Alignment of ESTs GSSs and HTGSs for 9f2 related sequences

                   *      *  *                     *  *             *

AI513739  29  MLWEFFALFAIAAALFYRWASANNDFFKDRGIAYEKPVLYFGNMAGMFLRKRAMFDIVCD 208

AI134091  26  MLWEFFALFAIAAALFYRWASANNDFFKDRGIAYEKPVLYFGNMAGMFLRKRAMFDIVCD 205

AI295735  26  MLWEFFALFAIAAALFYRWASANNDFFKDRGIAYEKPVLYFGNMAGMFLRKRAMFDIVCD

AI134544  17  MLWEFFALFAIAAALFYRWASANNDFFKDRGIAYEKPVLYFGNMAGMFLRKRAMFDIVCD

AI389195  26  MLWEFFALFAIAAALFYRWASANNDFFKDRGIAYEKPVLYFGNMAGMFLRKRAMFDIVCD

AI257340  26  MLWEFFALFAIADALLYRWASANNDFFKDRGIAYEKPELYFGNMAGMFLRKRAMFDIVCD

AA567377  18  MLWEFFALFAIAAALFYRWASANNDFFKDRGIAXEKPVLYFGNMAGMFLRKRAMFDIVCD

AA698035                 AAALFYRWASA                             RAMFDIVCD

AC017132      MLWEFFALFAIAAALFYRWASANNDFFKDRGIAYEKPVLYFGNMAGMFLRKRAMFDIVCD

AC007594a     MLWEFFALFAIAAALFYRWASANNDFFKDRGIAYEKPVLYFGNMAGMFLRKRAMFDIVCD

AC017170b     MLWEFLALFAIATALFYRWASANNDFFKDRGIAYEKPVLYLGNMAGMFLRKRAMLDIVCD

                     *            ****                     * *

AI513739  209 LYTKGGSKKFFGIFEQRQPLLMVRDPDLIKQITIKDFDHFINHRNVFATSSDDDPHDMSN 388

AI134091  206 LYTKGGXXKFFGIFEQRQPLLMVRDPDLIKQITIKDFDHFINHRNVFATSSDDDPHDMSN

AI295735  206 LYTKGGSKKFFGIFEQRQPLLMVRDPDLIKQITIKDFDHFINHRNVFATSSDDDPHDMSN 385

AI134544  197 LYTKGGSKKFFGIFEQRQPLLMVRDPDLIKQITIKDFDHFINHRNVFATSSDDDPHDMSN

AI389195  206 LYTKGGSKKFFGIFEQRQPLLMVRDPDLIKQITIKDFDHFINHRNVFATSSDDDPHDMSN

AI257340  206 LYTKGGSKKFFGIFEQRQPLLMVRDPDLIKQITIKDFDHFINHRNEFATSSDDDPHDMSN

AA567377      LYTKGGSKKFFGIFEQRQPLLMVRDPDLIKQITIKDFDHFINHRNVFATSSDDDPHDMSN

AA698035      LYTKGGSKKFFGIFEQRQPLLMVRDPDLIKQITIKDFDHFINHRNVFATSSDDDPHDMSN

AC017132      LYTKGGSKKFFGIFEQRQPLLMVRDPDLIKQITIKDFDHFINHRNVFATSSDDDPHDMSN

AC007594a     LYTKGGSKKFFGIFEQRQPLLMVRDPDLIKQITIKDFDHFINHRNVFATSSDDDPHDMSN

AC017170b     LYTKGGSGK----------LVKFIDPDLI

AC009741                     QRQPLLMVRDPDLIKQITIKDFDHFINHRNEFDTSSDDDPHDMSN

                *                            * *    **      *

AC009741      LFSSSLFSMRDARWKDMRSTLSPAFTGSKMRQMFQLMNQVAKEAVDCLKQDDSRVQENEL

AC017132      LFGSSLFSMRDARWKDMRSTLSPAFTGSKMRQMFQLMNQVAKEAVDCLKQDDSRVQENEL

AC007594a     LFGSSLFSMRDARWKDMRSTLSPAFTGSKMRQMFQLMNQVAKEAVDCLKQDDSRVQENEL

AI513739  389 LFGSSLFSMRDARWKDMRSTLSPAFTGSKMRQMFQLMNQVAKEAVDCLKQDDSRVQENEL 568

AI134091      LFGSSLFSMRDARWKDMRSTLSPAFTGSKMRQMFQLMNQVAKEAVDCLKQDDSRVQENEL

AI295735  386 LFGSSLFSMRDARWKDMRSTLSPAFTGSKMRQMFQLMNQVAKEAVDCLKQDDSRVQENEL

