Scaffold_18688 Poplar dehydrin

392 GGGAGAAAAAAGAAGAGGTGCCTGCCACTGAGTATGAAGAGAAAATTCATCGATCAGACAACAGTTATGT 461 

     G  R  K  K  K  R  C  L  P  L  S  M  K  R  K  F  I  D  Q  T  T  V  M  

       G  E  K  R  R  G  A  C  H  *  V  *  R  E  N  S  S  I  R  Q  Q  L  C 

        E  K  K  E  E  V  P  A  T  E  Y  E  E  K  I  H  R  S  D  N  S  Y  V

 462 AAGTTTCTGATTAACTCGATTGATATATATTAATCTCATTGTTTATNTTAGTTATTTTCTCTGTTGTTGA 531 

     *  V  S  D  *  L  D  *  Y  I  L  I  S  L  F  X  L  V  I  F  S  V  V  E

      K  F  L  I  N  S  I  D  I  Y  *  S  H  C  L  X  *  L  F  S  L  L  L  

       S  F  *  L  T  R  L  I  Y  I  N  L  I  V  Y  X  S  Y  F  L  C  C  * 

 532 GTTTTTCTTGAAACTGACAGTTCTTTTCTCTTGTTGAAATATATTGCAGCCTGAGGATACTACTGTTCCT 601 

       F  F  L  K  L  T  V  L  F  S  C  *  N  I  L  Q  P  E  D  T  T  V  P 

     S  F  S  *  N  *  Q  F  F  S  L  V  E  I  Y  C  S  L  R  I  L  L  F  L

      V  F  L  E  T  D  S  S  F  L  L  L  K  Y  I  A  A  *  G  Y  Y  C  S  

 602 TCTAACACAGAGACACCCCTTACCCCAGAGAAGAAGAAGAGTTACTTTGAGCAAGCCAAGGACATGATAC 671 

      S  N  T  E  T  P  L  T  P  E  K  K  K  S  Y  F  E  Q  A  K  D  M  I  

       L  T  Q  R  H  P  L  P  Q  R  R  R  R  V  T  L  S  K  P  R  T  *  Y 

     F  *  H  R  D  T  P  Y  P  R  E  E  E  E  L  L  *  A  S  Q  G  H  D  T

 672 CAGCATATAAGAAAACTGAAGATTCCCCTCCCTCCGACTGAAGCCGTTTATCCCACAGAGACACCCCTTA 741 

     P  A  Y  K  K  T  E  D  S  P  P  S  D  *  S  R  L  S  H  R  D  T  P  Y

      Q  H  I  R  K  L  K  I  P  L  P  P  T  E  A  V  Y  P  T  E  T  P  L  

       S  I  *  E  N  *  R  F  P  S  L  R  L  K  P  F  I  P  Q  R  H  P  L 

 742 CCCCAGAGAAGAAGAAGAGTTACTTTGAGCAAGCCAAGGGCATGATACCAGCGTATAAAAAAACTGAAGA 811 

       P  R  E  E  E  E  L  L  *  A  S  Q  G  H  D  T  S  V  *  K  N  *  R 

     T  P  E  K  K  K  S  Y  F  E  Q  A  K  G  M  I  P  A  Y  K  K  T  E  D

      P  Q  R  R  R  R  V  T  L  S  K  P  R  A  *  Y  Q  R  I  K  K  L  K  

 812 TGGCCCTCCCTCTCCAGCTGAAGCCGCAGTTCATCCCACAGGGACACCCCTTGAACCAGAGAAGAAGAAG 881 

      W  P  S  L  S  S  *  S  R  S  S  S  H  R  D  T  P  *  T  R  E  E  E  

       G  P  P  S  P  A  E  A  A  V  H  P  T  G  T  P  L  E  P  E  K  K  K 

     M  A  L  P  L  Q  L  K  P  Q  F  I  P  Q  G  H  P  L  N  Q  R  R  R  R

 882 AGTTACTTTGAGCAAGCCAAGGACATGATACCAGCATATAAGAAAACTGAAGATTCCCCTCCCTCTCCAG 951 

     E  L  L  *  A  S  Q  G  H  D  T  S  I  *  E  N  *  R  F  P  S  L  S  S

      S  Y  F  E  Q  A  K  D  M  I  P  A  Y  K  K  T  E  D  S  P  P  S  P  

       V  T  L  S  K  P  R  T  *  Y  Q  H  I  R  K  L  K  I  P  L  P  L  Q 

              .         .         .         .         .         .         .

