FYGEGEIQLSCEPE--------EAARTEKISEPLVTSANLDPQLEDLHHLGQEHTVSEDGPEEETSITVVDWDPQTGRLCIPSLPIF 
               ** ** * *+***** ** **  *** ******** ******+** ********   *  ** *    *  +     * * +               **  
SPTR|Q96SH8    VIEYEYDVRTTDICAGPEEQELSLQEEVSTQGTLLESQAALAVLGPQTLQYSYTPQLQDLDPLAQEHTDSEEGPEEEPSTTLVDWDPQTGRLCIPSLSSF 
 
                      510       520       530       540       550        
                        |         |         |         |         |      
RI|E230031K19  GRDPENYGHYERDQLLEGGLLSRLYENQAPDKPEKENENCLTRFMEEWGLHVQMES  
               ** * ***** * * * *        **   + **   ** **       *    * 
SPTR|Q96SH8    DQDSEGCEPSEGDGLGEEGLLSRLYEEPAPDRPPGENETYLMQFMEEWGLYVQMEN  



Figure 9. Candidate novel mouse gene (FANTOM2 clone 9830142A17) with conceptual translation showing similarity to human TGF-ß 
inducible early growth response protein 2, TIEG2 (O14901). Asterisks (*) indicate difference between sequences, pluses (+) indicate 
conservative replacements, while other positions are conserved. 
 
                       10        20        30        40        50        60        70        80        90       100 
                        |         |         |         |         |         |         |         |         |         |     
RI|9830142A17  MHSPGSTGPGDGRAADIMDICESILERKRHDSERSTCSVLEQTDIEAVEALVCMSSWGQRSQ------MRPLTPVSDSGDVTTAVLMDTAAPDLPKDFHS  
                 + ***  * *  *                       +     +                 ******+              *+*  * * +    
SPTR|O14901    MHTPDFAGPDDARAVDIMDICESILERKRHDSERSTCSILEQTDMEAVEALVCMSSWGQRSQKGDLLRIRPLTPVSDSGDVTTTVHMDAATPELPKDFHS  
 
                      110       120       130       140       150       160       170       180       190       200  
                        |         |         |         |         |         |         |         |         |         |     
RI|9830142A17  FSTLCITPPQSPELTEPSTGTPVPSQVVNSKGCMVTALPPSPAGGPRTLSKREP-----LEPASGSSCRAVMTSVIRHTGESPAPTRFPTGPTQEQRASD             
               *             *    *   **  **  * ** *+** * *** *  *********   *** *   **            ***   ** *+* *   
SPTR|O14901    LSTLCITPPQSPDLVEPSTRTPVSPQVTDSKACTATDVLQSSAVVARALSGGAERGLLGLEPVPSSPCRAKGTSVIRHTGESPAAC-FPTIQTPDCRLSD 
 
                      210       220       230       240       250       260       270       280       290       300 
                        |         |         |         |         |         |         |         |         |         |     
RI|9830142A17  SGEGQERLLDHLEALQDTRLANGLLVTNLVSCQPCLHKSGGSFPTDKGQQTGWPAAVQTCLPKNPESDLSRKITPLISVPVSSPPVLCQMIPVAGQNGLF 
                   + *  * * *    * ***  *               ***      *   *     *   * *  *  *      * **          *  **+* 
SPTR|O14901    SREGEEQLLGHFETLQDTHLTDSLLSTNLVSCQPCLHKSGGLLLTDKGQQAGWPGAVQTCSPKNYENDLPRKTTPLISVSVPAPPVLCQMIPVTGQSSML 
 
                      310       320       330       340       350       360       370       380       390       400 
                        |         |         |         |         |         |         |         |         |         |     
RI|9830142A17  SAFLKPPTQLPAGTIKPILPQAASMSQPVFMGPPVPQGTVMLVLPQNTFPQPAACPSSVMAIGNTKLLPLAPAPVFLASSQNCAPQVDFSRRRNYVCNFP 
               *      *  **  ++   *   ***    +  *    *       *** *  * ***   *              +*     *           * *   
SPTR|O14901    PAFLKPPPQLSVGTVRPILAQAAPAPQPVFVGPAVPQGAVMLVLPQGALPPPAPCAANVMAAGNTKLLPLAPAPVFITSSQNCVPQVDFSRRRNYVCSFP  
 