AI134544  377 LFGSSLFSMRDARWKDMRSTLSPAFTGSKMRQMFQLMNHVAKEAVDWL

AI389195      LFGSSLFSMRDARWKDMRSTLSPAFTGSKMRQMFQLMN

AI257340      LFGSSLVSMRDARWKDMRSTLSPAFTGSKMRHMVQLMNHEA

AA567377      LFGSSLFSMRDARWKDMRXXLSPAFTGSKMRQMFQLMNQ

AA698035      LFGSSLFSMRDARWKDMR

                                                             *   * *    *

AI295735  566 DMKDY

AC017132      DMKDYCTRFTNDVIASTAF

AI134091      DMKDYCTRFTNDVIASTAFGLQVN

AI513739  569 DMKDYCTRFTNDVIASTAFGLQVNSFKDRENTFYQ 673

AC009741      DMKDYCTRFTNDVIASTAFGLQVNSFKDRENTFYQMGKKLTTFTFLQNMKFILLFALKSLNK

AC007594a     DMKDYCTRFTNDVIASTAFGLQVNSFKDRENTFYQMGKKLTTFTFLQSMKFMLFFALKGLNK

AL105104                             NSFKDRENTXXQMGKKXTTFTFLQNMKFILLFALKSLNK

AC017240                             NSFKDRENTFYQMGKKLTTFTFLQNMKFILLFALKSLNK

AA735946                                 DRENTFYQMGKKLTTFTFLQNMKFILLFALKSLNK 

AI259899                                        QMGKKLTTFTFLQSMKFMLFFALKGLNK

AC017170                                                   LQSMKFMLFFALKGLNK

*                         *

AA735946  171 ILKVEIFDRKSTQYFVRLVLDAMKYRQEHNIVRPDMINMLMEARGIIQTEKTKASAVRE 350

AI259899      ILKVELFDRKSTQYFVRLVLDAMKYRQEHNIVRPDMINMLMEARGIIQTEKTKASAVRE

AI113499                       LVLDAMKYRQEHNIVRPDMINMLMEARGIIQTEKTKASAVRE

AL105104      ILKVEIFDRKSTQYFVRLVLDAMKYRQEHNIVRPDMINMLMEARGIIQTEKTKASAVRE

AC007594a     ILKVELFDRKSTQYFVRLVLDAMKYRQEHNIVRPDMINMLMEARGIIQTEKTKASAVRE

AC017170      ILKVELFDRKSTQYFVRLVLDAMKYRQEHNIVRPDMINMLMEARGIIQTEKTKASAVRE

AC017240      ILKVEIFDRKSTQYFVRLVLDAMKYRQEHNIVRPDMINMLMEARGIIQTEKTKASAVRE

AC009741      ILKVEIFDRKSTQYFVRLVLDAMKYRQEHNIGRPDMINML

                  *      *

AA735946  351 WSDRSIVAQCFAFFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKELTY 530

AI259899      WSDRDIVAQCFVFFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKELTY

AI113499      WSDRDIVAQCFVFFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKEL--

AL105104      WSDRDIVAQCFVFFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKEL--

AC007594a     WSDRDIVAQCFVFFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKEL--

AC007594b       DRDIVAQCFVFFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKELTY

AC017170      WSDRDIVAQCFVFFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKELTY

AC017240      WSDRDIVAQCFVFFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKEL--