 952 CTGAAGCCGTTTATCCCACAGAGACACCCCTTACCCCAGAGAAGAAGAAGAGTTACTTTGAGCAAGCCAA 1021

       *  S  R  L  S  H  R  D  T  P  Y  P  R  E  E  E  E  L  L  *  A  S  Q 

     A  E  A  V  Y  P  T  E  T  P  L  T  P  E  K  K  K  S  Y  F  E  Q  A  K

      L  K  P  F  I  P  Q  R  H  P  L  P  Q  R  R  R  R  V  T  L  S  K  P  

              .         .         .         .         .         .         .

1022 GGGCATGATACCAGCGTATAAAAAAACTGAAGATGGCCCTCCCTCTCCAGCTGAAGCCGCAGTTCATCCC 1091

      G  H  D  T  S  V  *  K  N  *  R  W  P  S  L  S  S  *  S  R  S  S  S  

       G  M  I  P  A  Y  K  K  T  E  D  G  P  P  S  P  A  E  A  A  V  H  P 

     R  A  *  Y  Q  R  I  K  K  L  K  M  A  L  P  L  Q  L  K  P  Q  F  I  P

              .         .         .         .         .         .         .

1092 ACAGGGACACCCCTTGAACCAGAGAAGAAGAAGAGTTACTTTGAGCAAGCCAAGGACATGATACCAGCAT 1161

     H  R  D  T  P  *  T  R  E  E  E  E  L  L  *  A  S  Q  G  H  D  T  S  I

      T  G  T  P  L  E  P  E  K  K  K  S  Y  F  E  Q  A  K  D  M  I  P  A  

       Q  G  H  P  L  N  Q  R  R  R  R  V  T  L  S  K  P  R  T  *  Y  Q  H 

              .         .         .         .         .         .         .

1162 ATAAGAAAACTGAAGATTCCCCTCCCTCTCCAGCTGAAGCCGCAGTTCATCCCACAGGGTCACGACCCCT 1231

       *  E  N  *  R  F  P  S  L  S  S  *  S  R  S  S  S  H  R  V  T  T  P 

     Y  K  K  T  E  D  S  P  P  S  P  A  E  A  A  V  H  P  T  G  S  R  P  L

      I  R  K  L  K  I  P  L  P  L  Q  L  K  P  Q  F  I  P  Q  G  H  D  P  

              .         .         .         .         .         .         .

1232 TGAACCAGAGAAGAAGAGTTACTTTGAGCAAGCCAAGGACATGATACACCAGGATTTAAGAAAAGTGAAG 1301

      *  T  R  E  E  E  L  L  *  A  S  Q  G  H  D  T  P  G  F  K  K  S  E  

       E  P  E  K  K  S  Y  F  E  Q  A  K  D  M  I  H  Q  D  L  R  K  V  K 

     L  N  Q  R  R  R  V  T  L  S  K  P  R  T  *  Y  T  R  I  *  E  K  *  R

              .         .         .         .         .         .         .

1302 AGGTCTCTCCCCGTCCAGCTAAAGCCGCAGCTCATCACACAGAGACACCCCTTGAACCAGAGGAGAAGAA 1371

     E  V  S  P  R  P  A  K  A  A  A  H  H  T  E  T  P  L  E  P  E  E  K  K

      R  S  L  P  V  Q  L  K  P  Q  L  I  T  Q  R  H  P  L  N  Q  R  R  R  

       G  L  S  P  S  S  *  S  R  S  S  S  H  R  D  T  P  *  T  R  G  E  E 

              .         .         .         .         .         .         .

1372 GGGTTTCTTTGAGCAAGCCAAGGAGAGAACACCAGGATTTAAGACAACTGAAGAGGTCTCTCCCCGTCCA 1441

       G  F  F  E  Q  A  K  E  R  T  P  G  F  K  T  T  E  E  V  S  P  R  P 

     R  V  S  L  S  K  P  R  R  E  H  Q  D  L  R  Q  L  K  R  S  L  P  V  Q

      G  F  L  *  A  S  Q  G  E  N  T  R  I  *  D  N  *  R  G  L  S  P  S  

              .         .         .         .         .         .