                      410       420       430       440       450       460       470       480       490       500 
                        |         |         |         |         |         |         |         |         |         | 
RI|9830142A17  GCRKTYFKSSHLKAHLRTHTGEKPFTCSWDGCDKKFARSDELSRHRRTHTGEKKFVCPVCDRRFMRSDHLTKHARRHMTTKKIPGWQAEVGKLNRITLAE  
                                        *                                                                      **    
SPTR|O14901    GCRKTYFKSSHLKAHLRTHTGEKPFNCSWDGCDKKFARSDELSRHRRTHTGEKKFVCPVCDRRFMRSDHLTKHARRHMTTKKIPGWQAEVGKLNRIASAE  
 

                      510        
                        |         
RI|9830142A17  SPGSILEPLPAS 
                   * **+    
SPTR|O14901    SPGSPLVSMPAS 



Figure 10.  Candidate novel variant of the mouse gene  (FANTOM2 clone 4921501K24) whose conceptual translation showed similarity to 
human TGFB induced factor 2 (TALE family homeobox) (Q9GZN2). Asterisks (*) indicate difference between sequences, pluses (+) indicate 
conservative replacements, while other positions are conserved. 
 
 
                       10        20        30        40        50        60        70        80        90       100 
                        |         |         |         |         |         |         |         |         |         |     
RI|4921501K24  MSDSDLGEDEGLLSLTGKRKRRGNLPKESVKILRDWLYLHRYNAYPSEQEKLSLSGQTNLSVLQICNWFINARRRLLPDMLRKDGKDPNQFTISRRGGKA 
                              *                                                                                     
SPTR|Q9GZN2    MSDSDLGEDEGLLSLAGKRKRRGNLPKESVKILRDWLYLHRYNAYPSEQEKLSLSGQTNLSVLQICNWFINARRRLLPDMLRKDGKDPNQFTISRRGGKA  
 
 
                      110       120       130       140       150       160       170       180       190       200  
                        |         |         |         |         |         |         |         |         |         |     
RI|4921501K24  SDVALPRGSSPSLLAVSVPAPTNMLSLSVCSMPLHSGQGEKPAAPFPQVELESPKALVTPASTLTLLTRAEAGSPTGGLFNTPPPTPPEQDKDDFSSFQL 
                           +          +                       **      *    *                               +         
SPTR|Q9GZN2    SDVALPRGSSPSVLAVSVPAPTNVLSLSVCSMPLHSGQGEKPAAPFPRGELESPKPLVTPGSTLTLLTRAEAGSPTGGLFNTPPPTPPEQDKEDFSSFQL  
 
                      210       220       230  
                        |         |         |    
RI|4921501K24  LVEVALQRAAEMELQKQQEPAPPLLHTPLPFVSENAK 
                                 + **      + *    ** 
SPTR|Q9GZN2    LVEVALQRAAEMELQKQQDPSLPLLHTPIPLVSENPQ 
 
 



Figure 11. Candidate novel variant mouse gene (FANTOM2 clone B930011D01) whose conceptual translation showed similarity to the mouse 
integrin ß- like with EGF-like repeat domains (Q96QX7). Asterisks (*) indicate difference between sequences, pluses (+) indicate conservative 
replacements, while other positions are conserved. 
 
                       10        20        30        40        50        60        70        80        90       100 
                        |         |         |         |         |         |         |         |         |         |     
RI|B930011D01 RCECGRCTCYPPGDSRVYGKTCECDDRRCEDLDGVVCGGHGMCSCGRCVCEKGWFGKLCQHLRKCNMTEEQSRSLCESADGTLCSGKGSCHCGKCICSGEE  
              +    +        *                          *         +         *          +*                        *    
SPTR|Q96QX7   KCECGKCTCYPPGDRRVYGKTCECDDRRCEDLDGVVCGGHGTCSCGRCVCERGWFGKLCQHPRKCNMTEEQSKNLCESADGILCSGKGSCHCGKCICSAEE  
 
                      110       120       130       140       150 
                        |         |         |         |         |  
RI|B930011D01 WYISGEFCDCDDRDCDKHDGLICTGNGICSCGNCECWDGWNGNACEIWLGTEYP 
                                                                + 
SPTR|Q96QX7   WYISGEFCDCDDRDCDKHDGLICTGNGICSCGNCECWDGWNGNACEIWLGSEYP 
        
 



Figure 12. Candidate novel mouse gene (FANTOM2 clone E330012C08) whose conceptual translation showed similarity to the human latent 
TGF-ß binding protein 4S. Asterisks (*) indicate difference between sequences, pluses (+) indicate conservative replacements, while other 
positions are conserved. Slash (/) and backslash (\) indicate potential frame shifts in cDNA sequences. 
 