                           *       *   *

AA735946  531 EAIMGMKYLDQVVSEVLRKWPPAIAFDRECNKDITFDVDGQKVEVKKGDVIWLPTCGFHR 710

AI259899      EAIMGMKYLDQVVNEVLRKWPAAIAVDRECNKDITFDVDGQKV

AI113499      ------KYLDQVVSEVLRKWPPAIAFDRECNK----------------------------

AL105104      ------KYLDQVVSEVLRKWPPAIAFDRECNK----------------------------

AC007594a     ------KYLDQVVSEVLRKWPPAIAFDRECNK----------------------------

AC007594b     EAIMGMKYLDQVVNEVLRKWPAAIAVDRECNKDITFDVDGQKVEVKKGDVIWLPTCGFHR

AC017170      EAIMGMKYLDQVVNEVLRKWPLAIAVDRECNKDITFDVDGQKVEVKKGDVIWLPTCGFHR

AC017240      ------KYLDQVVSEVLRKWPPAIAFDRECNK

AA735946  DPK 719

AI113499  -----------------------------------------------EAKAVIYYLLKDYRFAPAK

AL105104  -----------------------------------------------EAKAVIYYLLKDYRFAPAK

AC007594a -----------------------------------------------EAKAVIYYLLKDYRFAPAK

AC017240  -----------------------------------------------EAKAVIYYLLKDYRFAPAK

AC007594b DPKYFENPMKFDPERFSDENKESIQPFTYFPFGLGQRNCIGSRFALLEAKAVIYYLLKDYRFAPAN

AC017170  DPKYFENPMKFDPERFSDENKESIQPFTYFPFGLGQRNCIGSRFALLEAKAVIYYLLKDYRFAPAK

AI113499      KSCIPLELI

AL105104      KSCIPLELISSGFQLSPKGGFWIKLVQR

AC007594a     KSCIPLELISSGFQLSPKGGFWIKLVQR

AC017240      KSCIPLELISSGFQLSPKGGFWIKLVQR

AC007594b     KSCIPLKLITSGFQLSPKGGFWIKLVQR

AC017170      KSCIPLELITSGFQLSPKGGFWIKLVQR

There are at least three 9f genes.  One is a pseudogene.

The pseudogene has an EST AI113499 and two genomic sequences AL105014 and AC017240

One of the other two sequences is represented by the EST AA735946 that is nearly identical to the pseudogene except it 

does not have the two deletions seen in the pseudogene.  The other sequence is represented by EST AI259899 and genomic 

sequence AC017170.  The genomic sequence AC007594 has three gene fragments.  The first comp(31455-32607) and the last 

(39127-39333) seem to belong together.  The middle sequence (37628-38320) matches AC017170 and probably is the same gene.  

The first sequence may to be chimeric since the first part of this sequence up to ILKVEL matches AC017170 and AI259899, 

but the second part matches the pseudogene and does not match AC017170 and AI259899.  