1442 GCTAAAGCCGCAGCTCATCACACAGAGACACCCCTTGAACCAGAGGAGAAGAAGGGTTTCTTTGA 1506

      A  K  A  A  A  H  H  T  E  T  P  L  E  P  E  E  K  K  G  F  F 

       L  K  P  Q  L  I  T  Q  R  H  P  L  N  Q  R  R  R  R  V  S  L 

     S  *  S  R  S  S  S  H  R  D  T  P  *  T  R  G  E  E  G  F  L  * 

>18688:200 genomic seq

GGGAGAAAAAAGAAGAGGTGCCTGCCACTGAGTATGAAGAGAAAATTCATCGATCAGACAACAGTTATGT

AAGTTTCTGATTAACTCGATTGATATATATTAATCTCATTGTTTATNTTAGTTATTTTCTCTGTTGTTGA

GTTTTTCTTGAAACTGACAGTTCTTTTCTCTTGTTGAAATATATTGCAGCCTGAGGATACTACTGTTCCT

TCTAACACAGAGACACCCCTTACCCCAGAGAAGAAGAAGAGTTACTTTGAGCAAGCCAAGGACATGATAC

CAGCATATAAGAAAACTGAAGATTCCCCTCCCTCCGACTGAAGCCGTTTATCCCACAGAGACACCCCTTA

CCCCAGAGAAGAAGAAGAGTTACTTTGAGCAAGCCAAGGGCATGATACCAGCGTATAAAAAAACTGAAGA
TGGCCCTCCCTCTCCAGCTGAAGCCGCAGTTCATCCCACAGGGACACCCCTTGAACCAGAGAAGAAGAAG
AGTTACTTTGAGCAAGCCAAGGACATGATACCAGCATATAAGAAAACTGAAGATTCCCCTCCCTCTCCAG
CTGAAGCCGTTTATCCCACAGAGACACCCCTTACCCCAGAGAAGAAGAAGAGTTACTTTGAGCAAGCCAA
GGGCATGATACCAGCGTATAAAAAAACTGAAGATGGCCCTCCCTCTCCAGCTGAAGCCGCAGTTCATCCC
ACAGGGACACCCCTTGAACCAGAGAAGAAGAAGAGTTACTTTGAGCAAGCCAAGGACATGATACCAGCAT
ATAAGAAAACTGAAGATTCCCCTCCCTCTCCAGCTGAAGCCGCAGTTCATCCCACAGGGTCACGACCCCT
TGAACCAGAGAAGAAGAGTTACTTTGAGCAAGCCAAGGACATGATACACCAGGATTTAAGAAAAGTGAAG
AGGTCTCTCCCCGTCCAGCTAAAGCCGCAGCTCATCACACAGAGACACCCCTTGAACCAGAGGAGAAGAA
GGGTTTCTTTGAGCAAGCCAAGGAGAGAACACCAGGATTTAAGACAACTGAAGAGGTCTCTCCCCGTCCA
GCTAAAGCCGCAGCTCATCACACAGAGACACCCCTTGAACCAGAGGAGAAGAAGGGTTTCTTTGA
>18688:200 Putative transcript with intron removed

GGGAGAAAAAAGAAGAGGTGCCTGCCACTGAGTATGAAGAGAAAATTCATCGATCAGACAACACATATAA
GAAAACTGAAGATTCCCCTCCCTCCGACTGAAGCCGTTTATCCCACAGAGACACCCCTTACCCCAGAGAA
GAAGAAGAGTTACTTTGAGCAAGCCAAGGGCATGATACCAGCGTATAAAAAAACTGAAGATGGCCCTCCC
TCTCCAGCTGAAGCCGCAGTTCATCCCACAGGGACACCCCTTGAACCAGAGAAGAAGAAGAGTTACTTTG
AGCAAGCCAAGGACATGATACCAGCATATAAGAAAACTGAAGATTCCCCTCCCTCTCCAGCTGAAGCCGT
TTATCCCACAGAGACACCCCTTACCCCAGAGAAGAAGAAGAGTTACTTTGAGCAAGCCAAGGGCATGATA
CCAGCGTATAAAAAAACTGAAGATGGCCCTCCCTCTCCAGCTGAAGCCGCAGTTCATCCCACAGGGACAC
CCCTTGAACCAGAGAAGAAGAAGAGTTACTTTGAGCAAGCCAAGGACATGATACCAGCATATAAGAAAAC
TGAAGATTCCCCTCCCTCTCCAGCTGAAGCCGCAGTTCATCCCACAGGGTCACGACCCCTTGAACCAGAG
AAGAAGAGTTACTTTGAGCAAGCCAAGGACATGATACACCAGGATTTAAGAAAAGTGAAGAGGTCTCTCC
CCGTCCAGCTAAAGCCGCAGCTCATCACACAGAGACACCCCTTGAACCAGAGGAGAAGAAGGGTTTCTTT
GAGCAAGCCAAGGAGAGAACACCAGGATTTAAGACAACTGAAGAGGTCTCTCCCCGTCCAGCTAAAGCCG
CAGCTCATCACACAGAGACACCCCTTGAACCAGAGGAGAAGAAGGGTTTCTTTGA
>18688:200 Putative transcript with intron removed, frame+1, MKRKFIDQTTHIRKLKIPLPPTEAVYPTETPLTPEKKKS