                       10        20        30        40        50        60        70        80        90       100 
                        |         |         |         |         |         |         |         |         |         | 
RI|E330012C08  GPLAPAVPRPARPATPPAWTAARPAGRPRG/DPGFRAFLCPLICHNGGVCVKPDRCLCPPDFAGKFCQLHSSGARPPAPAMPGLTRSVYTMPLANHRDDE 
                **                   *       *                                                 +                    
SPTR|O75412    GRPAPAVPRPARPATPPAWTAALPAGRPRG-DPGFRAFLCPLICHNGGVCVKPDRCLCPPDFAGKFCQLHSSGARPPAPAIPGLTRSVYTMPLANHRDDE 
 
                      110       120       130       140       150       160       170       180       190       200 
                        |         |         |         |         |         |         |         |         |         | 
RI|E330012C08  HGVASMVSVHVEHPQEASVVVHQVERVSGPWEEANPEALARAEAAARAEAAAPYTVLAQSAPREDGYSDASGFGYCFRELRGSECASPLPGLRTQEVCCR 
                                                 *   +                                           *                  
SPTR|O75412    HGVASMVSVHVEHPQEASVVVHQVERVSGPWEEADAEAVARAEAAARAEAAAPYTVLAQSAPREDGYSDASGFGYCFRELRGGECASPLPGLRTQEVCCR 
 
                      210       220       230       240       250       260       270       280       290       300 
                        |         |         |         |         |         |         |         |         |         | 
RI|E330012C08  GEGLAWGVHDCHPCAEHLRNSNQVSGPNGPCPPGFERVNGSCVDVDECATGGRCQHGECANTRGGYTCVCPDGFLLDSSRSSCISQHVISEAKGPCYRVL 
                          ** * * *   *  * *    *         *                                                     +    
SPTR|O75412    GAGLAWGVHDCQLCSERLGNSERVSAPDGPCPTGFERVNGSCEDVDECATGGRCQHGECANTRGGYTCVCPDGFLLDSSRSSCISQHVISEAKGPCFRVL 
                      310       320       330       340       350       360       370       380       390       400 
                        |         |         |         |         |         |         |         |         |         | 
RI|E330012C08  HDGGCSLPILRNITKQICCCSRVGKAWGRGCQLCPPYGSEGFREICPAGPGYHYSASDLRYNTRPLNQDPPRVTFNQPRVPPATPRPPTGFLPTRRPEPR 
               *                                   +                             * +    +**   **   *  **     * *    
SPTR|O75412    RDGGCSLPILRNITKQICCCSRVGKAWGRGCQLCPPFGSEGFREICPAGPGYHYSASDLRYNTRPLGQEPPRVSLSQPRTLPATSRPSAGFLPTHRLEPR 
 
                      410       420       430       440       450       460       470       480       490       500 
                        |         |         |         |         |         |         |         |         |         | 
RI|E330012C08  PDPGPQPEPRPRPEPRPRPESRPRPEPRPRPEPRPQPESQPRPESRPRPESQPWPEFPLPSIPAWTGPEIPESGPSSSMCQRNPQVCGPGRCVPRPSGYT 
                + **************************  +   *  ******************                     *              +*       
SPTR|O75412    PEP--------------------------RPDPRPGPE------------------FPLPSIPAWTGPEIPESGPSSGMCQRNPQVCGPGRCISRPSGYT 
 
                      510       520       530       540       550       560       570       580       590       600 
                        |         |         |         |         |         |         |         |         |         | 
RI|E330012C08  CACDPGFRLGPQGTRCIDIDECRRVPTPCAPGRCENTPGSFRCVCGTGFQAGPRATECLDVDECRRVPPPCDRGRCENTPGSFLCVCPAGYQAAPHGASC 
                   *    *        +       *         +         *  *              *       *                            
SPTR|O75412    CACDSGFRLSPQGTRCIDVDECRRVPPPCAPGRCENSPGSFRCVCGPGFRAGPRAAECLDVDECHRVPPPCDLGRCENTPGSFLCVCPAGYQAAPHGASC 
 
 



                      610       620       630       640       650       660       970       680       690       700 
                        |         |         |         |         |         |         |         |         |         | 
RI|E330012C08  QDVDECTQSPGLCGRGVCENLPGSFRCVCPAGFRGSACEEDVDECAQQPPPCGPGRCDNTAGSFHCACPAGFRSRGPGAPCQDVDECSRSPSPCAYGRCE 
                               * *                            *                                       *      *      
SPTR|O75412    QDVDECTQSPGLCGRGACKNLPGSFRCVCPAGFRGSACEEDVDECAQEPPPCGPGRCDNTAGSFHCACPAGFRSRGPGAPCQDVDECARSPPPCTYGRCE 
 