AC007594 Drosophila melanogaster chromosome 3 clone BACR28I14 (D680) RPCI-98

             28.I.14 map 87B-87C strain y; cn bw sp, WORKING DRAFT

             SEQUENCE, 83 unordered pieces

             Length = 100315

Query: 1     MLWEFFALFAIAAALFYRWASANNDFFKDRGIAYEKPVLYFGNMAGMFLRKRAMFDIVCD 60

             MLWEFFALFAIAAALFYRWASANNDFFKDRGIAYEKPVLYFGNMAGMFLRKRAMFDIVCD

Sbjct: 39127 MLWEFFALFAIAAALFYRWASANNDFFKDRGIAYEKPVLYFGNMAGMFLRKRAMFDIVCD 39306

Query: 61    LYTKGGSKK 69

             LYTKGGSKK

Sbjct: 39307 LYTKGGSKK 39333

Query: 69    KFFGIFEQRQPLLMVRDPDLIKQITIKDFDHFINHRNEFDTSSDDDPHDMSNLFSSSLFS 128

             +FFGIFEQRQPLLMVRDPDLIKQITIKDFDHFINHRN F TSSDDDPHDMSNLF SSLFS

Sbjct: 32607 RFFGIFEQRQPLLMVRDPDLIKQITIKDFDHFINHRNVFATSSDDDPHDMSNLFGSSLFS 32428

Query: 129   MRDARWKDMRSTLSPAFTGSKMRQMFQLMNQVAKEAVDCLKQDDSRVQENELDMKDYCTR 188

             MRDARWKDMRSTLSPAFTGSKMRQMFQLMNQVAKEAVDCLKQDDSRVQENELDMKDYCTR

Sbjct: 32427 MRDARWKDMRSTLSPAFTGSKMRQMFQLMNQVAKEAVDCLKQDDSRVQENELDMKDYCTR 32248

Query: 189   FTNDVIASTAFGLQVNSFKDRENTFYQMGKKLTTFTFLQNMKFILLFALKSLNKI 243

             FTNDVIASTAFGLQVNSFKDRENTFYQMGKKLTTFTFLQ+MKF+L FALK LNK+

Sbjct: 32247 FTNDVIASTAFGLQVNSFKDRENTFYQMGKKLTTFTFLQSMKFMLFFALKGLNKV 32083

Query: 243   ILKVEIFDRKSTQYFVRLVLDAMKYRQEHNIVRPDMINMLMEARGIIQTEKTKASAVREW 302

             ILKVE+FDRKSTQYFVRLVLDAMKYRQEHNIVRPDMINMLMEARGIIQTEKTKASAVREW

Sbjct: 32024 ILKVELFDRKSTQYFVRLVLDAMKYRQEHNIVRPDMINMLMEARGIIQTEKTKASAVREW 31845

Query: 303   SDRSIVAQCFAFFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKELTYE 362

             SDR IVAQCF FFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKEL   

Sbjct: 31844 SDRDIVAQCFVFFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKEL--- 31674

Query: 363   AIMGMKYLDQVVSEVLRKWPPAIAFDRECNKD 394

                  KYLDQVVSEVLRKWPPAIAFDRECNK+

Sbjct: 31673 -----KYLDQVVSEVLRKWPPAIAFDRECNKE 31593

Query: 469   EAKAVIYYLLKDYRFAPAKKSCIPLELITSGFQLSPKGGFWIKLVQR 515

             EAKAVIYYLLKDYRFAPAKKSCIPLELI+SGFQLSPKGGFWIKLVQR

Sbjct: 31595 EAKAVIYYLLKDYRFAPAKKSCIPLELISSGFQLSPKGGFWIKLVQR 31455

Query: 304   DRSIVAQCFAFFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKELTYEA 363

             DR IVAQCF FFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKELTYEA

Sbjct: 37628 DRDIVAQCFVFFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKELTYEA 37807

Query: 364   IMGMKYLDQVVSEVLRKWPPAIAFDRECNKDITFDVDGQKVEVKKGDVIWLPTCGFHRDP 423

             IMGMKYLDQVV+EVLRKWP AIA DRECNKDITFDVDGQKVEVKKGDVIWLPTCGFHRDP

Sbjct: 37808 IMGMKYLDQVVNEVLRKWPAAIAVDRECNKDITFDVDGQKVEVKKGDVIWLPTCGFHRDP 37987

Query: 424   KYFENPMKFDPERFSDENKESIQPFTYFPFGLGQRNCIGK-------------------R 464

             KYFENPMKFDPERFSDENKESIQPFTYFPFGLGQRNCIGK                   R

Sbjct: 37988 KYFENPMKFDPERFSDENKESIQPFTYFPFGLGQRNCIGKLIDSKLFFEKM*NVFIIGSR 38167

Query: 465   FALLEAKAVIYYLLKDYRFAPAKKSCIPLELITSGFQLSPKGGFWIKLVQR 515

             FALLEAKAVIYYLLKDYRFAPA KSCIPL+LITSGFQLSPKGGFWIKLVQR

Sbjct: 38168 FALLEAKAVIYYLLKDYRFAPANKSCIPLKLITSGFQLSPKGGFWIKLVQR 38320

38041 caaggagtct attcagccat tcacatactt cccctttggc ctgggtcaac gcaactgcat

38101 tggtaagttg attgattcaa aattgttctt cgaaaaaatg taaaatgtat ttattatagg

38161 ttcccgattc gctctacttg aagcaaaggc tgttatctac tatcttttga aggactaccg

AC017170 Drosophila melanogaster, *** SEQUENCING IN PROGRESS ***, in ordered

Query: 243 ILKVEIFDRKSTQYFVRLVLDAMKYRQEHNIVRPDMINMLMEARGIIQTEKTKASAVREW 302

           ILKVE+FDRKSTQYFVRLVLDAMKYRQEHNIVRPDMINMLMEARGIIQTEKTKASAVREW

Sbjct: 114 ILKVELFDRKSTQYFVRLVLDAMKYRQEHNIVRPDMINMLMEARGIIQTEKTKASAVREW 293

Query: 303 SDRSIVAQCFAFFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKELTYE 362

           SDR IVAQCF FFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKELTYE

Sbjct: 294 SDRDIVAQCFVFFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKELTYE 473