YFEQAKGMIPAYKKTEDGPPSPAEAAVHPTGTPLEPEKKKSYFEQAKDMI

PAYKKTEDSPPSPAEAVYPTETPLTPEKKKSYFEQAKGMIPAYKKTEDGP

PSPAEAAVHPTGTPLEPEKKKSYFEQAKDMIPAYKKTEDSPPSPAEAAVH

PTGSRPLEPEKKSYFEQAKDMIHQDLRKVKRSLPVQLKPQLITQRHPLNQ

RRRRVSLSKPRREHQDLRQLKRSLPVQLKPQLITQRHPLNQRRRRVSL

>550802

MAGVNKSHEYETKTSAGEESGATETKDRGLFGFMGKKKEEVPATEYEEKIHRSDNSYPGDGEKKHEDTTV

PSDTETPLTPEKKKSYFEQAKGIIPAYKKTEEVPPLELKLFIRQGHPLPQRRRRRHPLTPEKKKSYFEQA

KDIIPAYKKTEDGPPSPAEAAVHPTGTPLEPEKKSYFEQAKDRYQHIRKLKSPLPVQLKPQFIPQEKKSF

FEQAKERTPGFKKTEEVSPRPAKAAAHHTETPFEPEKKKSFFEQAKERIPSYKKTEEVISTETPLEPEEK

KGFFDQAKERIPAHKTEEVPPHPAQSASNSFSHTETPFEPEEKKGFLDKVKEKDLARKKTEEKRGFLKEK

VPTHKKTEEFPFPAKPAYTEAAVSNTNTPLEPEEKRGLLDKIKEKMPGHKKTEEVPPSEFDSTENVVSHK

GEPMVKKGMMEKIKEKLPGHRPQI

Alignment 

CLUSTAL W (1.83) multiple sequence alignment

18688_200       MKRKFIDQTTH-----------------IRKLKIPLPP---------TEAVYP------- 27

550802          MAGVNKSHEYETKTSAGEESGATETKDRGLFGFMGKKKEEVPATEYEEKIHRSDNSYPGD 60

                                            : * *  :*.         ::  **  

18688_200       -------------TETPLTPEKKKSYFEQAKGMIPAYKKTEDGPPSPAEAAVHP------ 68

550802          GEKKHEDTTVPSDTETPLTPEKKKSYFEQAKGIIPAYKKTEEVPPLELKLFIRQGHPLPQ 120

                             *******************:********: **   :  ::       

18688_200       ---TGTPLEPEKKKSYFEQAKDMIPAYKKTEDSPPSPAEA-VYPTETPLTPEKK------ 118

550802          RRRRRHPLTPEKKKSYFEQAKDIIPAYKKTEDGPPSPAEAAVHPTGTPLEPEKKSYFEQA 180

                      ** *************:*********.******* *:** *** ****      

18688_200       ---------------------------KSYFEQAKGMIPAYKKTEDGPPSPAEAAVHPTG 151

550802          KDRYQHIRKLKSPLPVQLKPQFIPQEKKSFFEQAKERTPGFKKTEEVSPRPAKAAAHHTE 240

                                           **:*****   *.:****: .* **:**.* * 

18688_200       TPLEPEKKKSYFEQAKDMIPAYKK-------------------------------TEDSP 180

550802          TPFEPEKKKSFFEQAKERIPSYKKTEEVISTETPLEPEEKKGFFDQAKERIPAHKTEEVP 300

                **:*******:*****: **:***                               **: *

18688_200       PSPAEAAVHPTGS--RPLEPE-KKSYFEQAK--DMIHQDLRKVKRSLPVQLKPQLITQRH 235

550802          PHPAQSASNSFSHTETPFEPEEKKGFLDKVKEKDLARKKTEEKRGFLKEKVPTHKKTEEF 360

                * **::* :. .    *:*** **.::::.*  *: ::. .: :  *  :: .:  *:..