                      710       720       730       740       750       760       870       780       790       800 
                        |         |         |         |         |         |         |         |         |         | 
RI|E330012C08  NTEGSFKCVCPTGFQPNAAGSECEDVDECENRLACPGQECVNSPGSFQCRACPAGHHLHRGRCTDVDECSSGT-PCGLHGQCTNTKGSFHCSCSTGYRAP 
                     *    *                   *                     *                  **      *    *   *   **      
SPTR|O75412    NTEGSFQCVCPMGFQPNAAGSECEDVDECENHLACPGQECVNSPGSFQCRACPSGHHLHRGRCTDVDECSSGAPPCGPHGHCTNTEGSFRCSCAPGYRAP 
 
                      810       820       830       840       850       860       770       880       890       900 
                        |         |         |         |         |         |         |         |         |         | 
RI|E330012C08  SGQPGPCADINECLEGDFCFPHGECLNTDGSFTCTCAPGYRPGPRGASCLDVDECSEEDLCQSGICTNTDGSFECICPPGHRAGPDLASCLDIDECRERG 
                 *      +                      *                                                           +        
SPTR|O75412    SGRPGPCADVNECLEGDFCFPHGECLNTDGSFACTCAPGYRPGPRGASCLDVDECSEEDLCQSGICTNTDGSFECICPPGHRAGPDLASCLDVDECRERG 
 
                      910       920       930       940       950       960       670       980       990      1000 
                        |         |         |         |         |         |         |         |         |         | 
RI|E330012C08  PALCGSQRCENSPGSYRCVRDCDPGYHPGPEGTCDDIDECREYGSAICGAQRCENTPGSYRCTPACDPGYQPTPGGGCQDVDECRNRSFCGAHAMCQNLP 
                                          *        +   *   **                                                +      
SPTR|O75412    PALCGSQRCENSPGSYRCVRDCDPGYHAGPEGTCDDVDECQEYGPEICGAQRCENTPGSYRCTPACDPGYQPTPGGGCQDVDECRNRSFCGAHAVCQNLP 
 
                     1010      1020      1030      1040      1050      1060      1070      1080      1090      1100 
                        |         |         |         |         |         |         |         |         |         | 
RI|E330012C08  GSFQCVCDQGYEGARDGRHCVDVNECETLQGVCGSALCENVEGSFLCVCPNSPEEFDPMTGRCVPPRAPAGTFPGSQPQAPASPSLPARPPAPPPPRRPS 
                    +                            *                                **  *            *      *  *      
SPTR|O75412    GSFQCLCDQGYEGARDGRHCVDVNECETLQGVCGAALCENVEGSFLCVCPNSPEEFDPMTGRCVPPRTSAGMFPGSQPQAPASPVLPARPPPPPLPRRPS 
 
                     1110      1120      1130      1140      1150      1160      1170      1180      1190      1200 
                        |         |         |         |         |         |         |         |         |         | 
RI|E330012C08  PPRQGPVSSGRRECYFDTAAPDACDNILARNVTWQECCCTVGEGWGSGCRIQQCPGTETAEYQSLCPHGRGYLVPSGDLSARRDVDECQLFQDQVCKSGV 
               *      *                                                                 *      *          *         
SPTR|O75412    TPRQGPVGSGRRECYFDTAAPDACDNILARNVTWQECCCTVGEGWGSGCRIQQCPGTETAEYQSLCPHGRGYLAPSGDLSLRRDVDECQLFRDQVCKSGV 
 
 
 
 



                     1210      1220      1230      1240      1250      1260      1270      1280      1290      1300 
                        |         |         |         |         |         |         |         |         |         | 
RI|E330012C08  CVNTAPGYSCYCSNGFYYHAHRLECVDNDECADEEPACEGGRCVNTVGSYHCTCEPPLVLDGSRRRCVSNE\SQSLDDNLGVCWQEVGPDLVCSRPRLDR 
                              +   **    +                                     *       *                      *      
SPTR|O75412    CVNTAPGYSCYCSNGYYYHTQRLECIDNDECADEEPACEGGRCVNTVGSYHCTCEPPLVLDGSQRRCVSNE-SQSLDDNLGVCWQEVGADLVCSHPRLDR 
 
                     1310      1320      1330      1340      1350      1360      1370      1380      1390      1400 
                        |         |         |         |         |         |         |         |         |         | 
RI|E330012C08  QATYTECCCLYGEAWGMDCALCPAQDSDDFEALCNVLRPPAYGPPRPGGFGIPYEYGPDIGPPYQSLPYGPDLYPPPVLPYDPYPPPPGPFARREAPYGA 
                                                         *        +       +     *     +     *                       
SPTR|O75412    QATYTECCCLYGEAWGMDCALCPAQDSDDFEALCNVLRPPAYSPPRPGGFGLPYEYGPDLGPPYQGLPYGPELYPPPALPYDPYPPPPGPFARREAPYGA 
 