Query: 363 AIMGMKYLDQVVSEVLRKWPPAIAFDRECNKDITFDVDGQKVEVKKGDVIWLPTCGFHRD 422

           AIMGMKYLDQVV+EVLRKWP AIA DRECNKDITFDVDGQKVEVKKGDVIWLPTCGFHRD

Sbjct: 474 AIMGMKYLDQVVNEVLRKWPLAIAVDRECNKDITFDVDGQKVEVKKGDVIWLPTCGFHRD 653

Query: 423 PKYFENPMKFDPERFSDENKESIQPFTYFPFGLGQRNCIGK------------------- 463

           PKYFENPMKFDPERFSDENKESIQPFTYFPFGLGQRNCIGK                   

Sbjct: 654 PKYFENPMKFDPERFSDENKESIQPFTYFPFGLGQRNCIGKLIDSKLFFEKM*NVFIIGS 833

Query: 464 RFALLEAKAVIYYLLKDYRFAPAKKSCIPLELITSGFQLSPKGGFWIKLVQR 515

           RFALLEAKAVIYYLLKDYRFAPAKKSCIPLELITSGFQLSPKGGFWIKLVQR

Sbjct: 834 RFALLEAKAVIYYLLKDYRFAPAKKSCIPLELITSGFQLSPKGGFWIKLVQR 989

 Score =  139 bits (346), Expect = 4e-32

 Identities = 70/89 (78%), Positives = 71/89 (79%)

 Frame = +1

Query: 1    MLWEFFALFAIAAALFYRWASANNDFFKDRGIAYEKPVLYFGNMAGMFLRKRAMFDIVCD 60

            MLWEF ALFAIA ALFYRWASANNDFFKDRGIAYEKPVLY GNMAGMFLRKRAM DIVCD

Sbjct: 5545 MLWEFLALFAIATALFYRWASANNDFFKDRGIAYEKPVLYLGNMAGMFLRKRAMLDIVCD 5724

Query: 61   LYTKGGSKKFFGIFEQRQPLLMVRDPDLI 89

            LYTKGGS K          L+   DPDLI

Sbjct: 5725 LYTKGGSGK----------LVKFIDPDLI 5781

 Score = 30.9 bits (68), Expect(2) = e-155

 Identities = 13/18 (72%), Positives = 16/18 (88%)

 Frame = +2

Query: 226 LQNMKFILLFALKSLNKI 243

           LQ+MKF+L FALK LNK+

Sbjct: 2   LQSMKFMLFFALKGLNKV 55

AC009741 Drosophila melanogaster chromosome 3 clone BACR44K17 (D976) RPCI-98

              44.K.17 map 87B-87B strain y; cn bw sp, WORKING DRAFT

              SEQUENCE, 174 unordered pieces

              Length = 194613

 Score =  343 bits (870), Expect(2) = e-111

 Identities = 167/168 (99%), Positives = 168/168 (99%)

 Frame = +3

Query: 76     QRQPLLMVRDPDLIKQITIKDFDHFINHRNEFDTSSDDDPHDMSNLFSSSLFSMRDARWK 135

              QRQPLLMVRDPDLIKQITIKDFDHFINHRNEFDTSSDDDPHDMSNLFSSSLFSMRDARWK

Sbjct: 146199 QRQPLLMVRDPDLIKQITIKDFDHFINHRNEFDTSSDDDPHDMSNLFSSSLFSMRDARWK 146378

Query: 136    DMRSTLSPAFTGSKMRQMFQLMNQVAKEAVDCLKQDDSRVQENELDMKDYCTRFTNDVIA 195

              DMRSTLSPAFTGSKMRQMFQLMNQVAKEAVDCLKQDDSRVQENELDMKDYCTRFTNDVIA

Sbjct: 146379 DMRSTLSPAFTGSKMRQMFQLMNQVAKEAVDCLKQDDSRVQENELDMKDYCTRFTNDVIA 146558

Query: 196    STAFGLQVNSFKDRENTFYQMGKKLTTFTFLQNMKFILLFALKSLNKI 243

              STAFGLQVNSFKDRENTFYQMGKKLTTFTFLQNMKFILLFALKSLNK+

Sbjct: 146559 STAFGLQVNSFKDRENTFYQMGKKLTTFTFLQNMKFILLFALKSLNKV 146702

 Score = 82.3 bits (200), Expect(2) = e-111

 Identities = 40/41 (97%), Positives = 40/41 (97%)