18688_200       PLNQR----RRRVSLSKPRREHQDLR----QLKRSLP-------------------VQLK 268

550802          PFPAKPAYTEAAVSNTNTPLEPEEKRGLLDKIKEKMPGHKKTEEVPPSEFDSTENVVSHK 420

                *:  :    .  ** ::.  * :: *    ::*..:*                   *. *

18688_200       PQLITQRHPLNQRRRRVSL----- 287

550802          GEPMVKKGMMEKIKEKLPGHRPQI 444
Protein ID:571778; eugene3.00131142; LG_XIII:11735212-11738009 [has S tract, but no obvious Y or K domains; classified as a protein of unknown function]
   1 ATGGAGATGGATGATAAAGGGCTTGTTGTTAAGGACCTGGTTGTTAATGTTTCTGATTCAGTTTTCGAAG 70  

      M  E  M  D  D  K  G  L  V  V  K  D  L  V  V  N  V  S  D  S  V  F  E  

  71 AAAAGAACGGAATTGTTGATGGGTCTGATCTGGGGGGTTTGGTGAAGGTGAAGGAAGAAAGAGTGGAGCT 140 

     E  K  N  G  I  V  D  G  S  D  L  G  G  L  V  K  V  K  E  E  R  V  E  L

 141 TGAAAGAGGAGGGAGTTTGGGGTGTTCTATTGAGGAGGAGATGGGAAGGGTTAGTTTGGTTGCTGAACTG 210 

       E  R  G  G  S  L  G  C  S  I  E  E  E  M  G  R  V  S  L  V  A  E  L 

 211 AGTTTAGTTGTGGTTGATGGGGGTGCAAAAGTTGTGGGTGATGAGGCAGAGATAGGTAATGGTGGTTTGA 280 

      S  L  V  V  V  D  G  G  A  K  V  V  G  D  E  A  E  I  G  N  G  G  L  

 281 TGAATGGGTCGGGTTCAGATATTGGTGACGGTAGTGGTGTGAATGGTAAAATAGTGAGTGATGAAGAGGA 350 

     M  N  G  S  G  S  D  I  G  D  G  S  G  V  N  G  K  I  V  S  D  E  E  E

 351 GAGCGAAAGTGAAAGCGAGTCTGAATCGGAGAGTGAAAGCAGTTCATCTTCTAGTAGCAGTGATGATGAT 420 

       S  E  S  E  S  E  S  E  S  E  S  E  S  S  S  S  S  S  S  S  D  D  D 

 421 GATGATGAACAAGAAGAGGAGAGTGATCAGGAAGAGGAGGAGAAGAAGGGGGAAGTTAGAATGGAAGTAA 490 

      D  D  E  Q  E  E  E  S  D  Q  E  E  E  E  K  K  G  E  V  R  M  E  V  

 491 ATAAAAGGTTAGATGGTTTGGGTGACATGGAAGAAGGTGAGATAAGGGATGCTGATGGAGAGGAAATGGT 560 

     N  K  R  L  D  G  L  G  D  M  E  E  G  E  I  R  D  A  D  G  E  E  M  V

 561 TGCTGGGAATGATAGTGAGGGTGAGGGTGAGGAGGAGGAGGAGGAGGTGGTGGAGGAGGAGGAGGACGAT 630 

       A  G  N  D  S  E  G  E  G  E  E  E  E  E  E  V  V  E  E  E  E  D  D 

 631 GGATGCAAGATGGTTGAGTGGAGTGATGTTGATGAGGAGGAGGATGCTGCTACGGGAGAGCCTATTAGGT 700 

      G  C  K  M  V  E  W  S  D  V  D  E  E  E  D  A  A  T  G  E  P  I  R  

 701 CGAAGAACGAGTTTCTCTCTCCTGTTCCTCCTGTTCATGCTTCATTGGAACTTCATCATCAGATGCTACC 770 

     S  K  N  E  F  L  S  P  V  P  P  V  H  A  S  L  E  L  H  H  Q  M  L  P

 771 TGTTGGAGTTGTTTTGTCGGCTATAGGTCCCCAGGTTATAGTACAAGGGGTGGAAAAGCACAATCCCTTG 840 

       V  G  V  V  L  S  A  I  G  P  Q  V  I  V  Q  G  V  E  K  H  N  P  L 

