
Glean3_19739      ----MAKTLKKTENSLTDVLS-----------VMAIVNDDMIYSFPSSE--EELLPSQSY 43
Glean3_25454      DWQQCRVTLNSSATCGAGIETRQVFCVDGGSDVLTPVADELCFNSDSASLFKPVANRACY 60
                         **:.: .. :.: :           *:: * *:: :.  *:.  : :    .*

Glean3_19739      TQS---------RQKRSSSGSSSDGTPPERKRRNKTS-EHSAENSDAAIEQKC------- 86
Glean3_25454      LDCPVDCEVGHWSHWSSCTKSCGEGAVQMRYREVLVENVFGGQECPSQVELRACEAIECA 120
                   :.          :  *.: *..:*:   * *.  ..  ...::. : :* :.       

Glean3_19739      ---QGRWTKCFLDRGYDDCGPGTRHRAVYCMNALNKRVDASYCAGKTKPDRQGTCRVPCA 143
Glean3_25454      WWHTGRWTKCFLDRGYDDCGPGKRHRAVYCMNALNKRVDASYCAGKTKPDRQGTCSVPCA 180
                      ******************.******************************** ****

Glean3_19739      EDCVVSEWSDWGACSVSCGPNGGARKRSRRIVAYPYNRDLNPCLSEDELTQSKPCNIHVS 203
Glean3_25454      EDCVVSEWSDWGACSVSCGPNGGARKRSRRIVAYPYNRDLNPCLSEEELTQSKPCNIHVS 240
                  **********************************************:*************

Glean3_19739      CHTYSWQATAWGECQMNSTANCEEGVTGVGGCLMNETASCGERIGMETRDVGCEMETGSA 263
Glean3_25454      CHTYSWQATAWGECQMNSTANCGGGGFGIQ---RYDAVSKQNRSTSHKHN-----EEGSV 292
                  **********************  *  *:      ::.*  :*   ..::     * **.

Glean3_19739      ADASQCDGWSLPEGSRPCDVACPQDCELSPWSTWSSCSASCGLHARRTRTKRVLTVPVNG 323
Glean3_25454      ADASQCDGWSLPEGSRPCDVACPQDCELSPWSTWSSCSASCGLHAKRTRTKRVLTLPVNG 352
                  *********************************************:*********:****

Glean3_19739      GRPCAQETDENGLITQYSPCMDIDPCYTYQWVASAWSECQVIGSNCGKGLQTREVYCGRN 383
Glean3_25454      GQPCSQETDENGMYISSS--------------------RQVLAI---------------- 376
                  *:**:*******:  . *                     **:.                 

Glean3_19739      DGLEAEDGMCLLDFTQPSPTPTQRCYIPCGGDCLLSEWSEFGPCQSNCGTESLRNYCRMR 443
Glean3_25454      ------------------------------------------------------------
                                                                              

Glean3_19739      KRDIVGVSMTESLSELCPHIADSDLHEFLLCGLQSSTYSWTFGPWTTCTLAEGLKCGDEG 503
Glean3_25454      ------------------------------------------------------------
                                                                              

Glean3_19739      KQSRAAICLRDDNVQVADLFCEPLYPSQAGPLEERPCNVQCSIDCEVTYWSNWTSCSQAC 563
Glean3_25454      ------------------------------------------------------------
                                                                              

Glean3_19739      GQGERTRTRAITISPIQGGRACPLLNDTQMCFERSCDLIEWDISEWRPCLPTDLTTNCGA 623
Glean3_25454      ------------------------------------------------------------
                                                                              

Glean3_19739      GTQSRNISCPVGAENESLCQRRKPKPALTQACHLPCQGECVYSEWSAFTSCSQPCVNAEK 683
Glean3_25454      ------------------------------------------------------------
                                                                              

Glean3_19739      SRSRIVIRPDAELQPCTPLRQTETCSQADCLASVYGLATGEWSTCRPIQGECGRGKFQYV 743
Glean3_25454      ------------------------------------------------------------
                                                                              

Glean3_19739      LYRLVQI 750
Glean3_25454      -------

Clustal alignment of entries Glean3:19739 (Sp-Thsd7b) and Glean3:25454 (Sp-Thsd7b_2). Peptides sequenced by MS/MS are in bold red. A possible microheterogeneity is shaded yellow.