 Frame = +2

Query: 242    KILKVEIFDRKSTQYFVRLVLDAMKYRQEHNIVRPDMINML 282

              KILKVEIFDRKSTQYFVRLVLDAMKYRQEHNI RPDMINML

Sbjct: 146765 KILKVEIFDRKSTQYFVRLVLDAMKYRQEHNIGRPDMINML 146887

AC017240 Drosophila melanogaster, *** SEQUENCING IN PROGRESS ***, in ordered

           pieces

           Length = 120794

Query: 204 NSFKDRENTFYQMGKKLTTFTFLQNMKFILLFALKSLNKI 243

           NSFKDRENTFYQMGKKLTTFTFLQNMKFILLFALKSLNK+

Sbjct: 1   NSFKDRENTFYQMGKKLTTFTFLQNMKFILLFALKSLNKV 120

Query: 242 KILKVEIFDRKSTQYFVRLVLDAMKYRQEHNIVRPDMINMLMEARGIIQTEKTKASAVRE 301

           KILKVEIFDRKSTQYFVRLVLDAMKYRQEHNIVRPDMINMLMEARGIIQTEKTKASAVRE

Sbjct: 183 KILKVEIFDRKSTQYFVRLVLDAMKYRQEHNIVRPDMINMLMEARGIIQTEKTKASAVRE 362

Query: 302 WSDRSIVAQCFAFFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKELTY 361

           WSDR IVAQCF FFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKEL  

Sbjct: 363 WSDRDIVAQCFVFFFAGFETSAVLMCFTAHELMENQDVQQRLYEEVQQVDQDLEGKEL-- 536

Query: 362 EAIMGMKYLDQVVSEVLRKWPPAIAFDRECNKD 394

                 KYLDQVVSEVLRKWPPAIAFDRECNK+

Sbjct: 537 ------KYLDQVVSEVLRKWPPAIAFDRECNKE 617

Query: 469 EAKAVIYYLLKDYRFAPAKKSCIPLELITSGFQLSPKGGFWIKLVQR 515

           EAKAVIYYLLKDYRFAPAKKSCIPLELI+SGFQLSPKGGFWIKLVQR

Sbjct: 615 EAKAVIYYLLKDYRFAPAKKSCIPLELISSGFQLSPKGGFWIKLVQR 755

AC017132 Drosophila melanogaster, *** SEQUENCING IN PROGRESS ***, in ordered

             pieces

             Length = 61204

 Score =  263 bits (665), Expect = 2e-69

 Identities = 127/131 (96%), Positives = 128/131 (96%)

 Frame = +3

Query: 1     MLWEFFALFAIAAALFYRWASANNDFFKDRGIAYEKPVLYFGNMAGMFLRKRAMFDIVCD 60

             MLWEFFALFAIAAALFYRWASANNDFFKDRGIAYEKPVLYFGNMAGMFLRKRAMFDIVCD

Sbjct: 59793 MLWEFFALFAIAAALFYRWASANNDFFKDRGIAYEKPVLYFGNMAGMFLRKRAMFDIVCD 59972

Query: 61    LYTKGGSKK 69

             LYTKGGSKK

Sbjct: 59973 LYTKGGSKK 59999

Query: 69    KFFGIFEQRQPLLMVRDPDLIKQITIKDFDHFINHRNEFDTSSDDDPHDMSNLFSSSLFS 128

             +FFGIFEQRQPLLMVRDPDLIKQITIKDFDHFINHRN F TSSDDDPHDMSNLF SSLFS

Sbjct: 60810 RFFGIFEQRQPLLMVRDPDLIKQITIKDFDHFINHRNVFATSSDDDPHDMSNLFGSSLFS 60989

Query: 129   MRDARWKDMRSTLSPAFTGSKMRQMFQLMNQVAKEAVDCLKQDDSRVQENELDMKDYCTR 188

             MRDARWKDMRSTLSPAFTGSKMRQMFQLMNQVAKEAVDCLKQDDSRVQENELDMKDYCTR

Sbjct: 60990 MRDARWKDMRSTLSPAFTGSKMRQMFQLMNQVAKEAVDCLKQDDSRVQENELDMKDYCTR 61169

Query: 189   FTNDVIASTAF 199

             FTNDVIASTAF

Sbjct: 61170 FTNDVIASTAF 61202