 841 AATGAGGGTTCTATCCTGTGGATAACTGAAAAGAGATCCCCGTTGGGGTTGGTAGATGAGATTTTTGGAC 910 

      N  E  G  S  I  L  W  I  T  E  K  R  S  P  L  G  L  V  D  E  I  F  G  

 911 CTGTCAAAAACCCATACTACGTGGTGAGATACAATTCAGAAAGTGAAGTCCCTTCTGGGGTCCTTAATGG 980 

     P  V  K  N  P  Y  Y  V  V  R  Y  N  S  E  S  E  V  P  S  G  V  L  N  G

 981 TACTTTGATATCTTTTGTTCCTGAGTTTGCCAATCATGTGCTCAATGTCAAGAATCTTCACAAGAAAGGG 1050

       T  L  I  S  F  V  P  E  F  A  N  H  V  L  N  V  K  N  L  H  K  K  G 

1051 TATGATGCATCTGGTGAATACGATGAAGAGTTAACTAATGAGACAGAATTTTCAGATGATGAGAAAGAGG 1120

      Y  D  A  S  G  E  Y  D  E  E  L  T  N  E  T  E  F  S  D  D  E  K  E  

1121 CGGAGCACAAGAGGATGTTAAAAATGTCAAAGAGGGGAGTTAGTGATGAGAAATCTGGAAAAAACAAAAA 1190

     A  E  H  K  R  M  L  K  M  S  K  R  G  V  S  D  E  K  S  G  K  N  K  N

1191 CAATAGAAGGAAGGTGAAAAATAGGGGTGGCGGTTGGAAGAATAATAAACCTTTTGGGGAGCAAATGCCA 1260

       N  R  R  K  V  K  N  R  G  G  G  W  K  N  N  K  P  F  G  E  Q  M  P 

1261 ACTGGTGTAGATCAGCTACCACCCGATCAAAATTTGCGTAATGACTCTGCTGTTGGAACATCATTGGCCC 1330

      T  G  V  D  Q  L  P  P  D  Q  N  L  R  N  D  S  A  V  G  T  S  L  A  

1331 CAGTGCCTCAGACAACTGGTGTTTATGCACCTTCAAATGGTGTATGGACGAGTATGGTACCATCTCAGCA 1400

     P  V  P  Q  T  T  G  V  Y  A  P  S  N  G  V  W  T  S  M  V  P  S  Q  Q

1401 GCCTCAAGCTTTAGCAATTCGAGGTGGGTTTCCATCTAATAATATGCCTTGGCCTGTACAGAGTCAACTT 1470

       P  Q  A  L  A  I  R  G  G  F  P  S  N  N  M  P  W  P  V  Q  S  Q  L 

1471 CAGCATCCCTATCAGATACCTATGGCAAATGGTATGCCAATTCAGCAACAGTTCAATCCTGGTCAGAGAT 1540

      Q  H  P  Y  Q  I  P  M  A  N  G  M  P  I  Q  Q  Q  F  N  P  G  Q  R  

1541 CACTTCCTAATGCTTTGTTCGCAGGCGGACAACCAAATTTCTTTGCTGGACCTGCATATCCTCCACCATG 1610

     S  L  P  N  A  L  F  A  G  G  Q  P  N  F  F  A  G  P  A  Y  P  P  P  W

1611 GCCTGTAGTGGGAGGACACTACTTTAACCAAGCTGCATTTGGAACAGGATTTCAGGTTCAACCTAATCCT 1680

       P  V  V  G  G  H  Y  F  N  Q  A  A  F  G  T  G  F  Q  V  Q  P  N  P 

1681 CCAGCTATGAATGTGGTAGACCAAGGAATGATATCCACTGGACCGCCTTTAGTACATAACTGTAGTTTCC 1750

      P  A  M  N  V  V  D  Q  G  M  I  S  T  G  P  P  L  V  H  N  C  S  F  

1751 AACCACCAGCCATCCCTCCTGGCAACATACAAGCTCCTCAGCAATTCAATGCAGGAGCCTCTTCCAGCCA 1820

     Q  P  P  A  I  P  P  G  N  I  Q  A  P  Q  Q  F  N  A  G  A  S  S  S  H

1821 TGGAAGAAAACCTTATCGTAGAGGGGGTGGTCGTTTTTCAGGTGGGAGAGGTAGACAGCCACCAAACTGA 1890

       G  R  K  P  Y  R  R  G  G  G  R  F  S  G  G  R  G  R  Q  P  P  N  * 