                     1410      1420      1430      1440      1450      1460      1470      1480      1490      1500 
                        |         |         |         |         |         |         |         |         |         | 
RI|E330012C08  PPFDMPDFEDDGGPYGESETPDPPSRGTGWPYRSRDTRGSFPEPEESSERGSYTGALSEPYEGLEAEECGILDGCPHGRCVRVPEGFTCDCFDGYRLDIT 
                                  * *  **  *                  * *   *   *    *            **            *        +  
SPTR|O75412    PRFDMPDFEDDGGPYGESEAPAPPGPGTRWPYRSRDTRRSFPEPEEPPEGGSYAGSLAEPYEELEAEECGILDGCTNGRCVRVPEGFTCRCFDGYRLDMT 
 
 
 
RI|E330012C08  RMSCV 
                 *   
SPTR|O75412    RMACV 
 



Figure 13. Candidate novel mouse gene (FANTOM2 clone 9130025L13) whose conceptual translation showed similarity to the human FGF 
receptor 4B, the protein serine/threonine kinase. Asterisks (*) indicate difference between sequences, pluses (+) indicate conservative 
replacements, while other positions are conserved. 
 
                       10        20        30        40        50        60        70        80        90       100 
                        |         |         |         |         |         |         |         |         |         |     
RI|9130025L13  LSRVLLECSLSDKLCVVREKQYEVIIVPALLVGGFLILLAIILWLFIRGQRSQRQSPGPRGTASVPASRGRSQEAAGHGEKVLLPLKETSVEGFLRAATP  
               ++ +            +*          *   **     **       *  + * **  * * *  ** ** *  *   ** *         *  * *   
SPTR|Q9BXY2    MTRMLLECSLSDKLCVIQEKQYEVIIVPTLLVTIFLILLGVILWLFIREQRTQQQRSGPQGIAPVPPPRDLSWEA-GHGGNVALPLKETSVENFLGATTP  
 
                      110       120       130       140       150       160       170       180       190       200  
                        |         |         |         |         |         |         |         |         |         |     
RI|9130025L13  RLAKLQVPREQLLEVLEQIHSGSCGTLYHATMTTKDHPKPKSVVLKALEDPVGLQEVQDFIGRIQFYQYLGKHKNLVQLEGCCTERLPLYMMLEDVVPGD 
               *           *      *     *++* * * * **     +    *+ *  *     +     *                  +    ++    **   
SPTR|Q9BXY2    ALAKLQVPREQLSEVLEQICSGSCGPIFRANMNTGDPSKPKSVILKALKEPAGLHEVQDFLGRIQFHQYLGKHKNLVQLEGCCTEKLPLYVVLEDVAQGD 
 
                      210       220       230       240       250       260       270       280       290       300 
                        |         |         |         |         |         |         |         |         |         |     
RI|9130025L13  LLSFLWTCRRDVMTMDGLLYDLTEKQIYHIGKQILLALEFLQEKHLFHGDVAARNILIQSDLTPKLCHLGLAYEVHAHGAISSARSSTIPLKWLAPERLL 
                 *                              +                       +     *   *       ***     **+*              
SPTR|Q9BXY2    LLGFLWTCRRDVMTMDGLLYDLTEKQVYHIGKQVLLALEFLQEKHLFHGDVAARNILMQSDLTAKLCGLGLAYEVYTRGAISS--TQTIPLKWLAPERLL 
 
                      310       320       330       340       350       360       370       380       390       400 
                        |         |         |         |         |         |         |         |         |         | 
RI|9130025L13  LRPASIRGDIWSFGILLYEMVTLGAPPYPEVPPTSILQYLQRKKIMKRPSSCSHAMYNIMKCCWRWSEDSRPLLGQLLQRLEAASRSADDKAVLQVPELV  
                   *  * +                           **   +         + *  *   *    * *   **** **     *++   *          
SPTR|Q9BXY2    LRPARIRADVWSFGILLYEMVTLGAPPYPEVPPTSILEHLQRRKIMKRPSSCTHTMYSIMKSCWRWREADRPSPRELRLRLEAAIKTADDEAVLQVPELV  
 
                      410       420        
                        |         |          
RI|9130025L13  VPELYADVAGIRAESISYSFSVL 
                           *  +* *+ +  
SPTR|Q9BXY2    VPELYAAVAGIRVESLFYNYSML 


